
Systematic and integrative analysis of large gene lists using DAVID bioinformatics
resources

Nature Protocols

4, 44-57

DOI: 10.1038/nprot.2008.211

Citation Report



Citation Report

2

# Article IF Citations

8 Studies of physiologic tremor in the dog. Neurology, 1964, 14, 50-50. 1.5 11

9 Grafting on Wool Through Free Radical Formation on the Protein. Textile Reseach Journal, 1974, 44,
658-664. 1.1 1

10 Hormonal Inhibition of Feeding and Death in Octopus: Control by Optic Gland Secretion. Science, 1977,
198, 948-951. 6.0 181

11 Determination of N2(X) vibrational level populations and rotational temperatures using CARS in a D.C.
low pressure discharge. Journal De Physique, 1987, 48, 1939-1949. 1.8 62

13 Protein Databases on the Internet. Current Protocols in Molecular Biology, 2004, 68, Unit 19.4. 2.9 11

14 Wnt signaling. WormBook, 2005, , 1-17. 5.3 219

15 Proteinaceous cysteine protease inhibitors. Cellular and Molecular Life Sciences, 2005, 62, 653-69. 2.4 118

16 Annealing siRNAs to Produce siRNA Duplexes. Cold Spring Harbor Protocols, 2006, 2006, pdb.prot4340. 0.2 7

17 Calcium:Magnesium Ratio in Local Groundwater and Incidence of Acute Myocardial Infarction among
Males in Rural Finland. Environmental Health Perspectives, 2006, 114, 730-734. 2.8 39

18 Article Commentary: Microarray Data Analysis of Gene Expression Evolution. Gene Regulation and
Systems Biology, 2009, 3, GRSB.S2997. 2.3 0

19 MicroRNA Microarray Expression Profiling in Human Myocardial Infarction. Disease Markers, 2009, 27,
255-268. 0.6 126

20 Molecular Network Analysis Suggests Aberrant CREB-Mediated Gene Regulation in the Alzheimer
Disease Hippocampus. Disease Markers, 2009, 27, 239-252. 0.6 61

21 A Man-Made ATP-Binding Protein Evolved Independent of Nature Causes Abnormal Growth in Bacterial
Cells. PLoS ONE, 2009, 4, e7385. 1.1 6

22 Effect of DLK1 and RTL1 but Not MEG3 or MEG8 on Muscle Gene Expression in Callipyge Lambs. PLoS
ONE, 2009, 4, e7399. 1.1 52

23 Alternative Splicing and Transcriptome Profiling of Experimental Autoimmune Encephalomyelitis
Using Genome-Wide Exon Arrays. PLoS ONE, 2009, 4, e7773. 1.1 20

24 Global MYCN Transcription Factor Binding Analysis in Neuroblastoma Reveals Association with
Distinct E-Box Motifs and Regions of DNA Hypermethylation. PLoS ONE, 2009, 4, e8154. 1.1 72

25 Loss-of-Function Mutations in Rab Escort Protein 1 (REP-1) Affect Intracellular Transport in
Fibroblasts and Monocytes of Choroideremia Patients. PLoS ONE, 2009, 4, e8402. 1.1 50

26 Towards a genome-wide transcriptogram: the Saccharomyces cerevisiae case. Nature Precedings, 2009,
, . 0.1 0



3

Citation Report

# Article IF Citations

27 Investigating Gene and MicroRNA Expression in Glioblastoma. , 2009, , . 0

28 Dynamically dysfunctional protein interactions in the development of Alzheimer's disease. , 2009, , . 7

29 Discovery of candidate genes and pathways in the endometrium regulating ovine blastocyst growth
and conceptus elongation. Physiological Genomics, 2009, 39, 85-99. 1.0 76

30
Genome-wide inhibitory impact of the AMPK activator metformin on [<i>kinesins, tubulins, histones,
auroras</i>and<i>polo-like kinases</i>] M-phase cell cycle genes in human breast cancer cells. Cell
Cycle, 2009, 8, 1633-1636.

1.3 54

31 Coexpression network based on natural variation in human gene expression reveals gene interactions
and functions. Genome Research, 2009, 19, 1953-1962. 2.4 112

32 Pigmentation Pathway Evolution after Whole-Genome Duplication in Fish. Genome Biology and
Evolution, 2009, 1, 479-493. 1.1 104

33 The presence of RNA polymerase II, active or stalled, predicts epigenetic fate of promoter CpG islands.
Genome Research, 2009, 19, 1974-1982. 2.4 121

34 Immunopurification of Ago1 miRNPs selects for a distinct class of microRNA targets. Proceedings of
the National Academy of Sciences of the United States of America, 2009, 106, 15085-15090. 3.3 43

35 QuickGO: a user tutorial for the web-based Gene Ontology browser. Database: the Journal of
Biological Databases and Curation, 2009, 2009, bap010. 1.4 42

36 Positive Cross-Talk between Estrogen Receptor and NF-ÎºB in Breast Cancer. Cancer Research, 2009, 69,
8918-8925. 0.4 131

37 Gene Profiling of Human Adipose Tissue During Evoked Inflammation In Vivo. Diabetes, 2009, 58,
2211-2219. 0.3 57

38 Gene expression endpoints following chronic waterborne copper exposure in a genomic model
organism, the zebrafish, Danio rerio. Physiological Genomics, 2009, 40, 23-33. 1.0 45

39
Acquired Resistance to Combination Treatment with Temozolomide and ABT-888 Is Mediated by Both
Base Excision Repair and Homologous Recombination DNA Repair Pathways. Molecular Cancer
Research, 2009, 7, 1686-1692.

1.5 86

40 Retinoblastoma Protein Plays Multiple Essential Roles in the Terminal Differentiation of Sertoli Cells.
Molecular Endocrinology, 2009, 23, 1900-1913. 3.7 39

41 Gene Networks and microRNAs Implicated in Aggressive Prostate Cancer. Cancer Research, 2009, 69,
9490-9497. 0.4 133

42 Exon Array Analysis of Head and Neck Cancers Identifies a Hypoxia Related Splice Variant of LAMA3
Associated with a Poor Prognosis. PLoS Computational Biology, 2009, 5, e1000571. 1.5 37

43 Thalamic transcriptome screening in three psychiatric states. Journal of Human Genetics, 2009, 54,
665-675. 1.1 49

44 ZBED6, a Novel Transcription Factor Derived from a Domesticated DNA Transposon Regulates IGF2
Expression and Muscle Growth. PLoS Biology, 2009, 7, e1000256. 2.6 149



4

Citation Report

# Article IF Citations

45 Aging Mice Show a Decreasing Correlation of Gene Expression within Genetic Modules. PLoS Genetics,
2009, 5, e1000776. 1.5 157

46 arrayQualityMetricsâ€”a bioconductor package for quality assessment of microarray data.
Bioinformatics, 2009, 25, 415-416. 1.8 885

47 Triplet repeat length bias and variation in the human transcriptome. Proceedings of the National
Academy of Sciences of the United States of America, 2009, 106, 17095-17100. 3.3 33

48
High-Throughput Cell-Based Screening of 4910 Known Drugs and Drug-like Small Molecules Identifies
Disulfiram as an Inhibitor of Prostate Cancer Cell Growth. Clinical Cancer Research, 2009, 15,
6070-6078.

3.2 185

49 VisHiC--hierarchical functional enrichment analysis of microarray data. Nucleic Acids Research, 2009,
37, W587-W592. 6.5 7

50 The Transcriptional Response of the Islet to Pregnancy in Mice. Molecular Endocrinology, 2009, 23,
1702-1712. 3.7 138

51 Over-expression and localization of a host protein on the membrane of Cryptosporidium parvum
infected epithelial cells. Molecular and Biochemical Parasitology, 2009, 168, 95-101. 0.5 20

52 Association of neonatal hypoxia with lasting changes in left ventricular gene expression: An animal
model. Journal of Thoracic and Cardiovascular Surgery, 2009, 138, 538-546.e1. 0.4 17

53 Site-specific impacts on gene expression and behavior in fathead minnows (Pimephales promelas)
exposed in situ to streams adjacent to sewage treatment plants. BMC Bioinformatics, 2009, 10, S11. 1.2 33

54 Integrating phenotype and gene expression data for predicting gene function. BMC Bioinformatics,
2009, 10, S20. 1.2 7

55 Distinct patterns of gene and protein expression elicited by organophosphorus pesticides in
Caenorhabditis elegans. BMC Genomics, 2009, 10, 202. 1.2 40

56 The steady-state transcriptome of the four major life-cycle stages of Trypanosoma cruzi. BMC
Genomics, 2009, 10, 370. 1.2 125

57 GATA3 is a master regulator of the transcriptional response to low-dose ionizing radiation in human
keratinocytes. BMC Genomics, 2009, 10, 417. 1.2 14

58 RNA profiles of rat olfactory epithelia: individual and age related variations. BMC Genomics, 2009, 10,
572. 1.2 25

59 Transcriptional adaptations following exercise in Thoroughbred horse skeletal muscle highlights
molecular mechanisms that lead to muscle hypertrophy. BMC Genomics, 2009, 10, 638. 1.2 57

60
Visualizing post genomics data-sets on customized pathway maps by ProMeTra â€“ aeration-dependent
gene expression and metabolism of Corynebacterium glutamicum as an example. BMC Systems Biology,
2009, 3, 82.

3.0 61

61 Differential expression profiling of the synaptosome proteome in a rat model of antipsychotic
resistance. Brain Research, 2009, 1295, 170-178. 1.1 14

62 Bioinformatics analysis of mass spectrometryâ€•based proteomics data sets. FEBS Letters, 2009, 583,
1703-1712. 1.3 147



5

Citation Report

# Article IF Citations

63 Modeling Inducible Human Tissue Neoplasia Identifies an Extracellular Matrix Interaction Network
Involved in Cancer Progression. Cancer Cell, 2009, 15, 477-488. 7.7 79

64 Genomeâ€•wide expression profiling in the <i>Drosophila</i> eye reveals unexpected repression of notch
signaling by the JAK/STAT pathway. Developmental Dynamics, 2009, 238, 2235-2253. 0.8 60

65 Human cell toxicogenomic analysis of bromoacetic acid: A regulated drinking water disinfection
byâ€•product. Environmental and Molecular Mutagenesis, 2010, 51, 205-214. 0.9 31

66 Spatial Mapping of Thymic Stromal Microenvironments Reveals Unique Features Influencing T
Lymphoid Differentiation. Immunity, 2009, 31, 999-1009. 6.6 76

67
A Three Dimensional Anchorage Independent In Vitro System for the Prolonged Growth of Embryoid
Bodies to Study Cancer Cell Behaviour and Anticancer Agents. Stem Cell Reviews and Reports, 2009, 5,
410-419.

5.6 13

68 Differential gene expression in the developing human macula: microarray analysis using rare tissue
samples. Journal of Ocular Biology, Diseases, and Informatics, 2009, 2, 176-189. 0.2 8

69 Gene expression microarray analysis of early oxygen-induced retinopathy in the rat. Journal of Ocular
Biology, Diseases, and Informatics, 2009, 2, 190-201. 0.2 23

70 Identification of human sperm transcripts as candidate markers of male fertility. Journal of
Molecular Medicine, 2009, 87, 735-748. 1.7 76

71 Global transcriptional response after exposure of fission yeast cells to ultraviolet light. BMC Cell
Biology, 2009, 10, 87. 3.0 5

72 Integrated analysis of DNA methylation and gene expression reveals specific signaling pathways
associated with platinum resistance in ovarian cancer. BMC Medical Genomics, 2009, 2, 34. 0.7 192

73
Identifying significant genetic regulatory networks in the prostate cancer from microarray data
based on transcription factor analysis and conditional independency. BMC Medical Genomics, 2009, 2,
70.

0.7 41

74 More synergetic cooperation of Yamanaka factors in induced pluripotent stem cells than in embryonic
stem cells. Cell Research, 2009, 19, 1127-1138. 5.7 49

75 Pten in stromal fibroblasts suppresses mammary epithelial tumours. Nature, 2009, 461, 1084-1091. 13.7 475

76 Differential methylation of tissue- and cancer-specific CpG island shores distinguishes human induced
pluripotent stem cells, embryonic stem cells and fibroblasts. Nature Genetics, 2009, 41, 1350-1353. 9.4 1,076

77 The expanding universe of p53 targets. Nature Reviews Cancer, 2009, 9, 724-737. 12.8 505

78 <i>Caenorhabditis elegans</i> PI3K mutants reveal novel genes underlying exceptional stress
resistance and lifespan. Aging Cell, 2009, 8, 706-725. 3.0 34

79
The molecular basis of prostate cancer cell escape from protoporphyrin IX-based photodynamic
therapy. Medical Laser Application: International Journal for Laser Treatment and Research, 2009, 24,
237-246.

0.4 3

80 A Strand-Specific RNAâ€“Seq Analysis of the Transcriptome of the Typhoid Bacillus Salmonella Typhi.
PLoS Genetics, 2009, 5, e1000569. 1.5 202



6

Citation Report

# Article IF Citations

81 Bioinformatics enrichment tools: paths toward the comprehensive functional analysis of large gene
lists. Nucleic Acids Research, 2009, 37, 1-13. 6.5 13,313

82 A Genome-wide RNAi Screen for Modifiers of the Circadian Clock in Human Cells. Cell, 2009, 139,
199-210. 13.5 437

83 Induction of Intestinal Th17 Cells by Segmented Filamentous Bacteria. Cell, 2009, 139, 485-498. 13.5 3,818

84 Proteins recruited by SH3 domains of Ruk/CIN85 adaptor identified by LC-MS/MS. Proteome Science,
2009, 7, 21. 0.7 41

85 Transcript length bias in RNA-seq data confounds systems biology. Biology Direct, 2009, 4, 14. 1.9 422

86 The effect of alcohol and nicotine abuse on gene expression in the brain. Nutrition Research Reviews,
2009, 22, 148-162. 2.1 14

87 Transcriptional effects of CRP* expression in Escherichia coli. Journal of Biological Engineering,
2009, 3, 13. 2.0 75

88 Genomic transcriptional profiling identifies a candidate blood biomarker signature for the diagnosis
of septicemic melioidosis. Genome Biology, 2009, 10, R127. 13.9 176

89 Lipoproteomics: using mass spectrometry-based proteomics to explore the assembly, structure, and
function of lipoproteins. Journal of Lipid Research, 2009, 50, 1967-1975. 2.0 81

90 Early Dysregulation of Cell Adhesion and Extracellular Matrix Pathways in Breast Cancer
Progression. American Journal of Pathology, 2009, 175, 1292-1302. 1.9 59

91 Identification of direct transcriptional targets of <sup>V600E</sup>BRAF/MEK signalling in melanoma.
Pigment Cell and Melanoma Research, 2009, 22, 785-798. 1.5 58

92 Cross species analysis of microarray expression data. Bioinformatics, 2009, 25, 1476-1483. 1.8 104

93 Undifferentiated hematopoietic cells are characterized by a genome-wide undermethylation dip
around the transcription start site and a hierarchical epigenetic plasticity. Blood, 2009, 114, 4968-4978. 0.6 36

94 Gene expression profiling of minimally differentiated acute myeloid leukemia: M0 is a distinct entity
subdivided by RUNX1 mutation status. Blood, 2009, 114, 3001-3007. 0.6 51

95 Identification of Mouse 8-Cell Embryo Stage-Specific Genes by Digital Differential Display. Experimental
Animals, 2009, 58, 547-556. 0.7 2

96 Genome-Wide Identification and Evolutionary Analysis of the Animal Specific ETS Transcription Factor
Family. Evolutionary Bioinformatics, 2009, 5, EBO.S2948. 0.6 14

97 Validation of Rearrangement Break Points Identified by Paired-End Sequencing in Natural Populations
of Drosophila melanogaster. Genome Biology and Evolution, 2010, 2, 83-101. 1.1 46

99 Functional Annotation of Genes Overlapping Copy Number Variants in Autistic Patients: Focus on
Axon Pathfinding. Current Genomics, 2010, 11, 136-145. 0.7 29



7

Citation Report

# Article IF Citations

100 Effect of mild restriction of food intake on gene expression profile in the liver of young rats:
reference data for in vivo nutrigenomics study. British Journal of Nutrition, 2010, 104, 941-950. 1.2 16

101 Comparative analysis of gene expression profiles in BALB/c and C57BL/6 strains of mice in response to
low-dose ionising radiation using microarray. International Journal of Low Radiation, 2010, 7, 306. 0.1 3

102 Etiologies and Molecular Mechanisms of Communication Disorders. Journal of Developmental and
Behavioral Pediatrics, 2010, 31, 555-563. 0.6 16

103 An introduction to effective use of enrichment analysis software. Human Genomics, 2010, 4, 202. 1.4 60

104 Oxidative Stress: Emerging Mitochondrial and Cellular Themes and Variations in Neuronal Injury.
Journal of Alzheimer's Disease, 2010, 20, S453-S473. 1.2 129

105 Identification and Characteristics of microRNAs with Altered Expression Patterns in a Rat Model of
Abdominal Aortic Aneurysms. Tohoku Journal of Experimental Medicine, 2010, 222, 187-193. 0.5 35

106 Overlapping Genes May Control Reprogramming of Mouse Somatic Cells into Induced Pluripotent
Stem Cells (iPSCs) and Breast Cancer Stem Cells. In Silico Biology, 2010, 10, 207-221. 0.4 6

107 Novel systems biology insights using antifibrotic approaches for diabetic kidney disease. Expert Review
of Endocrinology and Metabolism, 2010, 5, 127-135. 1.2 1

108 MicroRNAs 15a/16-1 function as tumor suppressor genes in multiple myeloma. Blood, 2010, , . 0.6 13

109 Integrated biochemical and computational approach identifies BCL6 direct target genes controlling
multiple pathways in normal germinal center B cells. Blood, 2010, 115, 975-984. 0.6 216

110
Transactivation of the dopamine receptor 3 gene by a single provirus integration results in
development of B-cell lymphoma in transgenic mice generated from retrovirally transduced
embryonic stem cells. Blood, 2010, 115, 3930-3938.

0.6 0

111 Down-regulation of GATA1 uncouples STAT5-induced erythroid differentiation from stem/progenitor
cell proliferation. Blood, 2010, 115, 4367-4376. 0.6 22

112 CD62L expression identifies a unique subset of polyfunctional CD56dim NK cells. Blood, 2010, 116,
1299-1307. 0.6 249

113 Serum response factor is an essential transcription factor in megakaryocytic maturation. Blood, 2010,
116, 1942-1950. 0.6 33

114 Macrophage-specific gene functions in Spi1-directed innate immunity. Blood, 2010, 116, e1-e11. 0.6 172

115 MicroRNA Profiling in Mid- and Late-Gestational Fetal Skin: Implication for Scarless Wound Healing.
Tohoku Journal of Experimental Medicine, 2010, 221, 203-209. 0.5 52

116 Differential gene expression of ewes varying in tolerance to dietary nitrate1. Journal of Animal
Science, 2010, 88, 3187-3197. 0.2 10

117 Transcriptional profiling of day 12 porcine embryonic disc and trophectoderm samples using
ultra-deep sequencing technologies. Molecular Reproduction and Development, 2010, 77, 812-819. 1.0 16



8

Citation Report

# Article IF Citations

118 Activation method does not alter abnormal placental gene expression and development in cloned pigs.
Molecular Reproduction and Development, 2010, 77, 1016-1030. 1.0 20

119 Gene Expression in Skin and Lymphoblastoid Cells: Refined Statistical Method Reveals Extensive
Overlap in cis-eQTL Signals. American Journal of Human Genetics, 2010, 87, 779-789. 2.6 169

120 A microarray analysis of early activated pathways in concanavalin A-induced hepatitis. Journal of
Zhejiang University: Science B, 2010, 11, 366-377. 1.3 10

121 Dynamic changes in gene expression in vivo predict prognosis of tamoxifen-treated patients with
breast cancer. Breast Cancer Research, 2010, 12, R39. 2.2 37

122 Tungsten carbide cobalt nanoparticles exert hypoxia-like effects on the gene expression level in
human keratinocytes. BMC Genomics, 2010, 11, 65. 1.2 42

123 Shotgun Proteomics Analysis of Hibernating Arctic Ground Squirrels. Molecular and Cellular
Proteomics, 2010, 9, 313-326. 2.5 81

124 Differential gene expression in acute lymphoblastic leukemia cells surviving allogeneic transplant.
Cancer Immunology, Immunotherapy, 2010, 59, 1633-1644. 2.0 4

125 Early alterations in heart gene expression profiles associated with doxorubicin cardiotoxicity in rats.
Cancer Chemotherapy and Pharmacology, 2010, 66, 303-314. 1.1 62

126 Anti-cancer activities of diospyrin, its derivatives and analogues. European Journal of Medicinal
Chemistry, 2010, 45, 3519-3530. 2.6 19

127 Mitochondrial abnormalities in the putamen in Parkinsonâ€™s disease dyskinesia. Acta Neuropathologica,
2010, 120, 623-631. 3.9 30

128 Genetics of keloid scarring. Archives of Dermatological Research, 2010, 302, 319-339. 1.1 210

129 Powerful Usage of Phylogenetically Diverse Staphylococcus aureus Control Strains for Detecting
Multidrug Resistance Genes in Transcriptomics Studies. Molecules and Cells, 2010, 30, 71-76. 1.0 10

130 Skeletal muscle specific genes networks in cattle. Functional and Integrative Genomics, 2010, 10,
609-618. 1.4 25

131 Effect of mood stabilizers on gene expression in lymphoblastoid cells. Journal of Neural
Transmission, 2010, 117, 155-164. 1.4 30

132 Gene Expression Profiling Reveals Differentially Expressed Genes in Ovarian Cancer of the Hen:
Support for Oviductal Origin?. Hormones and Cancer, 2010, 1, 177-186. 4.9 38

133 Comparative study on transcriptional responses of human neuronal cells to silica nanoparticles with
different stabilizers. Biochip Journal, 2010, 4, 296-304. 2.5 1

134 Ranking effects of candidate drugs on biological process by integrating network analysis and Gene
Ontology. Science Bulletin, 2010, 55, 2974-2980. 1.7 10

135 Prediction of multiple drug resistance phenotype in cancer cell lines using gene expression profiles
and phylogenetic trees. Science Bulletin, 2010, 55, 3778-3786. 1.7 1



9

Citation Report

# Article IF Citations

136 Identification of novel epithelial ovarian cancer biomarkers by cross-laboratory microarray analysis.
Journal of Huazhong University of Science and Technology [Medical Sciences], 2010, 30, 354-359. 1.0 4

137 A Functional Role of RB-Dependent Pathway in the Control of Quiescence in Adult Epidermal Stem
Cells Revealed by Genomic Profiling. Stem Cell Reviews and Reports, 2010, 6, 162-177. 5.6 18

138 Stable Expression of Neurogenin 1 Induces LGR5, a Novel Stem Cell Marker, in an Immortalized Human
Neural Stem Cell Line HB1.F3. Cellular and Molecular Neurobiology, 2010, 30, 415-426. 1.7 17

139 Stem cell associated gene expression in glioblastoma multiforme: relationship to survival and the
subventricular zone. Journal of Neuro-Oncology, 2010, 96, 359-367. 1.4 86

140
Analysis of early changes in the articular cartilage transcriptisome in the rat meniscal tear model of
osteoarthritis: pathway comparisons with the rat anterior cruciate transection model and with
human osteoarthritic cartilage. Osteoarthritis and Cartilage, 2010, 18, 992-1000.

0.6 67

141 Transcriptional profiling of oral squamous cell carcinoma using formalin-fixed paraffin-embedded
samples. Oral Oncology, 2010, 46, 379-386. 0.8 30

142 HIV-1 matrix protein p17: A candidate antigen for therapeutic vaccines against AIDS. , 2010, 128, 433-444. 39

143 Information technology solutions for integration of biomolecular and clinical data in the
identification of new cancer biomarkers and targets for therapy. , 2010, 128, 488-498. 13

144 Trophoblast invasion: Assessment of cellular models using gene expression signatures. Placenta, 2010,
31, 989-996. 0.7 163

145 Transcriptomics analysis of retinoic acid embryotoxicity in rat postimplantation whole embryo
culture. Reproductive Toxicology, 2010, 30, 333-340. 1.3 28

146 The HOX Code as a â€œbiological fingerprintâ€• to distinguish functionally distinct stem cell populations
derived from cord blood. Stem Cell Research, 2010, 5, 40-50. 0.3 74

147 Toxicogenomic profiling in maternal and fetal rodent brains following gestational exposure to
chlorpyrifos. Toxicology and Applied Pharmacology, 2010, 245, 310-325. 1.3 40

148 Transcriptional profiling of the acute pulmonary inflammatory response induced by LPS: role of
neutrophils. Respiratory Research, 2010, 11, 24. 1.4 33

149 Knowledge-guided gene ranking by coordinative component analysis. BMC Bioinformatics, 2010, 11, 162. 1.2 8

150 GOAL: A software tool for assessing biological significance of genes groups. BMC Bioinformatics,
2010, 11, 229. 1.2 27

151 UFFizi: a generic platform for ranking informative features. BMC Bioinformatics, 2010, 11, 300. 1.2 2

152 svdPPCS: an effective singular value decomposition-based method for conserved and divergent
co-expression gene module identification. BMC Bioinformatics, 2010, 11, 338. 1.2 12

153 GeneBrowser 2: an application to explore and identify common biological traits in a set of genes. BMC
Bioinformatics, 2010, 11, 389. 1.2 5



10

Citation Report

# Article IF Citations

154 Uncovering packaging features of co-regulated modules based on human protein interaction and
transcriptional regulatory networks. BMC Bioinformatics, 2010, 11, 392. 1.2 10

155 Intensity dependent estimation of noise in microarrays improves detection of differentially expressed
genes. BMC Bioinformatics, 2010, 11, 400. 1.2 25

156 Asymmetric microarray data produces gene lists highly predictive of research literature on multiple
cancer types. BMC Bioinformatics, 2010, 11, 483. 1.2 13

157 BiologicalNetworks 2.0 - an integrative view of genome biology data. BMC Bioinformatics, 2010, 11, 610. 1.2 21

158 Herb network construction and co-module analysis for uncovering the combination rule of
traditional Chinese herbal formulae. BMC Bioinformatics, 2010, 11, S6. 1.2 226

159 Schizophrenia and vitamin D related genes could have been subject to latitude-driven adaptation. BMC
Evolutionary Biology, 2010, 10, 351. 3.2 32

160 Sex-dimorphic gene expression and ineffective dosage compensation of Z-linked genes in gastrulating
chicken embryos. BMC Genomics, 2010, 11, 13. 1.2 61

161 Comparative transcriptomic analysis of follicle-enclosed oocyte maturational and developmental
competence acquisition in two non-mammalian vertebrates. BMC Genomics, 2010, 11, 18. 1.2 41

162 Major role for mRNA stability in shaping the kinetics of gene induction. BMC Genomics, 2010, 11, 259. 1.2 89

163 Deciphering the porcine intestinal microRNA transcriptome. BMC Genomics, 2010, 11, 275. 1.2 71

164 Systems genetics analysis of body weight and energy metabolism traits in Drosophila melanogaster.
BMC Genomics, 2010, 11, 297. 1.2 84

165
Functional and gene network analyses of transcriptional signatures characterizing pre-weaned
bovine mammary parenchyma or fat pad uncovered novel inter-tissue signaling networks during
development. BMC Genomics, 2010, 11, 331.

1.2 28

166 Benzo(a)pyrene induces similar gene expression changes in testis of DNA repair proficient and
deficient mice. BMC Genomics, 2010, 11, 333. 1.2 14

167 Transcriptomic analysis of dystrophin RNAi knockdown reveals a central role for dystrophin in
muscle differentiation and contractile apparatus organization. BMC Genomics, 2010, 11, 345. 1.2 26

168 Development of an oligo DNA microarray for the European sea bass and its application to expression
profiling of jaw deformity. BMC Genomics, 2010, 11, 354. 1.2 37

169 Transcriptional regulation of gene expression clusters in motor neurons following spinal cord
injury. BMC Genomics, 2010, 11, 365. 1.2 36

170 Muscle transcriptomic profiles in pigs with divergent phenotypes for fatness traits. BMC Genomics,
2010, 11, 372. 1.2 103

171 A gene network switch enhances the oxidative capacity of ovine skeletal muscle during late fetal
development. BMC Genomics, 2010, 11, 378. 1.2 27



11

Citation Report

# Article IF Citations

172 Characterization of the equine skeletal muscle transcriptome identifies novel functional responses
to exercise training. BMC Genomics, 2010, 11, 398. 1.2 81

173 Gene signatures in wound tissue as evidenced by molecular profiling in the chick embryo model. BMC
Genomics, 2010, 11, 495. 1.2 15

174
Transcriptome and expression profiling analysis revealed changes of multiple signaling pathways
involved in immunity in the large yellow croaker during Aeromonas hydrophila infection. BMC
Genomics, 2010, 11, 506.

1.2 141

175 Comparative transcriptional profiling of the limbal epithelial crypt demonstrates its putative stem
cell niche characteristics. BMC Genomics, 2010, 11, 526. 1.2 74

176 Identification of the Rage-dependent gene regulatory network in a mouse model of skin inflammation.
BMC Genomics, 2010, 11, 537. 1.2 29

177 Gene duplications in prokaryotes can be associated with environmental adaptation. BMC Genomics,
2010, 11, 588. 1.2 102

178 Differential alterations in gene expression profiles contribute to time-dependent effects of
nandrolone to prevent denervation atrophy. BMC Genomics, 2010, 11, 596. 1.2 20

179 Transcriptomic analysis of the temporal host response to skin infestation with the ectoparasitic mite
Psoroptes ovis. BMC Genomics, 2010, 11, 624. 1.2 32

180 Integrated genomics of susceptibility to alkylator-induced leukemia in mice. BMC Genomics, 2010, 11,
638. 1.2 5

181 Analysis of transcript and protein overlap in a human osteosarcoma cell line. BMC Genomics, 2010, 11,
684. 1.2 13

182 Relationship between operon preference and functional properties of persistent genes in bacterial
genomes. BMC Genomics, 2010, 11, 71. 1.2 24

183 Investigation gene and microRNA expression in glioblastoma. BMC Genomics, 2010, 11, S16. 1.2 36

184 Coxiella burnetii Nine Mile II proteins modulate gene expression of monocytic host cells during
infection. BMC Microbiology, 2010, 10, 244. 1.3 32

185 Analysis of gene expression in prostate cancer epithelial and interstitial stromal cells using laser
capture microdissection. BMC Cancer, 2010, 10, 165. 1.1 57

186 Meta-analysis of archived DNA microarrays identifies genes regulated by hypoxia and involved in a
metastatic phenotype in cancer cells. BMC Cancer, 2010, 10, 176. 1.1 14

187 Identification of target genes for wild type and truncated HMGA2 in mesenchymal stem-like cells. BMC
Cancer, 2010, 10, 329. 1.1 25

188 Expression profiling in canine osteosarcoma: identification of biomarkers and pathways associated
with outcome. BMC Cancer, 2010, 10, 506. 1.1 47

189 Metastatic canine mammary carcinomas can be identified by a gene expression profile that partly
overlaps with human breast cancer profiles. BMC Cancer, 2010, 10, 618. 1.1 87



12

Citation Report

# Article IF Citations

190
A comparative genome analysis of gene expression reveals different regulatory mechanisms between
mouse and human embryo pre-implantation development. Reproductive Biology and Endocrinology,
2010, 8, 41.

1.4 19

191 Impact of methoxyacetic acid on mouse Leydig cell gene expression. Reproductive Biology and
Endocrinology, 2010, 8, 65. 1.4 14

192 A quantitative approach to study indirect effects among disease proteins in the human protein
interaction network. BMC Systems Biology, 2010, 4, 103. 3.0 18

193 Molecular mechanistic associations of human diseases. BMC Systems Biology, 2010, 4, 124. 3.0 11

194 Integrated analysis of mutations, miRNA and mRNA expression in glioblastoma. BMC Systems Biology,
2010, 4, 163. 3.0 80

195 Inference of hierarchical regulatory network of estrogen-dependent breast cancer through
ChIP-based data. BMC Systems Biology, 2010, 4, 170. 3.0 40

196 Identifying potential survival strategies of HIV-1 through virus-host protein interaction networks.
BMC Systems Biology, 2010, 4, 96. 3.0 31

197 Combining ontologies and workflows to design formal protocols for biological laboratories.
Automated Experimentation, 2010, 2, 3. 2.0 9

198 Initial receptorâ€“ligand interactions modulate gene expression and phagosomal properties during
both early and late stages of phagocytosis. European Journal of Cell Biology, 2010, 89, 693-704. 1.6 25

199 Molecular chaperones, essential partners of steroid hormone receptors for activity and mobility.
Biochimica Et Biophysica Acta - Molecular Cell Research, 2010, 1803, 641-649. 1.9 186

200 Calcium signaling of thyrocytes is modulated by TSH through calcium binding protein expression.
Biochimica Et Biophysica Acta - Molecular Cell Research, 2010, 1803, 352-360. 1.9 12

201 Profiles of oxidative stress-related microRNA and mRNA expression in auditory cells. Brain Research,
2010, 1346, 14-25. 1.1 79

202 Glycogen synthase kinaseâˆ’3Î² inhibitors suppress leukemia cell growth. Experimental Hematology, 2010,
38, 908-921.e1. 0.2 38

203 Modulation of gene expression by Î±-tocopherol and Î±-tocopheryl phosphate in THP-1 monocytes. Free
Radical Biology and Medicine, 2010, 49, 1989-2000. 1.3 48

204 Cellular factors associated with latency and spontaneous Epsteinâ€“Barr virus reactivation in
B-lymphoblastoid cell lines. Virology, 2010, 400, 53-67. 1.1 36

205 Modeling host responses in ferrets during A/California/07/2009 influenza infection. Virology, 2010,
401, 257-265. 1.1 99

206 Toxicogenomics and cancer risk assessment: A framework for key event analysis and doseâ€“response
assessment for nongenotoxic carcinogens. Regulatory Toxicology and Pharmacology, 2010, 58, 369-381. 1.3 31

207 Significant Downregulation of Platelet Gene Expression in Metastatic Lung Cancer. Clinical and
Translational Science, 2010, 3, 227-232. 1.5 101



13

Citation Report

# Article IF Citations

208 DNA damage and toxicogenomic analyses of hydrogen sulfide in human intestinal epithelial FHs 74 Int
cells. Environmental and Molecular Mutagenesis, 2010, 51, 304-314. 0.9 156

209 Direct activation of forkhead box O3 by tumor suppressors p53 and p73 is disrupted during liver
regeneration in mice. Hepatology, 2010, 52, 1023-1032. 3.6 29

210 Colonic transcriptional profiling in resistance and susceptibility to trichuriasis. Inflammatory Bowel
Diseases, 2010, 16, 2065-2079. 0.9 36

211 Identification of a gene module associated with BMD through the integration of network analysis and
genome-wide association data. Journal of Bone and Mineral Research, 2010, 25, 2359-2367. 3.1 78

212 Gene expression in the efferent ducts, epididymis, and vas deferens during embryonic development of
the mouse. Developmental Dynamics, 2010, 239, 2479-2491. 0.8 33

213 Linking transcriptomic and proteomic data on the level of protein interaction networks.
Electrophoresis, 2010, 31, 1780-1789. 1.3 28

214 Neural tube defect genes and maternal diabetes during pregnancy. Birth Defects Research Part A:
Clinical and Molecular Teratology, 2010, 88, 601-611. 1.6 85

215 Developmental microRNA expression profiling of murine embryonic orofacial tissue. Birth Defects
Research Part A: Clinical and Molecular Teratology, 2010, 88, 511-534. 1.6 44

216 Global gene expression profiles of ischemic preconditioning in deceased donor liver transplantation.
Liver Transplantation, 2010, 16, NA-NA. 1.3 14

217 Qualitative and quantitative profiling of the bovine milk fat globule membrane proteome. Journal of
Proteomics, 2010, 73, 1079-1088. 1.2 129

218 Assessment of protein domain fusions in human protein interaction networks prediction: Application
to the human kinetochore model. New Biotechnology, 2010, 27, 755-765. 2.4 9

219 High density gene expression microarrays and gene ontology analysis for identifying processes in
implanted tissue engineering constructs. Biomaterials, 2010, 31, 8299-8312. 5.7 19

220 Kinetics and regional specificity of irinotecan-induced gene expression in the gastrointestinal tract.
Toxicology, 2010, 269, 1-12. 2.0 11

221
Genetic profiling of osteoblast-like cells cultured on a novel bone reconstructive material,
consisting of poly-l-lactide, carbon nanotubes and microhydroxyapatite, in the presence of bone
morphogenetic protein-2. Acta Biomaterialia, 2010, 6, 4352-4360.

4.1 21

222 Proteomic analysis of primary porcine endothelial cells after infection by classical swine fever virus.
Biochimica Et Biophysica Acta - Proteins and Proteomics, 2010, 1804, 1882-1888. 1.1 15

223 Meta-analysis of microarray data: The case of imatinib resistance in chronic myelogenous leukemia.
Computational Biology and Chemistry, 2010, 34, 184-192. 1.1 9

224 Computational identification and characterization of primate-specific microRNAs in human genome.
Computational Biology and Chemistry, 2010, 34, 232-241. 1.1 57

225 Repetitive Antigen Stimulation Induces Stepwise Transcriptome Diversification but Preserves a Core
Signature of Memory CD8+ T Cell Differentiation. Immunity, 2010, 33, 128-140. 6.6 224



14

Citation Report

# Article IF Citations

226 Differentiation and Persistence of Memory CD8+ T Cells Depend on T Cell Factor 1. Immunity, 2010, 33,
229-240. 6.6 555

227 Octamer-binding factor 6 (Oct-6/Pou3f1) is induced by interferon and contributes to dsRNA-mediated
transcriptional responses. BMC Cell Biology, 2010, 11, 61. 3.0 12

228 Prediction of microRNAs affecting mRNA expression during retinal development. BMC Developmental
Biology, 2010, 10, 1. 2.1 86

229 Global transcriptional profiles of beating clusters derived from human induced pluripotent stem
cells and embryonic stem cells are highly similar. BMC Developmental Biology, 2010, 10, 98. 2.1 76

230 Modeling complex genetic and environmental influences on comorbid bipolar disorder with tobacco
use disorder. BMC Medical Genetics, 2010, 11, 14. 2.1 26

231 Protective effects and potential mechanisms of Pien Tze Huang on cerebral chronic ischemia and
hypertensive stroke. Chinese Medicine, 2010, 5, 35. 1.6 14

232 GTC: A web server for integrating systems biology data with web tools and desktop applications.
Source Code for Biology and Medicine, 2010, 5, 7. 1.7 2

233 Identifying dysfunctional crosstalk of pathways in various regions of Alzheimer's disease brains. BMC
Systems Biology, 2010, 4, S11. 3.0 80

234 A systems biology approach to identify effective cocktail drugs. BMC Systems Biology, 2010, 4, S7. 3.0 61

235 Regulation of early signaling and gene expression in the Î±-particle and bystander response of IMR-90
human fibroblasts. BMC Medical Genomics, 2010, 3, 31. 0.7 42

236 Impairment of circulating endothelial progenitors in Down syndrome. BMC Medical Genomics, 2010, 3,
40. 0.7 36

237 Chemokine gene expression in lung CD8 T cells correlates with protective immunity in mice immunized
intra-nasally with Adenovirus-85A. BMC Medical Genomics, 2010, 3, 46. 0.7 11

238 Gene expression correlation analysis predicts involvement of highâ€• and lowâ€•confidence risk genes in
different stages of prostate carcinogenesis. Prostate, 2010, 70, 1746-1759. 1.2 2

239 Sorting protein lists with nwCompare: A simple and fast algorithm for <i>n</i>â€•way comparison of
proteomic data files. Proteomics, 2010, 10, 1091-1094. 1.3 13

240 Vitamin C Promotes Widespread Yet Specific DNA Demethylation of the Epigenome in Human Embryonic
Stem Cells Â . Stem Cells, 2010, 28, 1848-1855. 1.4 156

241 Threeâ€•Dimensional Culture with Stiff Microstructures Increases Proliferation and Slows Osteogenic
Differentiation of Human Mesenchymal Stem Cells. Small, 2010, 6, 355-360. 5.2 29

242 Genes Associated With Alcohol Abuse and Tobacco Smoking in the Human Nucleus Accumbens and
Ventral Tegmental Area. Alcoholism: Clinical and Experimental Research, 2010, 34, 1291-1302. 1.4 28

243 Ethanolâ€•induced methylation of cell cycle genes in neural stem cells. Journal of Neurochemistry, 2010,
114, 1767-1780. 2.1 75



15

Citation Report

# Article IF Citations

244 Generation of pluripotent stem cells from eggs of aging mice. Aging Cell, 2010, 9, 113-125. 3.0 13

245 Combining theoretical analysis and experimental data generation reveals IRF9 as a crucial factor for
accelerating interferonâ€ƒÎ±â€•induced early antiviral signalling. FEBS Journal, 2010, 277, 4741-4754. 2.2 45

246 The effects of mating and instrumental insemination on queen honey bee flight behaviour and gene
expression. Insect Molecular Biology, 2010, 19, 153-162. 1.0 37

247 Bowmanâ€•Birk inhibitor affects pathways associated with energy metabolism in <i>Drosophila
melanogaster</i>. Insect Molecular Biology, 2010, 19, 303-313. 1.0 14

248 Comparative transcriptomics implicates mechanisms of evolved pollution tolerance in a killifish
population. Molecular Ecology, 2010, 19, 5186-5203. 2.0 125

249 Genomic lesions associated with a different clinical outcome in diffuse large Bâ€•Cell lymphoma treated
with Râ€•CHOPâ€•21. British Journal of Haematology, 2010, 151, 221-231. 1.2 47

250 Global analysis of CpG methylation reveals epigenetic control of the radiosensitivity in lung cancer
cell lines. Oncogene, 2010, 29, 4725-4731. 2.6 60

251 A gene on the HER2 amplicon, C35, is an oncogene in breast cancer whose actions are prevented by
inhibition of Syk. British Journal of Cancer, 2010, 103, 401-410. 2.9 65

252 Mutated genes, pathways and processes in tumours. EMBO Reports, 2010, 11, 805-810. 2.0 31

253 Blood orange juice inhibits fat accumulation in mice. International Journal of Obesity, 2010, 34,
578-588. 1.6 128

254 POU4F1 is associated with t(8;21) acute myeloid leukemia and contributes directly to its unique
transcriptional signature. Leukemia, 2010, 24, 950-957. 3.3 22

255 DNMT1 maintains progenitor function in self-renewing somatic tissue. Nature, 2010, 463, 563-567. 13.7 407

256 Chromatin signature of embryonic pluripotency is established during genome activation. Nature, 2010,
464, 922-926. 13.7 340

257 Widespread transcription at neuronal activity-regulated enhancers. Nature, 2010, 465, 182-187. 13.7 2,120

258 PHF8 mediates histone H4 lysine 20 demethylation events involved in cell cycle progression. Nature,
2010, 466, 508-512. 13.7 367

259 Whole-exome sequencing identifies recessive WDR62 mutations in severe brain malformations. Nature,
2010, 467, 207-210. 13.7 457

260 Chronic high-fat diet in fathers programs Î²-cell dysfunction in female rat offspring. Nature, 2010, 467,
963-966. 13.7 1,214

261 TRIM24 links a non-canonical histone signature to breast cancer. Nature, 2010, 468, 927-932. 13.7 374



16

Citation Report

# Article IF Citations

262 Transcriptional activation of polycomb-repressed genes by ZRF1. Nature, 2010, 468, 1124-1128. 13.7 127

263 The histone variant macroH2A suppresses melanoma progression through regulation of CDK8. Nature,
2010, 468, 1105-1109. 13.7 345

264 Cell type of origin influences the molecular and functional properties of mouse induced pluripotent
stem cells. Nature Biotechnology, 2010, 28, 848-855. 9.4 1,080

265 Targets and dynamics of promoter DNA methylation during early mouse development. Nature Genetics,
2010, 42, 1093-1100. 9.4 527

266 Common variants in 22 loci are associated with QRS duration and cardiac ventricular conduction.
Nature Genetics, 2010, 42, 1068-1076. 9.4 308

267 Yy1 as a molecular link between neuregulin and transcriptional modulation of peripheral myelination.
Nature Neuroscience, 2010, 13, 1472-1480. 7.1 102

268 Gene function analysis in complex data sets using ErmineJ. Nature Protocols, 2010, 5, 1148-1159. 5.5 113

269 Next-generation genomics: an integrative approach. Nature Reviews Genetics, 2010, 11, 476-486. 7.7 554

270 Transient Peripheral Immune Response and Central Nervous System Leaky Compartmentalization in a
Viral Model for Multiple Sclerosis. Brain Pathology, 2010, 20, 890-901. 2.1 20

271 Gene expression analysis of the emergence of epileptiform activity after focal injection of kainic acid
into mouse hippocampus. European Journal of Neuroscience, 2010, 32, 1364-1379. 1.2 25

273 Separating the Drivers from the Driven: Integrative Network and Pathway Approaches Aid
Identification of Disease Biomarkers from High-Throughput Data. Disease Markers, 2010, 28, 253-266. 0.6 17

274 Automated Network Analysis Identifies Core Pathways in Glioblastoma. PLoS ONE, 2010, 5, e8918. 1.1 318

275 Identifying Unexpected Therapeutic Targets via Chemical-Protein Interactome. PLoS ONE, 2010, 5, e9568. 1.1 42

276 Phenotypic Covariance of Longevity, Immunity and Stress Resistance in the Caenorhabditis Nematodes.
PLoS ONE, 2010, 5, e9978. 1.1 36

277 A Comprehensive Molecular Interaction Map for Rheumatoid Arthritis. PLoS ONE, 2010, 5, e10137. 1.1 51

278 Systematic Analysis of a Novel Human Renal Glomerulus-Enriched Gene Expression Dataset. PLoS ONE,
2010, 5, e11545. 1.1 71

279 NK Cell Terminal Differentiation: Correlated Stepwise Decrease of NKG2A and Acquisition of KIRs. PLoS
ONE, 2010, 5, e11966. 1.1 179

280 Analysis of Human and Mouse Reprogramming of Somatic Cells to Induced Pluripotent Stem Cells.
What Is in the Plate?. PLoS ONE, 2010, 5, e12664. 1.1 47



17

Citation Report

# Article IF Citations

281 Tetracycline Regulator Expression Alters the Transcriptional Program of Mammalian Cells. PLoS ONE,
2010, 5, e13013. 1.1 6

282 Gene Expression Profiling of U12-Type Spliceosome Mutant Drosophila Reveals Widespread Changes in
Metabolic Pathways. PLoS ONE, 2010, 5, e13215. 1.1 26

283 Bypass Mechanisms of the Androgen Receptor Pathway in Therapy-Resistant Prostate Cancer Cell
Models. PLoS ONE, 2010, 5, e13500. 1.1 88

284 Enrichment Map: A Network-Based Method for Gene-Set Enrichment Visualization and Interpretation.
PLoS ONE, 2010, 5, e13984. 1.1 1,883

285 Phosphoproteomics Profiling of Human Skin Fibroblast Cells Reveals Pathways and Proteins Affected
by Low Doses of Ionizing Radiation. PLoS ONE, 2010, 5, e14152. 1.1 21

286 The Reverse Transcription Inhibitor Abacavir Shows Anticancer Activity in Prostate Cancer Cell Lines.
PLoS ONE, 2010, 5, e14221. 1.1 48

287 ZNF274 Recruits the Histone Methyltransferase SETDB1 to the 3â€² Ends of ZNF Genes. PLoS ONE, 2010, 5,
e15082. 1.1 147

288 Longissimus muscle transcriptome profiles related to carcass and meat quality traits in fresh meat
PiÃ©train carcasses1. Journal of Animal Science, 2010, 88, 4044-4055. 0.2 40

290 Identifying genetic loci and spleen gene coexpression networks underlying immunophenotypes in BXD
recombinant inbred mice. Physiological Genomics, 2010, 41, 244-253. 1.0 9

291 A Two-tiered compensatory response to loss of DNA repair modulates aging and stress response
pathways. Aging, 2010, 2, 133-159. 1.4 23

292 Conserved elements associated with ribosomal genes and their trans-splice acceptor sites in
Caenorhabditis elegans. Nucleic Acids Research, 2010, 38, 2990-3004. 6.5 5

293 Cell Sorting-Assisted Microarray Profiling of Host Cell Response to <i>Cryptosporidium parvum</i>
Infection. Infection and Immunity, 2010, 78, 1040-1048. 1.0 17

294 MGMT modulates glioblastoma angiogenesis and response to the tyrosine kinase inhibitor sunitinib.
Neuro-Oncology, 2010, 12, 822-833. 0.6 74

295 Proteomic profiling of Myc-associated proteinsÂ . Cell Cycle, 2010, 9, 4908-4921. 1.3 63

296 Genome-wide assessment of differential roles for p300 and CBP in transcription regulation. Nucleic
Acids Research, 2010, 38, 5396-5408. 6.5 133

297 A Critical Role for Ceramide Synthase 2 in Liver Homeostasis. Journal of Biological Chemistry, 2010,
285, 10911-10923. 1.6 200

298 Galactosemia, a Single Gene Disorder With Epigenetic Consequences. Pediatric Research, 2010, 67,
286-292. 1.1 66

299 The CrebA/Creb3-like transcription factors are major and direct regulators of secretory capacity.
Journal of Cell Biology, 2010, 191, 479-492. 2.3 127



18

Citation Report

# Article IF Citations

300 Role of microRNA-23b in flow-regulation of Rb phosphorylation and endothelial cell growth.
Proceedings of the National Academy of Sciences of the United States of America, 2010, 107, 3234-3239. 3.3 160

301 Gene Expression Profilingâ€“Based Identification of Molecular Subtypes in Stage IV Melanomas with
Different Clinical Outcome. Clinical Cancer Research, 2010, 16, 3356-3367. 3.2 235

302 Immune Activation in Retinal Aging: A Gene Expression Study. , 2010, 51, 5888. 96

303
Molecular and phenotypic characterization of a mouse model of oculopharyngeal muscular
dystrophy reveals severe muscular atrophy restricted to fast glycolytic fibres. Human Molecular
Genetics, 2010, 19, 2191-2207.

1.4 78

304 Characterization of Macaque Pulmonary Fluid Proteome during Monkeypox Infection. Molecular and
Cellular Proteomics, 2010, 9, 2760-2771. 2.5 16

305 Distinct roles for miRâ€•1 and miRâ€•133a in the proliferation and differentiation of rhabdomyosarcoma
cells. FASEB Journal, 2010, 24, 3427-3437. 0.2 118

306 Proteome bioprofiles distinguish between M1 priming and activation states in human macrophages.
Journal of Leukocyte Biology, 2010, 87, 655-662. 1.5 28

307 5-azacytidine treatment reorganizes genomic histone modification patterns. Epigenetics, 2010, 5,
229-240. 1.3 115

308 Neuronal MicroRNA Deregulation in Response to Alzheimer's Disease Amyloid-Î². PLoS ONE, 2010, 5,
e11070. 1.1 183

309 Axonal Transport Proteomics Reveals Mobilization of Translation Machinery to the Lesion Site in
Injured Sciatic Nerve. Molecular and Cellular Proteomics, 2010, 9, 976-987. 2.5 54

310
Transcriptional Profiling by Deep Sequencing Identifies Differences in mRNA Transcript Abundance in
In Vivo-Derived Versus In Vitro-Cultured Porcine Blastocyst Stage Embryos1. Biology of Reproduction,
2010, 83, 791-798.

1.2 66

311 Eicosapentaenoic Acid Prevents and Reverses Insulin Resistance in High-Fat Diet-Induced Obese Mice via
Modulation of Adipose Tissue Inflammation1â€“3. Journal of Nutrition, 2010, 140, 1915-1922. 1.3 238

312 MAPK signaling to the early secretory pathway revealed by kinase/phosphatase functional screening.
Journal of Cell Biology, 2010, 189, 997-1011. 2.3 173

313 Human Conjunctival Transcriptome Analysis Reveals the Prominence of Innate Defense in<i>Chlamydia
trachomatis</i>Infection. Infection and Immunity, 2010, 78, 4895-4911. 1.0 58

314
Endothelial Nitric Oxide Synthase Deficiency Causes Collateral Vessel Rarefaction and Impairs
Activation of a Cell Cycle Gene Network During Arteriogenesis. Circulation Research, 2010, 106,
1870-1881.

2.0 119

315 Lysine-Specific Demethylase 1 Regulates the Embryonic Transcriptome and CoREST Stability. Molecular
and Cellular Biology, 2010, 30, 4851-4863. 1.1 179

316
Mouse Prkar1a haploinsufficiency leads to an increase in tumors in the Trp53+/âˆ’ or Rb1+/âˆ’
backgrounds and chemically induced skin papillomas by dysregulation of the cell cycle and Wnt
signaling. Human Molecular Genetics, 2010, 19, 1387-1398.

1.4 53

317 5'-UTR G-quadruplex structures acting as translational repressors. Nucleic Acids Research, 2010, 38,
7022-7036. 6.5 204



19

Citation Report

# Article IF Citations

318 Down-regulation of the Fetal Stem Cell Factor SOX17 by H33342. Journal of Biological Chemistry, 2010,
285, 6412-6418. 1.6 17

319 JTK_CYCLE: An Efficient Nonparametric Algorithm for Detecting Rhythmic Components in
Genome-Scale Data Sets. Journal of Biological Rhythms, 2010, 25, 372-380. 1.4 919

320 Differential Roles of Sall4 Isoforms in Embryonic Stem Cell Pluripotency. Molecular and Cellular
Biology, 2010, 30, 5364-5380. 1.1 157

321
Dynamic O-GlcNAc cycling at promoters of <i>Caenorhabditis elegans</i> genes regulating longevity,
stress, and immunity. Proceedings of the National Academy of Sciences of the United States of
America, 2010, 107, 7413-7418.

3.3 136

322 Monensin Is a Potent Inducer of Oxidative Stress and Inhibitor of Androgen Signaling Leading to
Apoptosis in Prostate Cancer Cells. Molecular Cancer Therapeutics, 2010, 9, 3175-3185. 1.9 80

323 Cross-species common regulatory network inference without requirement for prior gene affiliation.
Bioinformatics, 2010, 26, 1082-1090. 1.8 17

324 Transcriptional profiling of fibroblasts from patients with mutations in MCT8 and comparative
analysis with the human brain transcriptome. Human Molecular Genetics, 2010, 19, 4189-4200. 1.4 23

325 Quantitative Proteomic Analyses of Influenza Virus-Infected Cultured Human Lung Cells. Journal of
Virology, 2010, 84, 10888-10906. 1.5 151

326 Gene Expression Profiling of Mouse Oocytes and Preimplantation Embryos. Methods in Enzymology,
2010, 477, 457-480. 0.4 7

327
Analysis of diverse regulatory networks in a hierarchical context shows consistent tendencies for
collaboration in the middle levels. Proceedings of the National Academy of Sciences of the United
States of America, 2010, 107, 6841-6846.

3.3 65

328 Different Proliferative Potential and Migratory Characteristics of Human CD4+ Regulatory T Cells
That Express either CD45RA or CD45RO. Journal of Immunology, 2010, 184, 4317-4326. 0.4 205

329
Deletion of Immunoproteasome Subunits Imprints on the Transcriptome and Has a Broad Impact on
Peptides Presented by Major Histocompatibility Complex I molecules. Molecular and Cellular
Proteomics, 2010, 9, 2034-2047.

2.5 83

330 Brain transcriptomic analysis in paper wasps identifies genes associated with behaviour across social
insect lineages. Proceedings of the Royal Society B: Biological Sciences, 2010, 277, 2139-2148. 1.2 121

331
Glycoprotein Capture and Quantitative Phosphoproteomics Indicate Coordinated Regulation of Cell
Migration upon Lysophosphatidic Acid Stimulation. Molecular and Cellular Proteomics, 2010, 9,
2337-2353.

2.5 13

332 Distinct gene expression profiles characterize cellular responses to palmitate and oleate. Journal of
Lipid Research, 2010, 51, 2121-2131. 2.0 29

333 Defining the transcriptome and proteome in three functionally different human cell lines. Molecular
Systems Biology, 2010, 6, 450. 3.2 324

334 Genomic expression profiling in lymph nodes with lymphoid depletion from porcine circovirus
2-infected pigs. Journal of General Virology, 2010, 91, 2585-2591. 1.3 25

335 Functional Analysis of the Cdk7Â·Cyclin HÂ·Mat1 Complex in Mouse Embryonic Stem Cells and Embryos.
Journal of Biological Chemistry, 2010, 285, 15587-15598. 1.6 27



20

Citation Report

# Article IF Citations

336 The SILAC Fly Allows for Accurate Protein Quantification in Vivo. Molecular and Cellular Proteomics,
2010, 9, 2173-2183. 2.5 150

337 Quantitative Site-specific Phosphorylation Dynamics of Human Protein Kinases during Mitotic
Progression. Molecular and Cellular Proteomics, 2010, 9, 1167-1181. 2.5 46

338 Impact of probe annotation on the integration of miRNAâ€“mRNA expression profiles for miRNA target
detection. Nucleic Acids Research, 2010, 38, e97-e97. 6.5 7

339 Global mapping of binding sites for Nrf2 identifies novel targets in cell survival response through
ChIP-Seq profiling and network analysis. Nucleic Acids Research, 2010, 38, 5718-5734. 6.5 653

340 MAGIA, a web-based tool for miRNA and Genes Integrated Analysis. Nucleic Acids Research, 2010, 38,
W352-W359. 6.5 150

341 Insulin-Like 3 Exposure of the Fetal Rat Gubernaculum Modulates Expression of Genes Involved in
Neural Pathways1. Biology of Reproduction, 2010, 83, 774-782. 1.2 36

342 Gene expression centroids that link with low intrinsic aerobic exercise capacity and complex disease
risk. FASEB Journal, 2010, 24, 4565-4574. 0.2 56

343 Identifying informative subsets of the Gene Ontology with information bottleneck methods.
Bioinformatics, 2010, 26, 2445-2451. 1.8 18

344 Loss of the serum response factor in the dopamine system leads to hyperactivity. FASEB Journal, 2010,
24, 2427-2435. 0.2 43

345 Parallel Genetic and Proteomic Screens Identify Msps as a CLASPâ€“Abl Pathway Interactor in
Drosophila. Genetics, 2010, 185, 1311-1325. 1.2 49

346 Cyclic Stretch Magnitude and Duration Affect Rat Alveolar Epithelial Gene Expression. Cellular
Physiology and Biochemistry, 2010, 25, 113-122. 1.1 28

347 Vaxign: The First Web-Based Vaccine Design Program for Reverse Vaccinology and Applications for
Vaccine Development. Journal of Biomedicine and Biotechnology, 2010, 2010, 1-15. 3.0 260

348 Two complementary rat NK cell subsets, Ly49s3+ and NKR-P1B+, differ in phenotypic characteristics and
responsiveness to cytokines. Journal of Leukocyte Biology, 2010, 88, 87-93. 1.5 30

349
Global Gene Expression Profiling of<i>Yersinia pestis</i>Replicating inside Macrophages Reveals the
Roles of a Putative Stress-Induced Operon in Regulating Type III Secretion and Intracellular Cell
Division. Infection and Immunity, 2010, 78, 3700-3715.

1.0 37

350 Breast Cancer Biomarker Discovery in the Functional Genomic Age: A Systematic Review of 42 Gene
Expression Signatures. Biomarker Insights, 2010, 5, BMI.S5740. 1.0 40

351 Deficiency in the 15-kDa Selenoprotein Inhibits Tumorigenicity and Metastasis of Colon Cancer Cells.
Cancer Prevention Research, 2010, 3, 630-639. 0.7 76

352 Evolution of alternative splicing in primate brain transcriptomes. Human Molecular Genetics, 2010, 19,
2958-2973. 1.4 47

353 Characterization and prediction of protein nucleolar localization sequences. Nucleic Acids Research,
2010, 38, 7388-7399. 6.5 167



21

Citation Report

# Article IF Citations

354 GLD-2/RNP-8 cytoplasmic poly(A) polymerase is a broad-spectrum regulator of the oogenesis program.
Proceedings of the National Academy of Sciences of the United States of America, 2010, 107, 17445-17450. 3.3 65

355 Gene Expression Differences in Lungs of Mice during Secondary Immune Responses to Respiratory
Syncytial Virus Infection. Journal of Virology, 2010, 84, 9584-9594. 1.5 18

356 Exon-Level Microarray Analyses Identify Alternative Splicing Programs in Breast Cancer. Molecular
Cancer Research, 2010, 8, 961-974. 1.5 121

357 Ligand-Independent Toll-like Receptor Signals Generated by Ectopic Overexpression of MyD88 Generate
Local and Systemic Antitumor Immunity. Cancer Research, 2010, 70, 7209-7220. 0.4 36

358
Comprehensive Profiling of Cartilage Extracellular Matrix Formation and Maturation Using
Sequential Extraction and Label-free Quantitative Proteomics. Molecular and Cellular Proteomics,
2010, 9, 1296-1313.

2.5 73

359 Macaque Proteome Response to Highly Pathogenic Avian Influenza and 1918 Reassortant Influenza
Virus Infections. Journal of Virology, 2010, 84, 12058-12068. 1.5 36

360 Dampened activity of E2F1â€“DP and Mybâ€“MuvB transcription factors in<i>Drosophila</i>endocycling
cells. Journal of Cell Science, 2010, 123, 4095-4106. 1.2 44

361 Interleukin-1 alpha blockade prevents hyperkeratosis in an in vitro model of lamellar ichthyosis.
Human Molecular Genetics, 2010, 19, 2594-2605. 1.4 45

362 Including Probe-Level Measurement Error in Robust Mixture Clustering of Replicated Microarray Gene
Expression. Statistical Applications in Genetics and Molecular Biology, 2010, 9, Article42. 0.2 3

363 Intrinsic Depot-Specific Differences in the Secretome of Adipose Tissue, Preadipocytes, and Adipose
Tissueâ€“Derived Microvascular Endothelial Cells. Diabetes, 2010, 59, 3008-3016. 0.3 108

364 Prediction of Stage, Grade, and Survival in Bladder Cancer Using Genome-wide Expression Data: A
Validation Study. Clinical Cancer Research, 2010, 16, 4421-4433. 3.2 36

365 Genetic Associations of Variants in Genes Encoding HIVâ€•Dependency Factors Required for HIVâ€•1
Infection. Journal of Infectious Diseases, 2010, 202, 1836-1845. 1.9 29

366 The Hepatic Genes for Immunoproteasome Are Upregulated by Refeeding after Fasting in the Rat.
Bioscience, Biotechnology and Biochemistry, 2010, 74, 1320-1323. 0.6 8

367 Differential Gene Expression in Adipose Stem Cells Cultured in Allogeneic Human Serum Versus Fetal
Bovine Serum. Tissue Engineering - Part A, 2010, 16, 2281-2294. 1.6 82

368
Analysis of Self-Inactivating Lentiviral Vector Integration Sites and Flanking Gene Expression in Human
Peripheral Blood Progenitor Cells After Alkylator Chemotherapy. Human Gene Therapy, 2010, 21,
943-956.

1.4 7

369 Inferring nonstationary gene networks from temporal gene expression data. , 2010, , . 0

370 Deciphering the Mesodermal Potency of Porcine Skin-Derived Progenitors (SKP) by Microarray
Analysis. Cellular Reprogramming, 2010, 12, 161-173. 0.5 8

371
Quantitative Proteomic Analysis of Formalin-fixed and Paraffin-embedded Nasopharyngeal Carcinoma
Using iTRAQ Labeling, Two-dimensional Liquid Chromatography, and Tandem Mass Spectrometry.
Journal of Histochemistry and Cytochemistry, 2010, 58, 517-527.

1.3 80



22

Citation Report

# Article IF Citations

372
Human Embryonic Stem Cell-Derived Keratinocytes Exhibit an Epidermal Transcription Program and
Undergo Epithelial Morphogenesis in Engineered Tissue Constructs. Tissue Engineering - Part A, 2010,
16, 213-223.

1.6 37

373 Trinucleotide repeats in human genome and exome. Nucleic Acids Research, 2010, 38, 4027-4039. 6.5 124

374
In vivo actin cross-linking induced by <i>Vibrio cholerae</i> type VI secretion system is associated
with intestinal inflammation. Proceedings of the National Academy of Sciences of the United States of
America, 2010, 107, 4365-4370.

3.3 197

375
Characterization of the xenobiotic response of <i>Caenorhabditis elegans</i> to the anthelmintic
drug albendazole and the identification of novel drug glucoside metabolites. Biochemical Journal,
2010, 432, 505-516.

1.7 59

376 Integrative epigenomic and genomic analysis of malignant pheochromocytoma. Experimental and
Molecular Medicine, 2010, 42, 484. 3.2 32

377 Do Inherited Disease Genes Have Distinguishing Functional Characteristics?. Genetic Testing and
Molecular Biomarkers, 2010, 14, 289-291. 0.3 4

378 Dietary iron-deficient anemia induces a variety of metabolic changes and even apoptosis in rat liver: a
DNA microarray study. Physiological Genomics, 2010, 42, 149-156. 1.0 45

379 Porcine Skin-Derived Progenitor (SKP) Spheres and Neurospheres: Distinct â€œStemnessâ€• Identified by
Microarray Analysis. Cellular Reprogramming, 2010, 12, 329-345. 0.5 8

380 Enhanced Function of Prefrontal Serotonin 5-HT<sub>2</sub>Receptors in a Rat Model of Psychiatric
Vulnerability. Journal of Neuroscience, 2010, 30, 12138-12150. 1.7 78

381
RNG105 Deficiency Impairs the Dendritic Localization of mRNAs for
Na<sup>+</sup>/K<sup>+</sup>ATPase Subunit Isoforms and Leads to the Degeneration of Neuronal
Networks. Journal of Neuroscience, 2010, 30, 12816-12830.

1.7 55

382 From NPC Therapeutic Target Identification to Potential Treatment Strategy. Molecular Cancer
Therapeutics, 2010, 9, 2511-2523. 1.9 17

383 PathWave: discovering patterns of differentially regulated enzymes in metabolic pathways.
Bioinformatics, 2010, 26, 1225-1231. 1.8 26

384
Inactivation of p53 in breast cancers correlates with stem cell transcriptional signatures.
Proceedings of the National Academy of Sciences of the United States of America, 2010, 107,
22745-22750.

3.3 141

385
Ablation of Indian Hedgehog in the Murine Uterus Results in Decreased Cell Cycle Progression,
Aberrant Epidermal Growth Factor Signaling, and Increased Estrogen Signaling1. Biology of
Reproduction, 2010, 82, 783-790.

1.2 62

386 Hepatocyte Nuclear Factor-4Î± Promotes Gut Neoplasia in Mice and Protects against the Production of
Reactive Oxygen Species. Cancer Research, 2010, 70, 9423-9433. 0.4 89

387 Meta-analysis of cancer gene expression signatures reveals new cancer genes, SAGE tags and tumor
associated regions of co-regulation. Nucleic Acids Research, 2010, 38, 7008-7021. 6.5 19

388 Genomic Profiling of MicroRNAs and Messenger RNAs Reveals Hormonal Regulation in MicroRNA
Expression in Human Endometrium1. Biology of Reproduction, 2010, 82, 791-801. 1.2 259

389
Quantitative phosphoproteomic analysis reveals cAMP/vasopressin-dependent signaling pathways in
native renal thick ascending limb cells. Proceedings of the National Academy of Sciences of the United
States of America, 2010, 107, 15653-15658.

3.3 107



23

Citation Report

# Article IF Citations

390 Meta-analysis and Network Analysis of Five Ovarian Cancer Gene Expression Dataset. , 2010, , . 2

391 FOXO3 Modulates Endothelial Gene Expression and Function by Classical and Alternative Mechanisms.
Journal of Biological Chemistry, 2010, 285, 10163-10178. 1.6 36

392
Aging-Related Gene Expression in Hippocampus Proper Compared with Dentate Gyrus Is Selectively
Associated with Metabolic Syndrome Variables in Rhesus Monkeys. Journal of Neuroscience, 2010, 30,
6058-6071.

1.7 53

393 The <i>Drosophila</i> nuclear receptors DHR3 and Î²FTZ-F1 control overlapping developmental
responses in late embryos. Development (Cambridge), 2010, 137, 123-131. 1.2 77

394
A genomewide study identifies the Wnt signaling pathway as a major target of p53 in murine embryonic
stem cells. Proceedings of the National Academy of Sciences of the United States of America, 2010, 107,
69-74.

3.3 126

395
The G protein-coupled receptor T-cell death-associated gene 8 (TDAG8) facilitates tumor development
by serving as an extracellular pH sensor. Proceedings of the National Academy of Sciences of the
United States of America, 2010, 107, 17309-17314.

3.3 80

396 Adverse interactions between micro-RNAs and target genes from different species. Proceedings of the
National Academy of Sciences of the United States of America, 2010, 107, 12935-12940. 3.3 35

397 Discovering causal signaling pathways through gene-expression patterns. Nucleic Acids Research,
2010, 38, W109-W117. 6.5 65

398 Research Resource: Estrogen-Driven Prolactin-Mediated Gene-Expression Networks in
Hormone-Induced Prostatic Intraepithelial Neoplasia. Molecular Endocrinology, 2010, 24, 2207-2217. 3.7 14

399 Identification of a Serum-Induced Transcriptional Signature Associated With Type 1 Diabetes in the
BioBreeding Rat. Diabetes, 2010, 59, 2375-2385. 0.3 26

400 Identification of differential protein interactors of lamin A and progerin. Nucleus, 2010, 1, 513-525. 0.6 81

401 Emerging Vaccine Informatics. Journal of Biomedicine and Biotechnology, 2010, 2010, 1-26. 3.0 114

402
Cre-loxP DNA recombination is possible with only minimal unspecific transcriptional changes and
without cardiomyopathy in Tg(Î±MHC-MerCreMer) mice. American Journal of Physiology - Heart and
Circulatory Physiology, 2010, 299, H1671-H1678.

1.5 34

403 How to Understand the Cell by Breaking It: Network Analysis of Gene Perturbation Screens. PLoS
Computational Biology, 2010, 6, e1000655. 1.5 51

404 Network-Based Elucidation of Human Disease Similarities Reveals Common Functional Modules
Enriched for Pluripotent Drug Targets. PLoS Computational Biology, 2010, 6, e1000662. 1.5 297

405 Identification and Genome-Wide Prediction of DNA Binding Specificities for the ApiAP2 Family of
Regulators from the Malaria Parasite. PLoS Pathogens, 2010, 6, e1001165. 2.1 226

406 Proteomic analysis of brush-border membrane vesicles isolated from purified proximal convoluted
tubules. American Journal of Physiology - Renal Physiology, 2010, 298, F1323-F1331. 1.3 32

407 Identification of microRNA activity by Targets' Reverse EXpression. Bioinformatics, 2010, 26, 91-97. 1.8 39



24

Citation Report

# Article IF Citations

408 A Computational Approach to Analyze the Mechanism of Action of the Kinase Inhibitor Bafetinib. PLoS
Computational Biology, 2010, 6, e1001001. 1.5 23

409 Embryonic stem cell-related miRNAs are involved in differentiation of pluripotent cells originating
from the germ line. Molecular Human Reproduction, 2010, 16, 793-803. 1.3 18

410 Transcriptional Regulation by CHIP/LDB Complexes. PLoS Genetics, 2010, 6, e1001063. 1.5 28

411 Co-ordinated Gene Expression in the Liver and Spleen during Schistosoma japonicum Infection
Regulates Cell Migration. PLoS Neglected Tropical Diseases, 2010, 4, e686. 1.3 40

412 The genome sequence of the spontaneously hypertensive rat: Analysis and functional significance.
Genome Research, 2010, 20, 791-803. 2.4 84

413 Silencing of Thrombospondin-1 Is Critical for Myc-Induced Metastatic Phenotypes in Medulloblastoma.
Cancer Research, 2010, 70, 8199-8210. 0.4 54

414 EPS8 upregulates FOXM1 expression, enhancing cell growth and motility. Carcinogenesis, 2010, 31,
1132-1141. 1.3 47

415

Literature-Based Discovery of IFN-<mml:math
xmlns:mml="http://www.w3.org/1998/Math/MathML"><mml:mi>Î³</mml:mi></mml:math>and
Vaccine-Mediated Gene Interaction Networks. Journal of Biomedicine and Biotechnology, 2010, 2010,
1-13.

3.0 34

416 Evolutionary Constraints of Phosphorylation in Eukaryotes, Prokaryotes, and Mitochondria.
Molecular and Cellular Proteomics, 2010, 9, 2642-2653. 2.5 83

417 Antiretroviral Therapy Down-Regulates Innate Antiviral Response Genes in Patients With AIDS in
Sub-Saharan Africa. Journal of Acquired Immune Deficiency Syndromes (1999), 2010, 55, 428-438. 0.9 23

418
Gene expression profile of acupuncture treatment in
1-methyl-4-phenyl-1,2,3,6-tetrahydropyridine-induced Parkinson's disease model. Neurological Research,
2010, 32, 74-78.

0.6 22

419 Erk5 Activation Elicits a Vasoprotective Endothelial Phenotype via Induction of KrÃ¼ppel-like Factor 4
(KLF4). Journal of Biological Chemistry, 2010, 285, 26199-26210. 1.6 120

420 The Association of Multiple Interacting Genes with Specific Phenotypes in Rice Using Gene
Coexpression Networks Â  Â  Â . Plant Physiology, 2010, 154, 13-24. 2.3 93

421 Bcl9/Bcl9l Are Critical for Wnt-Mediated Regulation of Stem Cell Traits in Colon Epithelium and
Adenocarcinomas. Cancer Research, 2010, 70, 6619-6628. 0.4 116

422 Global gene expression profiling of somatic motor neuron populations with different vulnerability
identify molecules and pathways of degeneration and protection. Brain, 2010, 133, 2313-2330. 3.7 78

423 TGFÎ²-dependent gene expression shows that senescence correlates with abortive differentiation along
several lineages in Myc-induced lymphomas. Cell Cycle, 2010, 9, 4622-4626. 1.3 6

424 Therapeutic implications of down-regulation of cyclophilin D in bipolar disorder. International
Journal of Neuropsychopharmacology, 2010, 13, 1355-1368. 1.0 26

425 Constitutive Activation of Smoothened Leads to Female Infertility and Altered Uterine Differentiation
in the Mouse1. Biology of Reproduction, 2010, 82, 991-999. 1.2 47



25

Citation Report

# Article IF Citations

426 Fibronectin 1 is a potential biomarker for radioresistance in head and neck squamous cell carcinoma.
Cancer Biology and Therapy, 2010, 10, 1244-1251. 1.5 66

427 A hyper-graph approach for analyzing transcriptional networks in breast cancer. , 2010, , . 4

428 The Plasma Microparticle Proteome. Seminars in Thrombosis and Hemostasis, 2010, 36, 845-856. 1.5 45

429 Functional genomic analysis of glioblastoma multiforme through short interfering RNA screening: a
paradigm for therapeutic development. Neurosurgical Focus, 2010, 28, E4. 1.0 13

430 Using Expression Genetics to Study the Neurobiology of Ethanol and Alcoholism. International
Review of Neurobiology, 2010, 91, 95-128. 0.9 41

431 Scalp fibroblasts have a shared expression profile in monogenic craniosynostosis. Journal of Medical
Genetics, 2010, 47, 803-808. 1.5 15

432
Glucolipotoxicity Alters Lipid Partitioning and Causes Mitochondrial Dysfunction, Cholesterol, and
Ceramide Deposition and Reactive Oxygen Species Production in INS832/13 ÃŸ-Cells. Endocrinology, 2010,
151, 3061-3073.

1.4 81

433 Glioblastoma Multiforme Regional Genetic and Cellular Expression Patterns: Influence on Anatomic
and Physiologic MR Imaging. Radiology, 2010, 254, 564-576. 3.6 148

434 Global Characterization of Transcriptional Impact of the SRC-3 Coregulator. Molecular
Endocrinology, 2010, 24, 859-872. 3.7 54

435 The Antiproliferative Effects of Progestins in T47D Breast Cancer Cells Are Tempered by Progestin
Induction of the ETS Transcription Factor Elf5. Molecular Endocrinology, 2010, 24, 1380-1392. 3.7 16

436
Global metabolic consequences of the chromogranin A-null model of hypertension: transcriptomic
detection, pathway identification, and experimental verification. Physiological Genomics, 2010, 40,
195-207.

1.0 16

437 An integrated genomic analysis of gene-function correlation on schizophrenia susceptibility genes.
Journal of Human Genetics, 2010, 55, 285-292. 1.1 49

438 Identification of genes selectively disallowed in the pancreatic islet. Islets, 2010, 2, 89-95. 0.9 140

439 Fragile regions and not functional constraints predominate in shaping gene organization in the genus
<i>Drosophila</i>. Genome Research, 2010, 20, 1084-1096. 2.4 56

440
Forty-eight hours of unloading and 24 h of reloading lead to changes in global gene expression
patterns related to ubiquitination and oxidative stress in humans. Journal of Applied Physiology, 2010,
109, 1404-1415.

1.2 74

441 From raw materials to validated system: the construction of a genomic library and microarray to
interpret systemic perturbations in Northern bobwhite. Physiological Genomics, 2010, 42, 219-235. 1.0 55

442 Integrative geneâ€“tissue microarray-based approach for identification of human disease biomarkers:
application to amyotrophic lateral sclerosis. Human Molecular Genetics, 2010, 19, 3233-3253. 1.4 58

443 Integrative Analysis of -Omics Data and Histologic Scoring in Renal Disease and Transplantation: Renal
Histogenomics. Seminars in Nephrology, 2010, 30, 520-530. 0.6 15



26

Citation Report

# Article IF Citations

444 Experimental Approaches to the Human Renal Transcriptome. Seminars in Nephrology, 2010, 30, 455-467. 0.6 8

445 Integrative Systems Biology for Data-Driven Knowledge Discovery. Seminars in Nephrology, 2010, 30,
443-454. 0.6 20

446 Prioritization of Candidate Protein Biomarkers from an <i>In Vitro</i> Model System of Breast Tumor
Progression Toward Clinical Verification. Journal of Proteome Research, 2010, 9, 1450-1459. 1.8 7

447 <i>In vivo</i> nutrigenomic effects of virgin olive oil polyphenols within the frame of the
Mediterranean diet: a randomized controlled trial. FASEB Journal, 2010, 24, 2546-2557. 0.2 243

448 Gene Expression Profile of Hyperoxic and Hypoxic Retinas in a Mouse Model of Oxygen-Induced
Retinopathy. , 2010, 51, 4307. 66

449 A graph-based elastic net for variable selection and module identification for genomic data analysis. ,
2010, , . 0

450 An in silico analysis of microRNAs: Mining the miRNAome. Molecular BioSystems, 2010, 6, 1853. 2.9 42

453 Common and Unique Biological Pathways Associated with Smoking Initiation/Progression, Nicotine
Dependence, and Smoking Cessation. Neuropsychopharmacology, 2010, 35, 702-719. 2.8 78

454 Knock down of HIF-1Î± in glioma cells reduces migration in vitro and invasion in vivo and impairs their
ability to form tumor spheres. Molecular Cancer, 2010, 9, 133. 7.9 175

455 The dietary isothiocyanate sulforaphane modulates gene expression and alternative gene splicing in a
PTEN null preclinical murine model of prostate cancer. Molecular Cancer, 2010, 9, 189. 7.9 46

456 Identification of tumor-associated cassette exons in human cancer through EST-based computational
prediction and experimental validation. Molecular Cancer, 2010, 9, 230. 7.9 5

457 Sp1 acetylation is associated with loss of DNA binding at promoters associated with cell cycle arrest
and cell death in a colon cell line. Molecular Cancer, 2010, 9, 275. 7.9 98

458 Elimination of head and neck cancer initiating cells through targeting glucose regulated protein78
signaling. Molecular Cancer, 2010, 9, 283. 7.9 98

459 Identification of 5 novel genes methylated in breast and other epithelial cancers. Molecular Cancer,
2010, 9, 51. 7.9 83

460
A large-scale electrophoresis- and chromatography-based determination of gene expression profiles in
bovine brain capillary endothelial cells after the re-induction of blood-brain barrier properties.
Proteome Science, 2010, 8, 57.

0.7 15

461 Structural similarity-based predictions of protein interactions between HIV-1 and Homo sapiens.
Virology Journal, 2010, 7, 82. 1.4 70

462 Colorectal Cancer Cell Lines Lack the Molecular Heterogeneity of Clinical Colorectal Tumors.
Clinical Colorectal Cancer, 2010, 9, 40-47. 1.0 20

463 Profiling of Protein Interaction Networks of Protein Complexes Using Affinity Purification and
Quantitative Mass Spectrometry. Molecular and Cellular Proteomics, 2010, 9, 1650-1665. 2.5 89



27

Citation Report

# Article IF Citations

464 Hedgehog Is an Anti-Inflammatory Epithelial Signal for the Intestinal Lamina Propria.
Gastroenterology, 2010, 138, 2368-2377.e4. 0.6 68

465 Comparative Human Cell Toxicogenomic Analysis of Monohaloacetic Acid Drinking Water Disinfection
Byproducts. Environmental Science &amp; Technology, 2010, 44, 7206-7212. 4.6 80

466 An Informatics-assisted Label-free Quantitation Strategy that Depicts Phosphoproteomic Profiles in
Lung Cancer Cell Invasion. Journal of Proteome Research, 2010, 9, 5582-5597. 1.8 57

467 Effect of the Secretory Small GTPase Rab27B on Breast Cancer Growth, Invasion, and Metastasis.
Journal of the National Cancer Institute, 2010, 102, 866-880. 3.0 196

468 Genome-wide pathway analysis implicates intracellular transmembrane protein transport in Alzheimer
disease. Journal of Human Genetics, 2010, 55, 707-709. 1.1 50

469
Potential Implications for Monitoring Serum Bile Acid Profiles in Circulation with Serum Proteome
for Carbon Tetrachloride-Induced Liver Injury/Regeneration Model in Mice. Journal of Proteome
Research, 2010, 9, 4490-4500.

1.8 21

470 Unique Signatures of Long Noncoding RNA Expression in Response to Virus Infection and Altered
Innate Immune Signaling. MBio, 2010, 1, . 1.8 237

471
Quantitative Proteome Analysis of Pluripotent Cells by iTRAQ Mass Tagging Reveals
Post-transcriptional Regulation of Proteins Required for ES Cell Self-renewal. Molecular and
Cellular Proteomics, 2010, 9, 2238-2251.

2.5 35

472 Water Chemistry Alters Gene Expression and Physiological End Points of Chronic Waterborne Copper
Exposure in Zebrafish, Danio rerio. Environmental Science &amp; Technology, 2010, 44, 2156-2162. 4.6 33

473 Proteomic Analysis of Human Osteoblastic Cells: Relevant Proteins and Functional Categories for
Differentiation. Journal of Proteome Research, 2010, 9, 4688-4700. 1.8 30

474 Analysis of Secreted Proteins as an <i>in vitro</i> Model for Discovery of Liver Toxicity Markers.
Journal of Proteome Research, 2010, 9, 5794-5802. 1.8 13

475 Dominant Processes during Human Dendritic Cell Maturation Revealed by Integration of Proteome
and Transcriptome at the Pathway Level. Journal of Proteome Research, 2010, 9, 1727-1737. 1.8 45

476 Association weight matrix for the genetic dissection of puberty in beef cattle. Proceedings of the
National Academy of Sciences of the United States of America, 2010, 107, 13642-13647. 3.3 127

477
Worms from Venus and Mars: Proteomics Profiling of Sexual Differences in <i>Caenorhabditis
elegans</i> Using <i>in Vivo</i> <sup>15</sup>N Isotope Labeling. Journal of Proteome Research, 2010,
9, 341-351.

1.8 14

478 Neuron Differentiation-Related Genes Are Up-regulated in the Hypothalamus of Odorant-Inhaling Rats
Subjected to Acute Restraint Stress. Journal of Agricultural and Food Chemistry, 2010, 58, 7922-7929. 2.4 24

479 Coexpression Network Analysis Identifies Transcriptional Modules Related to Proastrocytic
Differentiation and Sprouty Signaling in Glioma. Cancer Research, 2010, 70, 10060-10070. 0.4 82

480 A genetic perspective on coeliac disease. Trends in Molecular Medicine, 2010, 16, 537-550. 3.5 107

481 Behavioral and gene expression analyses in heterozygous XBP1 knockout mice: Possible contribution
of chromosome 11qA1 locus to prepulse inhibition. Neuroscience Research, 2010, 68, 250-255. 1.0 9



28

Citation Report

# Article IF Citations

482
In vitro effects of 2-methoxyestradiol on morphology, cell cycle progression, cell death and gene
expression changes in the tumorigenic MCF-7 breast epithelial cell line. Journal of Steroid
Biochemistry and Molecular Biology, 2010, 119, 149-160.

1.2 40

483 Naringenin chalcone improves adipocyte functions by enhancing adiponectin production. Molecular
and Cellular Endocrinology, 2010, 323, 208-214. 1.6 42

484 Early suppression of immune response pathways characterizes children with prediabetes in
genome-wide gene expression profiling. Journal of Autoimmunity, 2010, 35, 70-76. 3.0 29

485 Prediction of regulatory networks in mouse abdominal wall. Gene, 2010, 469, 1-8. 1.0 5

486 Functional Coupling between the Extracellular Matrix and Nuclear Lamina by Wnt Signaling in
Progeria. Developmental Cell, 2010, 19, 413-425. 3.1 162

487 Functional Analysis of CTCF During Mammalian Limb Development. Developmental Cell, 2010, 19,
819-830. 3.1 136

488
II: Effects of a dopamine receptor antagonist on fathead minnow dominance behavior and ovarian gene
expression in the fathead minnow and zebrafish. Ecotoxicology and Environmental Safety, 2010, 73,
478-485.

2.9 15

489 3-Methylcholanthrene (3-MC) and 4-chlorobiphenyl (PCB3) genotoxicity is gender-related in Fischer
344 transgenic rats. Environment International, 2010, 36, 970-979. 4.8 16

490 MicroRNAs target gene and signaling pathway by bioinformatics analysis in the cardiac hypertrophy.
Biochemical and Biophysical Research Communications, 2010, 397, 380-385. 1.0 22

491
Gene expression profiles of cryopreserved CD34+ human umbilical cord blood cells are related to
their bone marrow reconstitution abilities in mouse xenografts. Biochemical and Biophysical
Research Communications, 2010, 397, 697-705.

1.0 3

492 Gene expression signatures of breast tissue before and after cross-sex hormone therapy in
female-to-male transsexuals. Fertility and Sterility, 2010, 94, 2688-2696. 0.5 30

493 Distinct Factors Control Histone Variant H3.3 Localization at Specific Genomic Regions. Cell, 2010, 140,
678-691. 13.5 1,069

494 Nucleoporins Directly Stimulate Expression of Developmental and Cell-Cycle Genes Inside the
Nucleoplasm. Cell, 2010, 140, 360-371. 13.5 388

495 An Alternative Splicing Network Links Cell-Cycle Control to Apoptosis. Cell, 2010, 142, 625-636. 13.5 273

496 TGF-Î² and Insulin Signaling Regulate Reproductive Aging via Oocyte and Germline Quality Maintenance.
Cell, 2010, 143, 299-312. 13.5 238

497 Pausing of RNA Polymerase II Disrupts DNA-Specified Nucleosome Organization to Enable Precise Gene
Regulation. Cell, 2010, 143, 540-551. 13.5 369

498 Germinal Center Dynamics Revealed by Multiphoton Microscopy withÂ a Photoactivatable Fluorescent
Reporter. Cell, 2010, 143, 592-605. 13.5 1,026

499 A Tissue-Specific Atlas of Mouse Protein Phosphorylation and Expression. Cell, 2010, 143, 1174-1189. 13.5 1,564



29

Citation Report

# Article IF Citations

500 Integrative Genomic Approaches Highlight a Family of Parasite-Specific Kinases that Regulate Host
Responses. Cell Host and Microbe, 2010, 8, 208-218. 5.1 238

501 Epigenetic Regulation of miR-184 by MBD1 Governs Neural Stem Cell Proliferation and Differentiation.
Cell Stem Cell, 2010, 6, 433-444. 5.2 287

503 Identification and Classification of Chromosomal Aberrations in Human Induced Pluripotent Stem
Cells. Cell Stem Cell, 2010, 7, 521-531. 5.2 695

504 Friedreich's Ataxia Induced Pluripotent Stem Cells Model Intergenerational GAAâ‹…TTC Triplet Repeat
Instability. Cell Stem Cell, 2010, 7, 631-637. 5.2 191

505 Gene expression profiling of murine hepatic steatosis induced by tamoxifen. Toxicology Letters, 2010,
199, 416-424. 0.4 32

506 Differentially expressed genes associated with Staphylococcus aureus mastitis in dairy goats.
Veterinary Immunology and Immunopathology, 2010, 135, 208-217. 0.5 31

507 Methods for transcriptomic analyses of the porcine host immune response: Application to Salmonella
infection using microarrays. Veterinary Immunology and Immunopathology, 2010, 138, 280-291. 0.5 10

508 Genomic phenotype of non-cultured pulmonary fibroblasts in idiopathic pulmonary fibrosis.
Genomics, 2010, 96, 134-145. 1.3 70

509 NF-ÎºB driven cardioprotective gene programs; Hsp70.3 and cardioprotection after late ischemic
preconditioning. Journal of Molecular and Cellular Cardiology, 2010, 49, 664-672. 0.9 41

510 Curcumin Extends Life Span, Improves Health Span, and Modulates the Expression of Age-Associated
Aging Genes in<i>Drosophila melanogaster</i>. Rejuvenation Research, 2010, 13, 561-570. 0.9 195

511 Influence of ovarian stage on transcript profiles in fathead minnow (Pimephales promelas) ovary
tissue. Aquatic Toxicology, 2010, 98, 354-366. 1.9 40

512 Epigenetic and immune function profiles associated with posttraumatic stress disorder. Proceedings
of the National Academy of Sciences of the United States of America, 2010, 107, 9470-9475. 3.3 452

513 p53 prevents progression of nevi to melanoma predominantly through cell cycle regulation. Pigment
Cell and Melanoma Research, 2010, 23, 781-794. 1.5 59

514 Bioinformatics approach to identifying molecular biomarkers and networks in multiple sclerosis.
Clinical and Experimental Neuroimmunology, 2010, 1, 127-140. 0.5 15

515 ATM-Dependent and -Independent Dynamics of the Nuclear Phosphoproteome After DNA Damage.
Science Signaling, 2010, 3, rs3. 1.6 245

516 Gene expression changes in spleens of the wildlife reservoir species, Eurasian wild boar (Sus scrofa),
naturally infected with Brucella suis biovar 2. Journal of Genetics and Genomics, 2010, 37, 725-736. 1.7 10

517 State-of-the-art genomics approaches in toxicology. Mutation Research - Reviews in Mutation
Research, 2010, 705, 165-171. 2.4 34

518 Statistical Methods for Pathway Analysis of Genome-Wide Data for Association with Complex Genetic
Traits. Advances in Genetics, 2010, 72, 141-179. 0.8 86



30

Citation Report

# Article IF Citations

519 Differential Gene Regulation by the Human and Mouse Aryl Hydrocarbon Receptor. Toxicological
Sciences, 2010, 114, 217-225. 1.4 90

520 U87MG Decoded: The Genomic Sequence of a Cytogenetically Aberrant Human Cancer Cell Line. PLoS
Genetics, 2010, 6, e1000832. 1.5 229

521 Activation of the Imprinted Dlk1-Dio3 Region Correlates with Pluripotency Levels of Mouse Stem Cells.
Journal of Biological Chemistry, 2010, 285, 19483-19490. 1.6 253

522 miRNA-Mediated Functional Changes through Co-Regulating Function Related Genes. PLoS ONE, 2010, 5,
e13558. 1.1 49

523
Genome-wide analysis of mRNA targets for <i>Caenorhabditis elegans</i> FBF, a conserved stem cell
regulator. Proceedings of the National Academy of Sciences of the United States of America, 2010, 107,
3936-3941.

3.3 108

524 A Survey of Internet Resources for Mouse Development. Methods in Enzymology, 2010, 476, 3-21. 0.4 6

525 Network inference and network response identification: moving genome-scale data to the next level
of biological discovery. Molecular BioSystems, 2010, 6, 469-480. 2.9 41

526 Evaluation of MicroRNA Expression Profiles That May Predict Recurrence of Localized Stage I
Nonâ€“Small Cell Lung Cancer after Surgical Resection. Cancer Research, 2010, 70, 36-45. 0.4 228

527 Integrative Functional Genomics Analysis of Sustained Polyploidy Phenotypes in Breast Cancer Cells
Identifies an Oncogenic Profile for GINS2. Neoplasia, 2010, 12, 877-IN14. 2.3 44

528 Constructing a fish metabolic network model. Genome Biology, 2010, 11, R115. 13.9 47

529 Identification of novel exons and transcribed regions by chimpanzee transcriptome sequencing.
Genome Biology, 2010, 11, R78. 13.9 26

530 A mouse embryonic stem cell bank for inducible overexpression of human chromosome 21 genes.
Genome Biology, 2010, 11, R64. 13.9 16

531 Gene ontology analysis for RNA-seq: accounting for selection bias. Genome Biology, 2010, 11, R14. 13.9 5,824

532 Using transcriptomics to identify and validate novel biomarkers of human skeletal muscle cancer
cachexia. Genome Medicine, 2010, 2, 1. 3.6 124

533 Matrix metalloproteinase-8 deficiency increases joint inflammation and bone erosion in the K/BxN
serum-transfer arthritis model. Arthritis Research and Therapy, 2010, 12, R224. 1.6 48

534 Gene Expression Profiling in Vastus Lateralis Muscle During an Acute Exacerbation of COPD. Cellular
Physiology and Biochemistry, 2010, 25, 491-500. 1.1 64

535 Proteomic Profile Regulated by the Anticancer Peptide CIGB-300 in Non-Small Cell Lung Cancer (NSCLC)
Cells. Journal of Proteome Research, 2010, 9, 5473-5483. 1.8 26

536 Three-Dimensional Culture Alters Primary Cardiac Cell Phenotype. Tissue Engineering - Part A, 2010, 16,
629-641. 1.6 40



31

Citation Report

# Article IF Citations

537 Bridging the gap between traditional Chinese medicine and systems biology: the connection of Cold
Syndrome and NEI network. Molecular BioSystems, 2010, 6, 613. 2.9 115

538 Expressed Sequence Tag (EST) Survey of Life Stages of the Potato Psyllid,<i>Bactericera cockerelli</i>,
using 454 Pyrosequencing. Southwestern Entomologist, 2010, 35, 463-466. 0.1 5

539 The use of RNAi-based screens to identify host proteins involved in viral replication. Future
Microbiology, 2010, 5, 303-311. 1.0 66

540
Analysis of genome-wide methylation and gene expression induced by 5-aza-2â€²-deoxycytidine identifies
BCL2L10 as a frequent methylation target in acute myeloid leukemia. Leukemia and Lymphoma, 2010, 51,
2275-2284.

0.6 43

541 A Clustering Approach to Identify Intergenic Non-coding RNA in Mouse Macrophages. , 2010, , . 0

542 Systems genetics analysis of molecular pathways underlying ethanol-induced behavioral phenotypes. ,
2010, , . 1

543 Uncover disease genes by maximizing information flow in the phenomeâ€“interactome network.
Bioinformatics, 2011, 27, i167-i176. 1.8 83

544 Systematic proteomic analysis of human hepotacellular carcinoma cells reveals molecular pathways
and networks involved in metastasis. Molecular BioSystems, 2011, 7, 1908. 2.9 32

545 GABP controls a critical transcription regulatory module that is essential for maintenance and
differentiation of hematopoietic stem/progenitor cells. Blood, 2011, 117, 2166-2178. 0.6 69

546 Protein phosphorylation analysis in archival clinical cancer samples by shotgun and targeted
proteomics approaches. Molecular BioSystems, 2011, 7, 2368. 2.9 35

547 Investigating Neoplastic Progression of Ulcerative Colitis with Label-Free Comparative Proteomics.
Journal of Proteome Research, 2011, 10, 200-209. 1.8 41

548 Ontology-based functional classification of genes: Evaluation with reference sets and overlap
analysis. , 2011, , . 1

549 Global risk transformative prioritization for prostate cancer candidate genes in molecular networks.
Molecular BioSystems, 2011, 7, 2547. 2.9 4

550 Template-based semi-automatic workflow construction for gene expression data analysis. , 2011, , . 0

551 Detecting B-cell lymphomas dysregulation modules based on molecular interaction network. , 2011, , . 0

552 Dynamic rewiring of the androgen receptor protein interaction network correlates with prostate
cancer clinical outcomes. Integrative Biology (United Kingdom), 2011, 3, 1020. 0.6 23

553 QDMR: a quantitative method for identification of differentially methylated regions by entropy.
Nucleic Acids Research, 2011, 39, e58-e58. 6.5 105

554 Mining the Bioinformation of Differentially Expressed Genes in Rats Treated by Diesel Exhaust
Inhalation Based on the Bioinformatics Methods. , 2011, , . 0



32

Citation Report

# Article IF Citations

555 Alternative translation start sites are conserved in eukaryotic genomes. Nucleic Acids Research, 2011,
39, 567-577. 6.5 133

556 Networked-based Characterization of Extracellular Matrix Proteins from Adult Mouse Pulmonary
and Aortic Valves. Journal of Proteome Research, 2011, 10, 812-823. 1.8 36

557 Diverse transcription factor binding features revealed by genome-wide ChIP-seq in <i>C. elegans</i>.
Genome Research, 2011, 21, 245-254. 2.4 224

558 Differential genome-wide profiling of tandem 3â€² UTRs among human breast cancer and normal cells by
high-throughput sequencing. Genome Research, 2011, 21, 741-747. 2.4 252

559
Gene Expression Biomarkers in the Brain of a Mouse Model for Alzheimer's Disease: Mining of
Microarray Data by Logic Classification and Feature Selection. Journal of Alzheimer's Disease, 2011, 24,
721-738.

1.2 104

560 Mapping the Subcellular Protein Distribution in Three Human Cell Lines. Journal of Proteome
Research, 2011, 10, 3766-3777. 1.8 37

561 microRNAs in Early Diabetic Retinopathy in Streptozotocin-Induced Diabetic Rats. , 2011, 52, 4402. 242

562
Global Gene Expression Profiling in Larval Zebrafish Exposed to Microcystin-LR and Microcystis
Reveals Endocrine Disrupting Effects of Cyanobacteria. Environmental Science &amp; Technology, 2011,
45, 1962-1969.

4.6 110

563 Genome-wide chromatin occupancy analysis reveals a role for ASH2 in transcriptional pausing.
Nucleic Acids Research, 2011, 39, 4628-4639. 6.5 34

564 Genome-Wide Association Study of the Child Behavior Checklist Dysregulation Profile. Journal of the
American Academy of Child and Adolescent Psychiatry, 2011, 50, 807-817.e8. 0.3 56

565 Whole transcriptome analysis of the fasting and fed Burmese python heart: insights into extreme
physiological cardiac adaptation. Physiological Genomics, 2011, 43, 69-76. 1.0 24

566 Kainate Promotes Alterations in Neuronal RNA Splicing Machinery. Journal of Proteome Research,
2011, 10, 1459-1467. 1.8 6

567
Combined Transcriptomicâ€“<sup>1</sup>H NMR Metabonomic Study Reveals That Monoethylhexyl
Phthalate Stimulates Adipogenesis and Glyceroneogenesis in Human Adipocytes. Journal of Proteome
Research, 2011, 10, 5493-5502.

1.8 57

568 Quantitative Proteomic Analysis of PCSK9 Gain of Function in Human Hepatic HuH7 Cells. Journal of
Proteome Research, 2011, 10, 2011-2026. 1.8 15

569
Hepatic Gene Expression of the Insulin Signaling Pathway Is Altered by Administration of Persimmon
Peel Extract: A DNA Microarray Study Using Type 2 Diabetic Goto-Kakizaki Rats. Journal of Agricultural
and Food Chemistry, 2011, 59, 3320-3329.

2.4 18

570 Detection of Differential Proteomes Associated with the Development of Type 2 Diabetes in the Zucker
Rat Model Using the iTRAQ Technique. Journal of Proteome Research, 2011, 10, 564-577. 1.8 36

571 HIF1Î±â€“dependent glycolytic pathway orchestrates a metabolic checkpoint for the differentiation of
TH17 and Treg cells. Journal of Experimental Medicine, 2011, 208, 1367-1376. 4.2 1,447

572 Profiling Impaired Hepatic Endoplasmic Reticulum Glycosylation as a Consequence of Ethanol
Ingestion. Journal of Proteome Research, 2011, 10, 1837-1847. 1.8 10



33

Citation Report

# Article IF Citations

573 Characterization of the CLEAR network reveals an integrated control of cellular clearance pathways.
Human Molecular Genetics, 2011, 20, 3852-3866. 1.4 759

574 A Data Set of Human Endogenous Protein Ubiquitination Sites. Molecular and Cellular Proteomics,
2011, 10, M110.002089. 2.5 76

575 Quest for Novel Muscle Pathway Biomarkers by Proteomics in Beef Production. , 2011, , 395-405. 5

576 Detecting and analyzing differentially activated pathways in brain regions of Alzheimer's disease
patients. Molecular BioSystems, 2011, 7, 1441. 2.9 30

577 Identification of a Panel of Novel Serum Osteoarthritis Biomarkers. Journal of Proteome Research,
2011, 10, 5095-5101. 1.8 86

578
Transcription factor Bcl11b controls selection of invariant natural killer T-cells by regulating
glycolipid presentation in double-positive thymocytes. Proceedings of the National Academy of
Sciences of the United States of America, 2011, 108, 6211-6216.

3.3 41

579
Expression Profiling of Vulvar Carcinoma: Clues for Deranged Extracellular Matrix Remodeling and
Effects on Multiple Signaling Pathways Combined with Discrete Patient Subsets. Translational
Oncology, 2011, 4, 301-IN6.

1.7 9

580 Unraveling Cancer Chemoimmunotherapy Mechanisms by Gene and Protein Expression Profiling of
Responses to Cyclophosphamide. Cancer Research, 2011, 71, 3528-3539. 0.4 72

581 The identification of gene expression profiles associated with progression of human diabetic
neuropathy. Brain, 2011, 134, 3222-3235. 3.7 132

582 Upregulation of Dicer and MicroRNA Expression in the Dorsolateral Prefrontal Cortex Brodmann
Area 46 in Schizophrenia. Biological Psychiatry, 2011, 69, 180-187. 0.7 236

583 Binge Cocaine Administration in Adolescent Rats Affects Amygdalar Gene Expression Patterns and
Alters Anxiety-Related Behavior in Adulthood. Biological Psychiatry, 2011, 70, 583-592. 0.7 24

584 Induced sputum proteome in healthy subjects and asthmatic patients. Journal of Allergy and Clinical
Immunology, 2011, 128, 1176-1184.e6. 1.5 57

585 Proteome-Wide Mapping of the <i>Drosophila</i> Acetylome Demonstrates a High Degree of
Conservation of Lysine Acetylation. Science Signaling, 2011, 4, ra48. 1.6 243

586 Secretome Compartment Is a Valuable Source of Biomarkers for Cancer-Relevant Pathways. Journal of
Proteome Research, 2011, 10, 4196-4207. 1.8 47

587 Development of Patient-Specific Neurons in Schizophrenia Using Induced Pluripotent Stem Cells.
Journal of Neurogenetics, 2011, 25, 88-103. 0.6 121

590 Web Tools for the Prioritization of Candidate Disease Genes. Methods in Molecular Biology, 2011, 760,
189-206. 0.4 18

591 Aberrant Overexpression of Satellite Repeats in Pancreatic and Other Epithelial Cancers. Science, 2011,
331, 593-596. 6.0 452

592 Scriptaid Corrects Gene Expression of a Few Aberrantly Reprogrammed Transcripts in Nuclear
Transfer Pig Blastocyst Stage Embryos. Cellular Reprogramming, 2011, 13, 191-204. 0.5 69



34

Citation Report

# Article IF Citations

593 Proteomic Analysis of Acetaminophen-Induced Changes in Mitochondrial Protein Expression Using
Spectral Counting. Chemical Research in Toxicology, 2011, 24, 549-558. 1.7 27

594
Comparative Analysis of Human Embryonic Stem Cell and Induced Pluripotent Stem Cell-Derived
Hepatocyte-Like Cells Reveals Current Drawbacks and Possible Strategies for Improved Differentiation.
Stem Cells and Development, 2011, 20, 1259-1275.

1.1 75

595 Neurogenomic signatures of spatiotemporal memories in time-trained forager honey bees. Journal of
Experimental Biology, 2011, 214, 979-987. 0.8 47

596 Methylation profiling with a panel of cancer related genes: Association with estrogen receptor, TP53
mutation status and expression subtypes in sporadic breast cancer. Molecular Oncology, 2011, 5, 61-76. 2.1 110

597 Mechanisms of blast induced brain injuries, experimental studies in rats. NeuroImage, 2011, 54, S89-S97. 2.1 156

598 Direct targeting of Sec23a by miR-200s influences cancer cell secretome and promotes metastatic
colonization. Nature Medicine, 2011, 17, 1101-1108. 15.2 552

599 A large-scale method to measure absolute protein phosphorylation stoichiometries. Nature Methods,
2011, 8, 677-683. 9.0 264

600 Bioinformatics and Systems Biology of the Lipidome. Chemical Reviews, 2011, 111, 6452-6490. 23.0 154

601 Comparative analysis of nuclear estrogen receptor alpha and beta interactomes in breast cancer cells.
Molecular BioSystems, 2011, 7, 667-676. 2.9 39

602 New Insight into the Molecular Mechanisms of the Biological Effects of DNA Minor Groove Binders.
PLoS ONE, 2011, 6, e25822. 1.1 14

603 Computational Analysis Workflows for Omics Data Interpretation. Methods in Molecular Biology,
2011, 719, 379-397. 0.4 4

604 Omics-Based Identification of Pathophysiological Processes. Methods in Molecular Biology, 2011, 719,
499-509. 0.4 2

605 Integrated Bioinformatics Analysis for Cancer Target Identification. Methods in Molecular Biology,
2011, 719, 527-545. 0.4 6

606 Intrinsic disorder of the extracellular matrix. Molecular BioSystems, 2011, 7, 3353. 2.9 54

607 Identification of biomarkers in breast cancer metastasis by integrating protein-protein interaction
network and gene expression data. , 2011, , . 4

608 Developmental factor IRF6 exhibits tumor suppressor activity in squamous cell carcinomas.
Proceedings of the National Academy of Sciences of the United States of America, 2011, 108, 13710-13715. 3.3 141

609 Genomeâ€•wide dFOXO targets and topology of the transcriptomic response to stress and insulin
signalling. Molecular Systems Biology, 2011, 7, 502. 3.2 112

610 Applying Random Forests To Identify Biomarker Panels in Serum 2D-DIGE Data for the Detection and
Staging of Prostate Cancer. Journal of Proteome Research, 2011, 10, 1361-1373. 1.8 64



35

Citation Report

# Article IF Citations

612 Network Biology. Methods in Molecular Biology, 2011, , . 0.4 3

613
Identification of PRDX4 and P4HA2 as Metastasis-Associated Proteins in Oral Cavity Squamous Cell
Carcinoma by Comparative Tissue Proteomics of Microdissected Specimens Using iTRAQ Technology.
Journal of Proteome Research, 2011, 10, 4935-4947.

1.8 82

614
Proteomic Analysis of an Immortalized Mouse Pancreatic Stellate Cell Line Identifies
Differentially-Expressed Proteins in Activated vs Nonproliferating Cell States. Journal of Proteome
Research, 2011, 10, 4835-4844.

1.8 36

615
Proteomic Analysis of Tumor Necrosis Factor-Alpha (TNF-Î±)-Induced L6 Myotube Secretome Reveals
Novel TNF-Î±-Dependent Myokines in Diabetic Skeletal Muscle. Journal of Proteome Research, 2011, 10,
5315-5325.

1.8 47

616 SILAC Compatible Strain of <i>Pichia pastoris</i> for Expression of Isotopically Labeled Protein
Standards and Quantitative Proteomics. Journal of Proteome Research, 2011, 10, 5251-5259. 1.8 16

617 Aging Enhances the Production of Reactive Oxygen Species and Bactericidal Activity in Peritoneal
Macrophages by Upregulating Classical Activation Pathways. Biochemistry, 2011, 50, 9911-9922. 1.2 46

618 Heat shock factor binding in Alu repeats expands its involvement in stress through an antisense
mechanism. Genome Biology, 2011, 12, R117. 13.9 34

619
Mechanism of Visceral Fat Reduction in Tsumura Suzuki Obese, Diabetes (TSOD) Mice Orally
Administered Î²-Cryptoxanthin from Satsuma Mandarin Oranges (Citrus unshiu Marc). Journal of
Agricultural and Food Chemistry, 2011, 59, 12342-12351.

2.4 65

620 Transcriptional Modulation in a Leukocyte-Depleted Splenic Cell Population During Prion Disease.
Journal of Toxicology and Environmental Health - Part A: Current Issues, 2011, 74, 1504-1520. 1.1 5

621 Conceptual Thinking for In Silico Prioritization of Candidate Disease Genes. Methods in Molecular
Biology, 2011, 760, 175-187. 0.4 9

622 Body mass index-independent inflammation in omental adipose tissue associated with insulin
resistance in morbid obesity. Surgery for Obesity and Related Diseases, 2011, 7, 60-67. 1.0 186

623 Proteomic analysis of a model fish species exposed to individual pesticides and a binary mixture.
Aquatic Toxicology, 2011, 101, 196-206. 1.9 29

624 Activation of Inactive Hepatocytes through Histone Acetylation. American Journal of Pathology, 2011,
179, 1138-1147. 1.9 14

625
Seasonal liver protein differences in a hibernator revealed by quantitative proteomics using whole
animal isotopic labeling. Comparative Biochemistry and Physiology Part D: Genomics and Proteomics,
2011, 6, 163-170.

0.4 18

626 Responses of threespine stickleback (Gasterosteus aculeatus, L) transcriptome to hypoxia.
Comparative Biochemistry and Physiology Part D: Genomics and Proteomics, 2011, 6, 370-381. 0.4 31

627 Widespread Negative Response Elements Mediate Direct Repression by Agonist- Liganded
Glucocorticoid Receptor. Cell, 2011, 145, 224-241. 13.5 457

628 Nucleotide Deficiency Promotes Genomic Instability in Early Stages of Cancer Development. Cell, 2011,
145, 435-446. 13.5 685

629 FMRP Stalls Ribosomal Translocation on mRNAs Linked to Synaptic Function and Autism. Cell, 2011, 146,
247-261. 13.5 1,864



36

Citation Report

# Article IF Citations

631 Sperm Methylation Profiles Reveal Features of Epigenetic Inheritance and Evolution in Primates. Cell,
2011, 146, 1029-1041. 13.5 368

632 A Protein Complex Network of Drosophila melanogaster. Cell, 2011, 147, 690-703. 13.5 593

633 Viral MicroRNA Targetome of KSHV-Infected Primary Effusion Lymphoma Cell Lines. Cell Host and
Microbe, 2011, 10, 515-526. 5.1 297

634 Genome-Wide RNAi Screens Identify Genes Required for Ricin and PE Intoxications. Developmental Cell,
2011, 21, 231-244. 3.1 61

635 Regulation of gene expression and subcellular protein distribution in MLO-Y4 osteocytic cells by
lysophosphatidic acid: Relevance to dendrite outgrowth. Bone, 2011, 48, 1328-1335. 1.4 14

636 Analysis of miRNA-gene expression-genomic profiles reveals complex mechanisms of microRNA
deregulation in osteosarcoma. Cancer Genetics, 2011, 204, 138-146. 0.2 126

637 Adenomyosis does not affect implantation, but is associated with miscarriage in patients undergoing
oocyte donation. Fertility and Sterility, 2011, 96, 943-950.e1. 0.5 125

638 FungiFun: A web-based application for functional categorization of fungal genes and proteins. Fungal
Genetics and Biology, 2011, 48, 353-358. 0.9 103

639 Genetic and molecular characterization of a blue light photoreceptor MGWC-1 in Magnaporth oryzae.
Fungal Genetics and Biology, 2011, 48, 400-407. 0.9 46

640 MicroRNA changes in the mouse prefrontal cortex after inflammatory pain. European Journal of Pain,
2011, 15, 801.e1-12. 1.4 41

641 Chronic alcohol exposure induced gene expression changes in the zebrafish brain. Behavioural Brain
Research, 2011, 216, 66-76. 1.2 64

642 Differences in islet-enriched miRNAs in healthy and glucose intolerant human subjects. Biochemical
and Biophysical Research Communications, 2011, 404, 16-22. 1.0 93

643 NHR-23 dependent collagen and hedgehog-related genes required for molting. Biochemical and
Biophysical Research Communications, 2011, 413, 515-520. 1.0 49

644 The size and phospholipid composition of lipid droplets can influence their proteome. Biochemical and
Biophysical Research Communications, 2011, 415, 455-462. 1.0 43

645 IL-12 selectively programs effector pathways that are stably expressed in human CD8+ effector memory
T cells in vivo. Blood, 2011, 118, 3890-3900. 0.6 54

646 Functional analysis of the microtubule-interacting transcriptome. Molecular Biology of the Cell,
2011, 22, 4312-4323. 0.9 63

647 Global Identification of Modular Cullin-RING Ligase Substrates. Cell, 2011, 147, 459-474. 13.5 370

648 Proteomic Characterization of Aggregating Proteins after the Inhibition of the Ubiquitin Proteasome
System. Journal of Proteome Research, 2011, 10, 1062-1072. 1.8 55



37

Citation Report

# Article IF Citations

649 Total RNA sequencing reveals nascent transcription and widespread co-transcriptional splicing in the
human brain. Nature Structural and Molecular Biology, 2011, 18, 1435-1440. 3.6 294

650 Microarray analyses of laser-captured hippocampus reveal distinct gray and white matter signatures
associated with incipient Alzheimer's disease. Journal of Chemical Neuroanatomy, 2011, 42, 118-126. 1.0 201

651 Prevalence of Propionibacterium acnes in diseased prostates and its inflammatory and transforming
activity on prostate epithelial cells. International Journal of Medical Microbiology, 2011, 301, 69-78. 1.5 126

652 Microarray analysis of microRNA expression in LPS induced inflammation of human middle ear
epithelial cells (HMEECs). International Journal of Pediatric Otorhinolaryngology, 2011, 75, 648-651. 0.4 21

653 DNA Damage-Induced RORÎ± Is Crucial for p53 Stabilization and Increased Apoptosis. Molecular Cell, 2011,
44, 797-810. 4.5 67

654
Illumina whole-genome complementary DNAâ€“mediated annealing, selection, extension and ligation
platform: assessing its performance in formalin-fixed, paraffin-embedded samples and identifying
invasion patternâ€“related genes in oral squamous cell carcinoma. Human Pathology, 2011, 42, 1911-1922.

1.1 24

655
Microarray and Functional Cluster Analysis Implicates Transforming Growth Factor Beta1 in
Endothelial Cell Dysfunction in a Swine Hemorrhagic Shock Model. Journal of Surgical Research,
2011, 170, 120-132.

0.8 15

656 Gene Pathway Analysis of Hepatocellular Carcinoma Genomic Expression Datasets. Journal of Surgical
Research, 2011, 170, e85-e92. 0.8 7

657 Phenotypic and molecular characterization of proliferating and differentiated GnRH-expressing GnV-3
cells. Molecular and Cellular Endocrinology, 2011, 332, 97-105. 1.6 12

658 RNA targets of TDP-43 identified by UV-CLIP are deregulated in ALS. Molecular and Cellular
Neurosciences, 2011, 47, 167-180. 1.0 146

659 Copper exposure effects on yeast mitochondrial proteome. Journal of Proteomics, 2011, 74, 2522-2535. 1.2 20

660 Proteomics of Lipoprotein(a) identifies a protein complement associated with response to wounding.
Journal of Proteomics, 2011, 74, 2881-2891. 1.2 54

661 Oxidative stress induced carbonylation in human plasma. Journal of Proteomics, 2011, 74, 2395-2416. 1.2 37

662 Proteomic analysis of 1Î±,25-Dihydroxyvitamin D3 action on human colon cancer cells reveals a link to
splicing regulation. Journal of Proteomics, 2011, 75, 384-397. 1.2 37

663 Noise induced changes in the expression of p38/MAPK signaling proteins in the sensory epithelium of
the inner ear. Journal of Proteomics, 2011, 75, 410-424. 1.2 56

664 Quantitative proteomic analysis of cyclosporine-induced toxicity in a human kidney cell line and
comparison with tacrolimus. Journal of Proteomics, 2011, 75, 677-694. 1.2 36

665 Proteomic analysis of a rat pancreatic stellate cell line using liquid chromatography tandem mass
spectrometry (LC-MS/MS). Journal of Proteomics, 2011, 75, 708-717. 1.2 31

666
Novel estrogen-related genes and potential biomarkers of ovarian endometriosis identified by
differential expression analysis. Journal of Steroid Biochemistry and Molecular Biology, 2011, 125,
231-242.

1.2 37



38

Citation Report

# Article IF Citations

667 Elevated Copper Remodels Hepatic RNA Processing Machinery in the Mouse Model of Wilson's Disease.
Journal of Molecular Biology, 2011, 406, 44-58. 2.0 32

668 5-hmCâ€“mediated epigenetic dynamics during postnatal neurodevelopment and aging. Nature
Neuroscience, 2011, 14, 1607-1616. 7.1 746

669 The transcriptional coactivator TAZ regulates mesenchymal differentiation in malignant glioma.
Genes and Development, 2011, 25, 2594-2609. 2.7 326

670 Data-driven approach to detect common copy-number variations and frequency profiles in a
population-based Korean cohort. European Journal of Human Genetics, 2011, 19, 1167-1172. 1.4 7

671 Genomic Maps of Long Noncoding RNA Occupancy Reveal Principles of RNA-Chromatin Interactions.
Molecular Cell, 2011, 44, 667-678. 4.5 1,104

672 Pneumococcal conjugate vaccination at birth in a high-risk setting: No evidence for neonatal T-cell
tolerance. Vaccine, 2011, 29, 5414-5420. 1.7 31

673 Maximum parsimony analysis of gene expression profiles permits the reconstruction of developmental
cell lineage trees. Developmental Biology, 2011, 353, 440-447. 0.9 4

674 A search for factors specifying tonotopy implicates DNER in hair-cell development in the chick's
cochlea. Developmental Biology, 2011, 354, 221-231. 0.9 35

675 Genome-wide association study of copy number variations associated with pulmonary function
measures in Korea Associated Resource (KARE) cohorts. Genomics, 2011, 97, 101-105. 1.3 13

676 Effects of genome architecture and epigenetic factors on susceptibility of promoter CpG islands to
aberrant DNA methylation induction. Genomics, 2011, 98, 182-188. 1.3 14

677 Epigenetic methodologies for behavioral scientists. Hormones and Behavior, 2011, 59, 407-416. 1.0 13

678 Quantitative trait loci for electrocardiographic parameters and arrhythmia in the mouse. Journal of
Molecular and Cellular Cardiology, 2011, 50, 380-389. 0.9 22

679 Strategies for regeneration of the bone using porcine adult adipose-derived mesenchymal stem cells.
Theriogenology, 2011, 75, 1381-1399. 0.9 75

680 Differential expression of porcine sperm microRNAs and their association with sperm morphology and
motility. Theriogenology, 2011, 76, 1532-1539. 0.9 95

681 Gene expression analysis of HUVEC in response to TF-binding. Thrombosis Research, 2011, 127, 259-263. 0.8 7

682 Gene expression profiling reveals multiple differences in platelets from patients with stable angina or
non-ST elevation acute coronary syndrome. Thrombosis Research, 2011, 128, 161-168. 0.8 27

683 Virusâ€“host interactomes and global models of virus-infected cells. Trends in Microbiology, 2011, 19,
501-508. 3.5 61

684 Differential regulation of polysome mRNA levels in mouse Hepa-1C1C7 cells exposed to dioxin.
Toxicology in Vitro, 2011, 25, 1457-1467. 1.1 10



39

Citation Report

# Article IF Citations

685 Differential gene expression of RAW 264.7 macrophages in response to the RGD peptide lunasin with
and without lipopolysaccharide stimulation. Peptides, 2011, 32, 1979-1988. 1.2 17

686
Genome-wide association study of blood pressure response to methylphenidate treatment of
attention-deficit/hyperactivity disorder. Progress in Neuro-Psychopharmacology and Biological
Psychiatry, 2011, 35, 466-472.

2.5 24

687 Microarray analysis of the astrocyte transcriptome in the aging brain: relationship to Alzheimer's
pathology and APOE genotype. Neurobiology of Aging, 2011, 32, 1795-1807. 1.5 166

688 Multiple Recurrent De Novo CNVs, Including Duplications of the 7q11.23 Williams Syndrome Region,
Are Strongly Associated with Autism. Neuron, 2011, 70, 863-885. 3.8 1,146

689 Functional Genomic Analyses Identify Pathways Dysregulated by Progranulin Deficiency, Implicating
Wnt Signaling. Neuron, 2011, 71, 1030-1042. 3.8 132

690 Importance of genetic background for risk of relapse shown in altered prefrontal cortex gene
expression during abstinence following chronic alcohol intoxication. Neuroscience, 2011, 173, 57-75. 1.1 26

691 MicroRNA dysregulation following spinal cord contusion: implications for neural plasticity and
repair. Neuroscience, 2011, 186, 146-160. 1.1 128

692 No paradox, no progress: inverse cancer comorbidity in people with other complex diseases. Lancet
Oncology, The, 2011, 12, 604-608. 5.1 122

693 Genome-scale epigenetic reprogramming during epithelial-to-mesenchymal transition. Nature
Structural and Molecular Biology, 2011, 18, 867-874. 3.6 340

694
Glycomic and Glycoproteomic Analysis of Serum from Patients with Stomach Cancer Reveals Potential
Markers Arising from Host Defense Response Mechanisms. Journal of Proteome Research, 2011, 10,
1246-1265.

1.8 119

695 Developmental roles for Srf, cortical cytoskeleton and cell shape in epidermal spindle orientation.
Nature Cell Biology, 2011, 13, 203-214. 4.6 153

696
During hormone depletion or tamoxifen treatment of breast cancer cells the estrogen receptor
apoprotein supports cell cycling through the retinoic acid receptor Î±1 apoprotein. Breast Cancer
Research, 2011, 13, R18.

2.2 22

697 Reversal of endocrine resistance in breast cancer: interrelationships among 14-3-3Î¶, FOXM1, and a gene
signature associated with mitosis. Breast Cancer Research, 2011, 13, R70. 2.2 70

698 Breast tumors from CHEK2 1100delC- mutation carriers: genomic landscape and clinical implications.
Breast Cancer Research, 2011, 13, R90. 2.2 55

699 Metastatic breast cancer cells inhibit osteoblast differentiation through the Runx2/CBFÎ²-dependent
expression of the Wnt antagonist, sclerostin. Breast Cancer Research, 2011, 13, R106. 2.2 89

700 Regulation of breast cancer metastasis by Runx2 and estrogen signaling: the role of SNAI2. Breast
Cancer Research, 2011, 13, R127. 2.2 117

701 Variants on the promoter region of PTEN affect breast cancer progression and patient survival.
Breast Cancer Research, 2011, 13, R130. 2.2 43

702 A comparative analysis of DNA methylation across human embryonic stem cell lines. Genome Biology,
2011, 12, R62. 13.9 86



40

Citation Report

# Article IF Citations

703 Developmental influence of the cellular prion protein on the gene expression profile in mouse
hippocampus. Physiological Genomics, 2011, 43, 711-725. 1.0 20

704 Expression of microRNA and their gene targets are dysregulated in preinvasive breast cancer. Breast
Cancer Research, 2011, 13, R24. 2.2 156

705 Designing, Performing, and Interpreting a Microarray-Based Gene Expression Study. Methods in
Molecular Biology, 2011, 793, 417-439. 0.4 22

706 Development of a Neural Teratogenicity Test Based on Human Embryonic Stem Cells: Response to
Retinoic Acid Exposure. Toxicological Sciences, 2011, 124, 370-377. 1.4 58

707
Chronic stress and impaired glutamate function elicit a depressive-like phenotype and common
changes in gene expression in the mouse frontal cortex. European Neuropsychopharmacology, 2011, 21,
23-32.

0.3 55

708 Shared changes in gene expression in frontal cortex of four genetically modified mouse models of
depression. European Neuropsychopharmacology, 2011, 21, 3-10. 0.3 12

709 Trafficking of Acute Leukemia Cells â€“ Chemokine Receptor Pathways that Modulate Leukemia Cell
Dissemination. , 2011, , . 4

710 Evidence of Massive Horizontal Gene Transfer Between Humans and Plasmodium vivax. Nature
Precedings, 2011, , . 0.1 6

711 Genome Profiling and Potential Biomarkers in Neurodegenerative Disorders. , 2011, , . 0

712 Integrated Network Analysis of Genetic and Epigenetic Factors in Glioblastoma Multiform. , 0, , . 0

713 The DNA-Damage Response to Ionizing Radiation in Human Lymphocytes. , 0, , . 0

714 Gene Expression and miR Profiles of Human Corneal Fibroblasts in Response to Dexamethasone. , 2011,
52, 7282. 21

715 Prediction of Novel Pathway Elements and Interactions Using Bayesian Networks. , 2011, , . 1

716 Identification and functional analysis of novel genes expressed in the Anterior Visceral Endoderm.
International Journal of Developmental Biology, 2011, 55, 281-295. 0.3 19

717 A Toxicogenomic Comparison of Primary and Photochemically Altered Air Pollutant Mixtures.
Environmental Health Perspectives, 2011, 119, 1583-1589. 2.8 33

718 Microarray Analysis of Iris Gene Expression in Mice with Mutations Influencing Pigmentation. , 2011,
52, 237. 14

719 Comparative Transcriptome and Network Biology Analyses Demonstrate Antiproliferative and
Hyperapoptotic Phenotypes in Human Keratoconus Corneas. , 2011, 52, 6181. 40

720 Survivin Selectively Modulates Genes Deregulated in Human Leukemia Stem Cells. Journal of
Oncology, 2011, 2011, 1-14. 0.6 20



41

Citation Report

# Article IF Citations

721 GenSensor Suite: A Web-Based Tool for the Analysis of Gene and Protein Interactions, Pathways, and
Regulation. Advances in Bioinformatics, 2011, 2011, 1-7. 5.7 6

722 Differential Effects of Calorie Restriction and Exercise on the Adipose Transcriptome in Diet-Induced
Obese Mice. Journal of Obesity, 2011, 2011, 1-13. 1.1 47

723 Thousands of Novel Transcripts Identified in Mouse Cerebrum, Testis, and ES Cells Based on ribo-minus
RNA Sequencing. Frontiers in Genetics, 2011, 2, 93. 1.1 12

724 On Acute Gene Expression Changes after Ventral Root Replantation. Frontiers in Neurology, 2011, 1,
159. 1.1 13

725 Prevention of Adiposity by the Oral Administration of ?-Cryptoxanthin. Frontiers in Neurology, 2011, 2,
67. 1.1 22

726 Transcriptomic Analysis in a Drosophila Model Identifies Previously Implicated and Novel Pathways in
the Therapeutic Mechanism in Neuropsychiatric Disorders. Frontiers in Neuroscience, 2011, 5, 161. 1.4 6

727 Cortical gene expression in spinal cord injury and repair: insight into the functional complexity of
the neural regeneration program. Frontiers in Molecular Neuroscience, 2011, 4, 26. 1.4 17

728 Cranberry Proanthocyanidins Mediate Growth Arrest of Lung Cancer Cells through Modulation of
Gene Expression and Rapid Induction of Apoptosis. Molecules, 2011, 16, 2375-2390. 1.7 38

729 A Network-Based Approach to Prioritize Results from Genome-Wide Association Studies. PLoS ONE,
2011, 6, e24220. 1.1 64

730 NGF and proNGF Regulate Functionally Distinct mRNAs in PC12 Cells: An Early Gene Expression
Profiling. PLoS ONE, 2011, 6, e20839. 1.1 18

731 Ultradian Cortisol Pulsatility Encodes a Distinct, Biologically Important Signal. PLoS ONE, 2011, 6,
e15766. 1.1 44

732 c-Myc Regulates Self-Renewal in Bronchoalveolar Stem Cells. PLoS ONE, 2011, 6, e23707. 1.1 16

733 Genome-Wide and Phase-Specific DNA-Binding Rhythms of BMAL1 Control Circadian Output Functions
in Mouse Liver. PLoS Biology, 2011, 9, e1000595. 2.6 395

734 Diverse Roles and Interactions of the SWI/SNF Chromatin Remodeling Complex Revealed Using Global
Approaches. PLoS Genetics, 2011, 7, e1002008. 1.5 185

735
Differential Expression of Chemokine and Matrix Re-Modelling Genes Is Associated with Contrasting
Schistosome-Induced Hepatopathology in Murine Models. PLoS Neglected Tropical Diseases, 2011, 5,
e1178.

1.3 31

736 Time Course of Gene Expression Profiling in the Liver of Experimental Mice Infected with
Echinococcus multilocularis. PLoS ONE, 2011, 6, e14557. 1.1 25

737 A Curated Database of miRNA Mediated Feed-Forward Loops Involving MYC as Master Regulator. PLoS
ONE, 2011, 6, e14742. 1.1 49

738 The Characterisation of Three Types of Genes that Overlie Copy Number Variable Regions. PLoS ONE,
2011, 6, e14814. 1.1 24



42

Citation Report

# Article IF Citations

739 Estimating the Quality of Reprogrammed Cells Using ES Cell Differentiation Expression Patterns. PLoS
ONE, 2011, 6, e15336. 1.1 2

740 Regulation of Neutrophil Senescence by MicroRNAs. PLoS ONE, 2011, 6, e15810. 1.1 65

741 Comparative Proteomic Analysis of Lung Lamellar Bodies and Lysosome-Related Organelles. PLoS ONE,
2011, 6, e16482. 1.1 47

742 Autism and Increased Paternal Age Related Changes in Global Levels of Gene Expression Regulation.
PLoS ONE, 2011, 6, e16715. 1.1 91

743 Changes in Whole Blood Gene Expression in Obese Subjects with Type 2 Diabetes Following Bariatric
Surgery: a Pilot Study. PLoS ONE, 2011, 6, e16729. 1.1 70

744 Microgenomic Analysis in Skeletal Muscle: Expression Signatures of Individual Fast and Slow
Myofibers. PLoS ONE, 2011, 6, e16807. 1.1 91

745 A Computational Method for Prediction of Excretory Proteins and Application to Identification of
Gastric Cancer Markers in Urine. PLoS ONE, 2011, 6, e16875. 1.1 32

746 Distinct Early Molecular Responses to Mutations Causing vLINCL and JNCL Presage ATP Synthase
Subunit C Accumulation in Cerebellar Cells. PLoS ONE, 2011, 6, e17118. 1.1 53

747 Identification of ER Proteins Involved in the Functional Organisation of the Early Secretory Pathway
in Drosophila Cells by a Targeted RNAi Screen. PLoS ONE, 2011, 6, e17173. 1.1 34

748 Identification and Replication of Loci Involved in Camptothecin-Induced Cytotoxicity Using CEPH
Pedigrees. PLoS ONE, 2011, 6, e17561. 1.1 14

749 Epsteinâ€“Barr Virus (EBV) Rta-Mediated EBV and Kaposi's Sarcoma-Associated Herpesvirus Lytic
Reactivations in 293 Cells. PLoS ONE, 2011, 6, e17809. 1.1 16

750 GOBO: Gene Expression-Based Outcome for Breast Cancer Online. PLoS ONE, 2011, 6, e17911. 1.1 361

751 Comparison of Gene Expression Profiles in Chromate Transformed BEAS-2B Cells. PLoS ONE, 2011, 6,
e17982. 1.1 46

752 Identification of a Gene Regulatory Network Necessary for the Initiation of Oligodendrocyte
Differentiation. PLoS ONE, 2011, 6, e18088. 1.1 88

753 Multifaceted Intervention by the Hsp90 Inhibitor Ganetespib (STA-9090) in Cancer Cells with Activated
JAK/STAT Signaling. PLoS ONE, 2011, 6, e18552. 1.1 71

754 Differential Glucose-Regulation of MicroRNAs in Pancreatic Islets of Non-Obese Type 2 Diabetes Model
Goto-Kakizaki Rat. PLoS ONE, 2011, 6, e18613. 1.1 167

755 Oxidized LDL Receptor 1 (OLR1) as a Possible Link between Obesity, Dyslipidemia and Cancer. PLoS ONE,
2011, 6, e20277. 1.1 96

756 Increased Expression of the Dyslexia Candidate Gene DCDC2 Affects Length and Signaling of Primary
Cilia in Neurons. PLoS ONE, 2011, 6, e20580. 1.1 113



43

Citation Report

# Article IF Citations

757 Proteomic Analysis of Polypeptides Captured from Blood during Extracorporeal Albumin Dialysis in
Patients with Cholestasis and Resistant Pruritus. PLoS ONE, 2011, 6, e21850. 1.1 14

758 Interplay between SIN3A and STAT3 Mediates Chromatin Conformational Changes and GFAP Expression
during Cellular Differentiation. PLoS ONE, 2011, 6, e22018. 1.1 48

759 Quantitative Proteomics Identify Novel miR-155 Target Proteins. PLoS ONE, 2011, 6, e22146. 1.1 28

760 An Integrated Bioinformatics Approach Identifies Elevated Cyclin E2 Expression and E2F Activity as
Distinct Features of Tamoxifen Resistant Breast Tumors. PLoS ONE, 2011, 6, e22274. 1.1 33

761 Gene Network Inference and Biochemical Assessment Delineates GPCR Pathways and CREB Targets in
Small Intestinal Neuroendocrine Neoplasia. PLoS ONE, 2011, 6, e22457. 1.1 28

762 MIRTFnet: Analysis of miRNA Regulated Transcription Factors. PLoS ONE, 2011, 6, e22519. 1.1 25

763 Comparative mRNA and microRNA Expression Profiling of Three Genitourinary Cancers Reveals
Common Hallmarks and Cancer-Specific Molecular Events. PLoS ONE, 2011, 6, e22570. 1.1 69

764 Voluntary Wheel Running Reverses Age-Induced Changes in Hippocampal Gene Expression. PLoS ONE,
2011, 6, e22654. 1.1 61

765 Identification of Human Housekeeping Genes and Tissue-Selective Genes by Microarray Meta-Analysis.
PLoS ONE, 2011, 6, e22859. 1.1 124

766 Transcriptome Analysis of MSC and MSC-Derived Osteoblasts on ResomerÂ® LT706 and PCL: Impact of
Biomaterial Substrate on Osteogenic Differentiation. PLoS ONE, 2011, 6, e23195. 1.1 19

767 RNA-Seq of Human Neurons Derived from iPS Cells Reveals Candidate Long Non-Coding RNAs Involved
in Neurogenesis and Neuropsychiatric Disorders. PLoS ONE, 2011, 6, e23356. 1.1 227

768 Genomic Analysis of Parent-of-Origin Allelic Expression in Arabidopsis thaliana Seeds. PLoS ONE, 2011,
6, e23687. 1.1 178

769 A Global Clustering Algorithm to Identify Long Intergenic Non-Coding RNA - with Applications in
Mouse Macrophages. PLoS ONE, 2011, 6, e24051. 1.1 27

770 Inactivation of a Single Copy of Crebbp Selectively Alters Pre-mRNA Processing in Mouse
Hematopoietic Stem Cells. PLoS ONE, 2011, 6, e24153. 1.1 7

771 Identification of Single- and Multiple-Class Specific Signature Genes from Gene Expression Profiles by
Group Marker Index. PLoS ONE, 2011, 6, e24259. 1.1 12

772 Transcriptional Profiling of Chondrodysplasia Growth Plate Cartilage Reveals Adaptive ER-Stress
Networks That Allow Survival but Disrupt Hypertrophy. PLoS ONE, 2011, 6, e24600. 1.1 50

773 Identification of Hub Genes Related to the Recovery Phase of Irradiation Injury by Microarray and
Integrated Gene Network Analysis. PLoS ONE, 2011, 6, e24680. 1.1 19

774 Proteomic Interrogation of Human Chromatin. PLoS ONE, 2011, 6, e24747. 1.1 35



44

Citation Report

# Article IF Citations

775 Quantitative Phosphoproteomics of CXCL12 (SDF-1) Signaling. PLoS ONE, 2011, 6, e24918. 1.1 39

776 Necdin, a Negative Growth Regulator, Is a Novel STAT3 Target Gene Down-Regulated in Human Cancer.
PLoS ONE, 2011, 6, e24923. 1.1 16

777 Spatial Segregation of BMP/Smad Signaling Affects Osteoblast Differentiation in C2C12 Cells. PLoS
ONE, 2011, 6, e25163. 1.1 37

778 attract: A Method for Identifying Core Pathways That Define Cellular Phenotypes. PLoS ONE, 2011, 6,
e25445. 1.1 37

779 HIF-1 and SKN-1 Coordinate the Transcriptional Response to Hydrogen Sulfide in Caenorhabditis
elegans. PLoS ONE, 2011, 6, e25476. 1.1 55

780 An Integrated Transcriptomic and Meta-Analysis of Hepatoma Cells Reveals Factors That Influence
Susceptibility to HCV Infection. PLoS ONE, 2011, 6, e25584. 1.1 18

781 The E3 Ubiquitin Ligase Activity of Trip12 Is Essential for Mouse Embryogenesis. PLoS ONE, 2011, 6, e25871. 1.1 22

782 Contribution of ARLTS1 Cys148Arg (T442C) Variant with Prostate Cancer Risk and ARLTS1 Function in
Prostate Cancer Cells. PLoS ONE, 2011, 6, e26595. 1.1 8

783 Genome-Wide Binding Map of the HIV-1 Tat Protein to the Human Genome. PLoS ONE, 2011, 6, e26894. 1.1 40

784 Gene Expression Profile Change and Associated Physiological and Pathological Effects in Mouse Liver
Induced by Fasting and Refeeding. PLoS ONE, 2011, 6, e27553. 1.1 49

785 Epigenetic Modulation of miR-122 Facilitates Human Embryonic Stem Cell Self-Renewal and
Hepatocellular Carcinoma Proliferation. PLoS ONE, 2011, 6, e27740. 1.1 55

786 Identification of Prognostic Genes for Recurrent Risk Prediction in Triple Negative Breast Cancer
Patients in Taiwan. PLoS ONE, 2011, 6, e28222. 1.1 25

787 The Global Transcriptional Response of Fission Yeast to Hydrogen Sulfide. PLoS ONE, 2011, 6, e28275. 1.1 8

788 Gene Expression Profiling of Embryonic Human Neural Stem Cells and Dopaminergic Neurons from
Adult Human Substantia Nigra. PLoS ONE, 2011, 6, e28420. 1.1 30

789 Distinct Peripheral Blood RNA Responses to Salmonella in Pigs Differing in Salmonella Shedding
Levels: Intersection of IFNG, TLR and miRNA Pathways. PLoS ONE, 2011, 6, e28768. 1.1 47

790 Single Cell Analysis Facilitates Staging of Blimp1-Dependent Primordial Germ Cells Derived from
Mouse Embryonic Stem Cells. PLoS ONE, 2011, 6, e28960. 1.1 26

791 Microarray Analysis for <em>Saccharomyces cerevisiae</em>. Journal of Visualized Experiments, 2011, ,
. 0.2 3

792 Analysis of the Human Pancreatic Stellate Cell Secreted Proteome. Pancreas, 2011, 40, 557-566. 0.5 83



45

Citation Report

# Article IF Citations

793 Hypergraph visualization and enrichment statistics: how the EGAN paradigm facilitates organic
discovery from big data. Proceedings of SPIE, 2011, , . 0.8 5

794 Differences in Cartilage-Forming Capacity of Expanded Human Chondrocytes from Ear and Nose and
Their Gene Expression Profiles. Cell Transplantation, 2011, 20, 925-940. 1.2 52

795
Upregulated Signaling Pathways in Ruptured Human Saccular Intracranial Aneurysm Wall: An
Emerging Regulative Role of Toll-Like Receptor Signaling and Nuclear Factor-ÎºB, Hypoxia-Inducible
Factor-1A, and ETS Transcription Factors. Neurosurgery, 2011, 68, 1667-1676.

0.6 111

796 C-terminal domain of MEIS1 converts PKNOX1 (PREP1) into a HOXA9-collaborating oncoprotein. Blood,
2011, 118, 4682-4689. 0.6 9

797 Genome-wide DNA profiling of marginal zone lymphomas identifies subtype-specific lesions with an
impact on the clinical outcome. Blood, 2011, 117, 1595-1604. 0.6 173

798 Global gene expression analysis of human erythroid progenitors. Blood, 2011, 117, e96-e108. 0.6 95

799 RNA-seq analysis of 2 closely related leukemia clones that differ in their self-renewal capacity. Blood,
2011, 117, e27-e38. 0.6 57

800 Genomic profiling combined with gene expression profiling in primary central nervous system
lymphoma. Blood, 2011, 117, 1291-1300. 0.6 94

801 Hyperproliferation, cancer, and inflammation in mice expressing a Î”133p53-like isoform. Blood, 2011, 117,
5166-5177. 0.6 61

802 Gene expression profiling reveals the defining features of the classical, intermediate, and
nonclassical human monocyte subsets. Blood, 2011, 118, e16-e31. 0.6 873

803 Modulation of microRNA expression in human T-cell development: targeting of NOTCH3 by miR-150.
Blood, 2011, 117, 7053-7062. 0.6 199

804 Basal-like molecular subtype and HER4 up-regulation and response to neoadjuvant chemotherapy in
breast cancer. Oncology Reports, 2011, 26, 1037-45. 1.2 31

805 Impact of alkylphospholipids on the gene expression profile of HaCaT cells. Pharmacogenetics and
Genomics, 2011, 21, 375-387. 0.7 6

806 Systems Analysis of ATF3 in Stress Response and Cancer Reveals Opposing Effects on Pro-Apoptotic
Genes in p53 Pathway. PLoS ONE, 2011, 6, e26848. 1.1 50

807 Coupled preâ€•mRNA and mRNA dynamics unveil operational strategies underlying transcriptional
responses to stimuli. Molecular Systems Biology, 2011, 7, 529. 3.2 126

808 Classical Hodgkin's lymphoma shows epigenetic features of abortive plasma cell differentiation.
Haematologica, 2011, 96, 863-870. 1.7 20

809 Sex and circadian modulatory effects on rat liver as assessed by transcriptome analyses. Journal of
Toxicological Sciences, 2011, 36, 9-22. 0.7 28

810 A meta-analysis of single base-pair substitutions in translational termination codons ('nonstop') Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 62 Td (mutations) that cause human inherited disease. Human Genomics, 2011, 5, 241.1.4 34



46

Citation Report

# Article IF Citations

811 Cross-comparison of the genome sequences from human, chimpanzee, Neanderthal and a Denisovan
hominin identifies novel potentially compensated mutations. Human Genomics, 2011, 5, 453. 1.4 3

812 Overview of biological database mapping services for interoperation between different 'omics'
datasets. Human Genomics, 2011, 5, 703-8. 1.4 13

813 Exploring and challenging the network of angiogenesis. Scientific Reports, 2011, 1, 61. 1.6 10

814 Changes in cardiac gene expression after pigâ€•toâ€•primate orthotopic xenotransplantation.
Xenotransplantation, 2011, 18, 14-27. 1.6 50

815
Quantitative transcriptomic analysis of abscisic acidâ€•induced and reactive oxygen speciesâ€•dependent
expression changes and proteomic profiling in Arabidopsis suspension cells. Plant Journal, 2011, 67,
105-118.

2.8 83

816 Additive inheritance of histone modifications in <i>Arabidopsis thaliana</i> intraâ€•specific hybrids.
Plant Journal, 2011, 67, 691-700. 2.8 48

817 Caecal transcriptome analysis of colonized and nonâ€•colonized chickens within two genetic lines that
differ in caecal colonization by <i>Campylobacter jejuni</i>. Animal Genetics, 2011, 42, 491-500. 0.6 26

818 Transcriptional profiling during foetal skeletal muscle development of Piau and Yorkshire-Landrace
cross-bred pigs. Animal Genetics, 2011, 42, 600-612. 0.6 21

819 Proteomics analysis of mitochondrial extract from liver of female zebrafish undergoing starvation
and refeeding. Aquaculture Nutrition, 2011, 17, e413-e423. 1.1 14

820 Genome-wide analysis of brain transcriptional changes in honey bee (Apis mellifera L.) queens exposed
to carbon dioxide and physical manipulation. Insect Molecular Biology, 2011, 20, 387-398. 1.0 23

821 Divergent transcriptional response to thermal stress by <i>Anopheles gambiae</i> larvae carrying
alternative arrangements of inversion 2La. Molecular Ecology, 2011, 20, 2567-2580. 2.0 37

822 Transcriptomics of environmental acclimatization and survival in wild adult Pacific sockeye salmon
(Oncorhynchus nerka) during spawning migration. Molecular Ecology, 2011, 20, 4472-4489. 2.0 67

823 The effects of mitochondrial genotype on hypoxic survival and gene expression in a hybrid population
of the killifish, Fundulus heteroclitus. Molecular Ecology, 2011, 20, 4503-4520. 2.0 27

824 Apolipoprotein D alters the early transcriptional response to oxidative stress in the adult cerebellum.
Journal of Neurochemistry, 2011, 117, 949-960. 2.1 49

825 Crx broadly modulates the pineal transcriptome. Journal of Neurochemistry, 2011, 119, 262-274. 2.1 25

826 The Wnt/betaâ€•catenin pathway is activated during advanced arterial aging in humans. Aging Cell, 2011,
10, 220-232. 3.0 109

827 Gene expression signature is shared by patients with Alzheimerâ€™s disease and schizophrenia at the
superior temporal gyrus. European Journal of Neurology, 2011, 18, 410-424. 1.7 37

828
Microarray analysis of nemorosoneâ€•induced cytotoxic effects on pancreatic cancer cells reveals
activation of the unfolded protein response (UPR). British Journal of Pharmacology, 2011, 162,
1045-1059.

2.7 31



47

Citation Report

# Article IF Citations

829 Alveolar Macrophage Gene Expression Is Altered in the Setting of Alcohol Use Disorders. Alcoholism:
Clinical and Experimental Research, 2011, 35, 284-294. 1.4 13

830 Molecular Profiles of Drinking Alcohol to Intoxication in C57BL/6J Mice. Alcoholism: Clinical and
Experimental Research, 2011, 35, 659-670. 1.4 106

831 Transcriptional profiling of â€œguided bone regenerationâ€• in a critical-size calvarial defect. Clinical
Oral Implants Research, 2011, 22, 382-389. 1.9 59

832 Transcriptional profiling of osseointegration in humans. Clinical Oral Implants Research, 2011, 22,
373-381. 1.9 85

833 Gene expression profile of osseointegration of a hydrophilic compared with a hydrophobic
microrough implant surface. Clinical Oral Implants Research, 2011, 22, 365-372. 1.9 138

834 Cartilage oligomeric matrix protein (COMP) forms part of the connective tissue of normal human
hair follicles. Experimental Dermatology, 2011, 20, 361-366. 1.4 15

835 Colony-stimulating Factor 2 Inhibits Induction of Apoptosis in the Bovine Preimplantation Embryo.
American Journal of Reproductive Immunology, 2011, 65, 578-588. 1.2 38

836 Gene expression in accumbens GABA neurons from inbred rats with different drug-taking behavior.
Genes, Brain and Behavior, 2011, 10, 778-788. 1.1 18

837 A survey of the cellular responses in Pseudomonas putida KT2440 growing in sterilized soil by
microarray analysis. FEMS Microbiology Ecology, 2011, 78, 220-232. 1.3 19

838 LSD1 regulates the balance between self-renewal and differentiation in human embryonic stem cells.
Nature Cell Biology, 2011, 13, 652-659. 4.6 281

839 High-resolution characterization of a hepatocellular carcinoma genome. Nature Genetics, 2011, 43,
464-469. 9.4 265

840 Phosphoproteomic analysis reveals an intrinsic pathway for the regulation of histone deacetylase 7
that controls the function of cytotoxic T lymphocytes. Nature Immunology, 2011, 12, 352-361. 7.0 95

841 Energyâ€•Restricted Highâ€•Fat Diets Only Partially Improve Markers of Systemic and Adipose Tissue
Inflammation. Obesity, 2011, 19, 245-254. 1.5 37

842 eIF3m expression influences the regulation of tumorigenesis-related genes in human colon cancer.
Oncogene, 2011, 30, 398-409. 2.6 46

843 Integration of cap analysis of gene expression and chromatin immunoprecipitation analysis on array
reveals genome-wide androgen receptor signaling in prostate cancer cells. Oncogene, 2011, 30, 619-630. 2.6 99

844 Efficient in vivo microRNA targeting of liver metastasis. Oncogene, 2011, 30, 1481-1488. 2.6 101

845 Genome-wide screen reveals WNT11, a non-canonical WNT gene, as a direct target of ETS transcription
factor ERG. Oncogene, 2011, 30, 2044-2056. 2.6 35

846 Prdm14 initiates lymphoblastic leukemia after expanding a population of cells resembling common
lymphoid progenitors. Oncogene, 2011, 30, 2859-2873. 2.6 52



48

Citation Report

# Article IF Citations

847 Polyglutamine Atrophin provokes neurodegeneration in<i>Drosophila</i>by repressing<i>fat</i>.
EMBO Journal, 2011, 30, 945-958. 3.5 62

848 <i>Lgr4</i> is required for Paneth cell differentiation and maintenance of intestinal stem cells <i>ex
vivo</i>. EMBO Reports, 2011, 12, 558-564. 2.0 115

849 Human gene expression profiles of susceptibility and resistance in tuberculosis. Genes and Immunity,
2011, 12, 15-22. 2.2 288

850 Characterization of the macrophage transcriptome in glomerulonephritis-susceptible and -resistant
rat strains. Genes and Immunity, 2011, 12, 78-89. 2.2 11

851 Therapeutic hypothermia alters microRNA responses to traumatic brain injury in rats. Journal of
Cerebral Blood Flow and Metabolism, 2011, 31, 1897-1907. 2.4 89

852 Isolation of alveolar epithelial type II progenitor cells from adult human lungs. Laboratory
Investigation, 2011, 91, 363-378. 1.7 109

853 Genome-wide association study of conduct disorder symptomatology. Molecular Psychiatry, 2011, 16,
800-808. 4.1 103

854 Recapitulation of premature ageing with iPSCs from Hutchinsonâ€“Gilford progeria syndrome. Nature,
2011, 472, 221-225. 13.7 510

855 Gene expression patterns in the ventral tegmental area relate to oestrus behaviour in high-producing
dairy cows. Journal of Animal Breeding and Genetics, 2011, 128, 183-191. 0.8 1

856 Teratogen screening using transcriptome profiling of differentiating human embryonic stem cells.
Journal of Cellular and Molecular Medicine, 2011, 15, 1393-1401. 1.6 39

857 Sex-based differences in gene expression in hippocampus following postnatal lead exposure.
Toxicology and Applied Pharmacology, 2011, 256, 179-190. 1.3 28

859 The effect of four non-genotoxic carcinogens and four non-carcinogens on NRK-52E cells using a
transcriptomics approach. Toxicology, 2011, 290, 110. 2.0 2

860 Transcriptional responses of host peripheral blood cells to tuberculosis infection. Tuberculosis,
2011, 91, 390-399. 0.8 64

861 The metastatic cascade is reflected in the transcriptome of metastatic canine mammary carcinomas.
Veterinary Journal, 2011, 190, 236-243. 0.6 47

862 General and family-specific gene expression responses to viral hemorrhagic septicaemia virus
infection in rainbow trout (Oncorhynchus mykiss). Molecular Immunology, 2011, 48, 1046-1058. 1.0 18

863 Migrating Schistosoma japonicum schistosomula induce an innate immune response and wound
healing in the murine lung. Molecular Immunology, 2011, 49, 191-200. 1.0 27

864 Proteomic profiling of the human T-cell nucleolus. Molecular Immunology, 2011, 49, 441-452. 1.0 47

865 Radiation-induced epigenetic alterations after low and high LET irradiations. Mutation Research -
Fundamental and Molecular Mechanisms of Mutagenesis, 2011, 707, 24-33. 0.4 100



49

Citation Report

# Article IF Citations

866
Dynamics of the transcriptome response of cultured human embryonic stem cells to ionizing
radiation exposure. Mutation Research - Fundamental and Molecular Mechanisms of Mutagenesis, 2011,
709-710, 40-48.

0.4 27

867 MicroRNA history: Discovery, recent applications, and next frontiers. Mutation Research -
Fundamental and Molecular Mechanisms of Mutagenesis, 2011, 717, 1-8. 0.4 351

868 Proteome alterations of cortex and hippocampus tissues in mice subjected to vitamin A depletion.
Journal of Nutritional Biochemistry, 2011, 22, 1003-1008. 1.9 12

869 Inhibition of Gsk3Î² in cartilage induces osteoarthritic features through activation of the canonical
Wnt signaling pathway. Osteoarthritis and Cartilage, 2011, 19, 1363-1372. 0.6 58

870 TGFÎ²-1 and Wnt-3a interact to induce unique gene expression profiles in murine embryonic palate
mesenchymal cells. Reproductive Toxicology, 2011, 31, 128-133. 1.3 1

871 Genome-wide DNA methylation patterns in IVF-conceived mice and their progeny: A putative model for
ART-conceived humans. Reproductive Toxicology, 2011, 32, 98-105. 1.3 20

872 In vitro culture and characterization of putative porcine embryonic germ cells derived from domestic
breeds and Yucatan mini pig embryos at Days 20â€“24 of gestation. Stem Cell Research, 2011, 6, 226-237. 0.3 28

873 Long non-coding RNAs are expressed in oral mucosa and altered in oral premalignant lesions. Oral
Oncology, 2011, 47, 1055-1061. 0.8 74

874 Effect of postharvest water deficit stress on gene expression in heads of broccoli (Brassica oleracea) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 422 Td (var. italica). Postharvest Biology and Technology, 2011, 59, 113-123.2.9 6

875 Mechanisms of epileptogenesis and potential treatment targets. Lancet Neurology, The, 2011, 10, 173-186. 4.9 490

876 Transcriptional profiling of peripheral lymphoid tissue reveals genes and networks linked to SSBP/1
scrapie pathology in sheep. Veterinary Microbiology, 2011, 153, 218-228. 0.8 9

877 Comprehensive analysis of host gene expression in Autographa californica
nucleopolyhedrovirus-infected Spodoptera frugiperda cells. Virology, 2011, 412, 167-178. 1.1 59

878 Identification of novel Hoxa1 downstream targets regulating hindbrain, neural crest and inner ear
development. Developmental Biology, 2011, 357, 295-304. 0.9 51

879 Vascular endothelial growth factor (VEGF) isoform regulation of early forebrain development.
Developmental Biology, 2011, 358, 9-22. 0.9 30

880 Kruppel-like factor 5 is required for formation and differentiation of the bladder urothelium.
Developmental Biology, 2011, 358, 79-90. 0.9 50

881 Trachealess (Trh) regulates all tracheal genes during Drosophila embryogenesis. Developmental
Biology, 2011, 360, 160-172. 0.9 44

882 Joint analysis of transcriptional and post- transcriptional brain tumor data: searching for emergent
properties of cellular systems. BMC Bioinformatics, 2011, 12, 86. 1.2 8

883 Rotavirus infection activates the UPR but modulates its activity. Virology Journal, 2011, 8, 359. 1.4 20



50

Citation Report

# Article IF Citations

884 Limited redundancy in genes regulated by Cyclin T2 and Cyclin T1. BMC Research Notes, 2011, 4, 260. 0.6 16

885 Dynamic gene network reconstruction from gene expression data in mice after influenza A (H1N1)
infection. Journal of Clinical Bioinformatics, 2011, 1, 27. 1.2 14

886 Deregulation of the ubiquitin-proteasome system is the predominant molecular pathology in OPMD
animal models and patients. Skeletal Muscle, 2011, 1, 15. 1.9 40

887
Gene expression evidence for off-target effects caused by RNA interference-mediated gene silencing of
Ubiquitin-63E in the cattle tick Rhipicephalus microplus. International Journal for Parasitology, 2011,
41, 1001-1014.

1.3 33

888 Retinoblastoma-binding proteins 4 and 9 are important for human pluripotent stem cell maintenance.
Experimental Hematology, 2011, 39, 866-879.e1. 0.2 30

889 The protective effects of beta-lactam antibiotics in motor neuron disorders. Experimental Neurology,
2011, 231, 14-18. 2.0 10

890 A global transcriptomic view of the multifaceted role of glutathione peroxidase-1 in cerebral
ischemicâ€“reperfusion injury. Free Radical Biology and Medicine, 2011, 50, 736-748. 1.3 20

891 Identification of differentially expressed genes in the heart precursor cells of the chick embryo. Gene
Expression Patterns, 2011, 11, 437-447. 0.3 8

892 The induction of epigenetic regulation of PROS1 gene in lung fibroblasts by gold nanoparticles and
implications for potential lung injury. Biomaterials, 2011, 32, 7609-7615. 5.7 81

893 High-frequency stimulation of the ventrolateral thalamus regulates gene expression in hippocampus,
motor cortex and caudateâ€“putamen. Brain Research, 2011, 1391, 1-13. 1.1 16

894 Toward a comprehensive characterization of the phosphotyrosine proteome. Cellular Signalling, 2011,
23, 1387-1395. 1.7 19

895 Transcriptome analysis provides insights for understanding the adverse effects of endosulfan in
Drosophila melanogaster. Chemosphere, 2011, 82, 370-376. 4.2 27

896

Microproteomic analysis of 10,000 laser captured microdissected breast tumor cells using
short-range sodium dodecyl sulfate-polyacrylamide gel electrophoresis and porous layer open
tubular liquid chromatography tandem mass spectrometry. Journal of Chromatography A, 2011, 1218,
8168-8174.

1.8 57

897 Treatment with imatinib results in reduced IL-4-producing T cells, but increased CD4+ T cells in the
broncho-alveolar lavage of patients with systemic sclerosis. Clinical Immunology, 2011, 141, 293-303. 1.4 23

898 The human TTAGGG repeat factors 1 and 2 bind to a subset of interstitial telomeric sequences and
satellite repeats. Cell Research, 2011, 21, 1028-1038. 5.7 123

899 Co-compartmentalization of the Astroglial Glutamate Transporter, GLT-1, with Glycolytic Enzymes and
Mitochondria. Journal of Neuroscience, 2011, 31, 18275-18288. 1.7 175

900 Large-Scale Discovery of ERK2 Substrates Identifies ERK-Mediated Transcriptional Regulation by ETV3.
Science Signaling, 2011, 4, rs11. 1.6 125

901
A METHODOLOGY BASED ON MOLECULAR INTERACTIONS AND PATHWAYS TO FIND CANDIDATE GENES
ASSOCIATED TO DISEASES: ITS APPLICATION TO SCHIZOPHRENIA AND ALZHEIMER'S DISEASE. Journal of
Bioinformatics and Computational Biology, 2011, 09, 541-557.

0.3 5



51

Citation Report

# Article IF Citations

902 Breast Cancer Methylomes Establish an Epigenomic Foundation for Metastasis. Science Translational
Medicine, 2011, 3, 75ra25. 5.8 242

903 IL-1 Blockade Attenuates Islet Amyloid Polypeptide-Induced Proinflammatory Cytokine Release and
Pancreatic Islet Graft Dysfunction. Journal of Immunology, 2011, 187, 2755-2765. 0.4 175

904 Defining the earliest step of cardiovascular progenitor specification during embryonic stem cell
differentiation. Journal of Cell Biology, 2011, 192, 751-765. 2.3 114

905 Dopamine neurons derived from human ES cells efficiently engraft in animal models of Parkinsonâ€™s
disease. Nature, 2011, 480, 547-551. 13.7 1,603

906 A Proteome-wide, Quantitative Survey of In Vivo Ubiquitylation Sites Reveals Widespread Regulatory
Roles. Molecular and Cellular Proteomics, 2011, 10, M111.013284. 2.5 754

907 Regulation of male germ cell cycle arrest and differentiation by DND1 is modulated by genetic
background. Development (Cambridge), 2011, 138, 23-32. 1.2 89

908 Effect of oral intake of winged bean extract on a skin lichenification model: Evaluation by microarray
analysis. BioFactors, 2011, 37, 421-428. 2.6 6

909 Visualizing Gene-Set Enrichment Results Using the Cytoscape Plug-in Enrichment Map. Methods in
Molecular Biology, 2011, 781, 257-277. 0.4 68

910 Large-Scale Protein Profiling in Human Cell Lines Using Antibody-Based Proteomics. Journal of
Proteome Research, 2011, 10, 4066-4075. 1.8 19

911 A Qualitative and Quantitative Proteomic Study of Human Microdialysate and the Cutaneous Response
to Injury. AAPS Journal, 2011, 13, 309-317. 2.2 19

912 Global Survey of the Bovine Salivary Proteome: Integrating Multidimensional Prefractionation,
Targeted, and Glycocapture Strategies. Journal of Proteome Research, 2011, 10, 5059-5069. 1.8 55

913 Shared and Unique Components of Human Population Structure and Genome-Wide Signals of Positive
Selection in South Asia. American Journal of Human Genetics, 2011, 89, 731-744. 2.6 149

914 Conserved toxic responses across divergent phylogenetic lineages: a meta-analysis of the neurotoxic
effects of RDX among multiple species using toxicogenomics. Ecotoxicology, 2011, 20, 580-594. 1.1 34

915 Global proteomics analysis of testis and ovary in adult zebrafish (Danio rerio). Fish Physiology and
Biochemistry, 2011, 37, 619-647. 0.9 62

916 Functional Adaptations of the Transcriptome to Mastitis-Causing Pathogens: The Mammary Gland and
Beyond. Journal of Mammary Gland Biology and Neoplasia, 2011, 16, 305-322. 1.0 64

917 Glycodelin expression associates with differential tumour phenotype and outcome in sporadic and
familial non-BRCA1/2 breast cancer patients. Breast Cancer Research and Treatment, 2011, 128, 85-95. 1.1 17

918 Non-phosphorylated FTY720 Induces Apoptosis of Human Microglia by Activating SREBP2. Cellular and
Molecular Neurobiology, 2011, 31, 1009-1020. 1.7 26

919 A systems view of epithelialâ€“mesenchymal transition signaling states. Clinical and Experimental
Metastasis, 2011, 28, 137-155. 1.7 190



52

Citation Report

# Article IF Citations

920 OLIG2 is differentially expressed in pediatric astrocytic and in ependymal neoplasms. Journal of
Neuro-Oncology, 2011, 104, 423-438. 1.4 63

921 Inferring Nonstationary Gene Networks from Longitudinal Gene Expression Microarrays. Journal of
Signal Processing Systems, 2011, 65, 261-273. 1.4 1

922 Generation of a large-scale genomic resource for functional and comparative genomics in
Liriodendron tulipifera L.. Tree Genetics and Genomes, 2011, 7, 941-954. 0.6 13

923 Engineering of red cells of Arabidopsis thaliana and comparative genome-wide gene expression
analysis of red cells versus wild-type cells. Planta, 2011, 233, 787-805. 1.6 40

924 Transcriptomic analysis of cell-free fetal RNA suggests a specific molecular phenotype in trisomy 18.
Human Genetics, 2011, 129, 295-305. 1.8 44

925 Genetic analysis of Down syndrome-associated heart defects in mice. Human Genetics, 2011, 130, 623-632. 1.8 47

926 Proteome analysis of microtubule-associated proteins and their interacting partners from mammalian
brain. Amino Acids, 2011, 41, 363-385. 1.2 16

927 Uncovering the transcriptional circuitry in skeletal muscle regeneration. Mammalian Genome, 2011,
22, 272-281. 1.0 1

928 Identification of the translocation breakpoints in the Ts65Dn and Ts1Cje mouse lines: relevance for
modeling down syndrome. Mammalian Genome, 2011, 22, 674-684. 1.0 186

929
cGMP modulates responses to queen mandibular pheromone in worker honey bees. Journal of
Comparative Physiology A: Neuroethology, Sensory, Neural, and Behavioral Physiology, 2011, 197,
939-948.

0.7 15

930 Cardiac and vascular gene profiles in an animal model of takotsubo cardiomyopathy. Heart and
Vessels, 2011, 26, 321-337. 0.5 21

931 Rat neonatal beta cells lack the specialised metabolic phenotype of mature beta cells. Diabetologia,
2011, 54, 594-604. 2.9 111

932 Antigens in chronic myeloid leukemia: implications for vaccine development. Cancer Immunology,
Immunotherapy, 2011, 60, 1655-1668. 2.0 21

933 Picoplatin overcomes resistance to cell toxicity in small-cell lung cancer cells previously treated
with cisplatin and carboplatin. Cancer Chemotherapy and Pharmacology, 2011, 67, 1389-1400. 1.1 40

934 Overexpression of SUMO perturbs the growth and development of Caenorhabditis elegans. Cellular
and Molecular Life Sciences, 2011, 68, 3219-3232. 2.4 15

935
Genetic control of chicken heterophil function in advanced intercross lines: associations with novel
and with known Salmonella resistance loci and a likely mechanism for cell death in extracellular
trap production. Immunogenetics, 2011, 63, 449-458.

1.2 42

936
A two-dimensional protein fragmentation-proteomic study of neuronal ceroid lipofuscinoses:
Identification and characterization of differentially expressed proteins. Journal of Chromatography
B: Analytical Technologies in the Biomedical and Life Sciences, 2011, 879, 304-316.

1.2 8

937 Human Whartonâ€™s Jelly Stem Cells Have Unique Transcriptome Profiles Compared to Human Embryonic
Stem Cells and Other Mesenchymal Stem Cells. Stem Cell Reviews and Reports, 2011, 7, 1-16. 5.6 296



53

Citation Report

# Article IF Citations

938 Effects of Cryopreservation on the Transcriptome of Human Embryonic Stem Cells After Thawing and
Culturing. Stem Cell Reviews and Reports, 2011, 7, 506-517. 5.6 45

939 Analysis of gene expression profiles from subcutaneous adipose tissue of two pig breeds. Genes and
Genomics, 2011, 33, 693-699. 0.5 2

940 The effects of aging vs. Î±7 nAChR subunit deficiency on the mouse brain transcriptome: aging beats the
deficiency. Age, 2011, 33, 1-13. 3.0 6

941 An Arabidopsis thaliana (Ler) inbred line AFDL exhibiting abnormal flower development mainly caused
by reduced AP1 expression. Science Bulletin, 2011, 56, 39-47. 1.7 5

942 TEAD1-dependent expression of the FoxO3a gene in mouse skeletal muscle. BMC Molecular Biology,
2011, 12, 1. 3.0 39

943
Host response transcriptional profiling reveals extracellular components and ABC (ATP-binding) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 547 Td (cassette) transporters gene enrichment in typhoid fever-infected Nigerian children. BMC Infectious

Diseases, 2011, 11, 241.
1.3 11

944 Dengue-2 Structural Proteins Associate with Human Proteins to Produce a Coagulation and Innate
Immune Response Biased Interactome. BMC Infectious Diseases, 2011, 11, 34. 1.3 23

945 Parental ages and levels of DNA methylation in the newborn are correlated. BMC Medical Genetics,
2011, 12, 47. 2.1 86

946 MiR-185 Targets the DNA Methyltransferases 1 and Regulates Global DNA Methylation in human glioma.
Molecular Cancer, 2011, 10, 124. 7.9 106

947 Retinoic acid pathway activity in wilms tumors and characterization of biological responses in vitro.
Molecular Cancer, 2011, 10, 136. 7.9 21

948 Expression patterns of microRNAs associated with CML phases and their disease related targets.
Molecular Cancer, 2011, 10, 41. 7.9 124

949 Effects of 1Î±,25 dihydroxyvitamin D3 and testosterone on miRNA and mRNA expression in LNCaP cells.
Molecular Cancer, 2011, 10, 58. 7.9 112

950 Analysis of EGFR signaling pathway in nasopharyngeal carcinoma cells by quantitative
phosphoproteomics. Proteome Science, 2011, 9, 35. 0.7 30

951 Comparison of human glomerulus proteomic profiles obtained from low quantities of samples by
different mass spectrometry with the comprehensive database. Proteome Science, 2011, 9, 47. 0.7 14

952 Complex modulation of androgen responsive gene expression by methoxyacetic acid. Reproductive
Biology and Endocrinology, 2011, 9, 42. 1.4 12

953 The HIV-1 gp120/V3 modifies the response of uninfected CD4 T cells to antigen presentation: mapping of
the specific transcriptional signature. Journal of Translational Medicine, 2011, 9, 160. 1.8 8

954 Role of adhesion molecules and inflammation in Venezuelan equine encephalitis virus infected mouse
brain. Virology Journal, 2011, 8, 197. 1.4 31

955 The biology of lysine acetylation integrates transcriptional programming and metabolism. Nutrition
and Metabolism, 2011, 8, 12. 1.3 59



54

Citation Report

# Article IF Citations

956 Effect of L-carnitine on the hepatic transcript profile in piglets as animal model. Nutrition and
Metabolism, 2011, 8, 76. 1.3 20

957 A robust approach based on Weibull distribution for clustering gene expression data. Algorithms for
Molecular Biology, 2011, 6, 14. 0.3 20

958 A genome-wide analysis reveals that the Drosophila transcription factor Lola promotes axon growth
in part by suppressing expression of the actin nucleation factor Spire. Neural Development, 2011, 6, 37. 1.1 20

959 Decreased expression of B cell related genes in leukocytes of women with Parkinson's disease.
Molecular Neurodegeneration, 2011, 6, 66. 4.4 23

960
Analysis of striatal transcriptome in mice overexpressing human wild-type alpha-synuclein supports
synaptic dysfunction and suggests mechanisms of neuroprotection for striatal neurons. Molecular
Neurodegeneration, 2011, 6, 83.

4.4 30

961 Prioritizing cancer-related genes with aberrant methylation based on a weighted protein-protein
interaction network. BMC Systems Biology, 2011, 5, 158. 3.0 20

962 Initial characterization of the human central proteome. BMC Systems Biology, 2011, 5, 17. 3.0 66

963 Predictive integration of gene functional similarity and co-expression defines treatment response of
endothelial progenitor cells. BMC Systems Biology, 2011, 5, 46. 3.0 7

964 A protein network-guided screen for cell cycle regulators in Drosophila. BMC Systems Biology, 2011, 5,
65. 3.0 10

965 Large-scale analysis of expression signatures reveals hidden links among diverse cellular processes.
BMC Systems Biology, 2011, 5, 87. 3.0 7

966 Differentially co-expressed interacting protein pairs discriminate samples under distinct stages of HIV
type 1 infection. BMC Systems Biology, 2011, 5, S1. 3.0 9

967 Exploring molecular links between lymph node invasion and cancer prognosis in human breast
cancer. BMC Systems Biology, 2011, 5, S4. 3.0 8

968 Novel Markov model of induced pluripotency predicts gene expression changes in reprogramming.
BMC Systems Biology, 2011, 5, S8. 3.0 3

969 Integration of breast cancer gene signatures based on graph centrality. BMC Systems Biology, 2011, 5,
S10. 3.0 62

970 Sex hormones and gene expression signatures in peripheral blood from postmenopausal women - the
NOWAC postgenome study. BMC Medical Genomics, 2011, 4, 29. 0.7 9

971 Exon array analysis reveals neuroblastoma tumors have distinct alternative splicing patterns
according to stage and MYCN amplification status. BMC Medical Genomics, 2011, 4, 35. 0.7 40

972
Comparative analysis of the human hepatic and adipose tissue transcriptomes during LPS-induced
inflammation leads to the identification of differential biological pathways and candidate biomarkers.
BMC Medical Genomics, 2011, 4, 71.

0.7 20

973 Comprehensive analysis of human microRNA target networks. BioData Mining, 2011, 4, 17. 2.2 69



55

Citation Report

# Article IF Citations

974 Transcriptional regulatory program in wild-type and retinoblastoma gene-deficient mouse embryonic
fibroblasts during adipocyte differentiation. BMC Research Notes, 2011, 4, 157. 0.6 10

975 Computational toxicology using the OpenTox application programming interface and Bioclipse. BMC
Research Notes, 2011, 4, 487. 0.6 16

976 A DIGE study on the effects of salbutamol on the rat muscle proteome - an exemplar of best practice
for data sharing in proteomics. BMC Research Notes, 2011, 4, 86. 0.6 6

977 Genome-wide mapping of imprinted differentially methylated regions by DNA methylation profiling of
human placentas from triploidies. Epigenetics and Chromatin, 2011, 4, 10. 1.8 84

978 Extensive epigenetic reprogramming in human somatic tissues between fetus and adult. Epigenetics and
Chromatin, 2011, 4, 7. 1.8 57

979 A noise-reduction GWAS analysis implicates altered regulation of neurite outgrowth and guidance in
autism. Molecular Autism, 2011, 2, 1. 2.6 191

980 Association between plasma metabolites and gene expression profiles in five porcine endocrine
tissues. Genetics Selection Evolution, 2011, 43, 28. 1.2 9

981 Expression analysis of asthma candidate genes during human and murine lung development.
Respiratory Research, 2011, 12, 86. 1.4 55

982 Identifier mapping performance for integrating transcriptomics and proteomics experimental results.
BMC Bioinformatics, 2011, 12, 213. 1.2 73

983 Algal Functional Annotation Tool: a web-based analysis suite to functionally interpret large gene
lists using integrated annotation and expression data. BMC Bioinformatics, 2011, 12, 282. 1.2 84

984 SegMine workflows for semantic microarray data analysis in Orange4WS. BMC Bioinformatics, 2011,
12, 416. 1.2 20

985 clusterMaker: a multi-algorithm clustering plugin for Cytoscape. BMC Bioinformatics, 2011, 12, 436. 1.2 541

986 Consistent Differential Expression Pattern (CDEP) on microarray to identify genes related to
metastatic behavior. BMC Bioinformatics, 2011, 12, 438. 1.2 9

987 Network based transcription factor analysis of regenerating axolotl limbs. BMC Bioinformatics, 2011,
12, 80. 1.2 25

988 Appearance frequency modulated gene set enrichment testing. BMC Bioinformatics, 2011, 12, 81. 1.2 6

989 A regression analysis of gene expression in ES cells reveals two gene classes that are significantly
different in epigenetic patterns. BMC Bioinformatics, 2011, 12, S50. 1.2 18

990 Evidence for intron length conservation in a set of mammalian genes associated with embryonic
development. BMC Bioinformatics, 2011, 12, S16. 1.2 17

991 Changes in transcriptional orientation are associated with increases in evolutionary rates of
enterobacterial genes. BMC Bioinformatics, 2011, 12, S19. 1.2 5



56

Citation Report

# Article IF Citations

992 Genome-wide mapping of Sox6 binding sites in skeletal muscle reveals both direct and indirect
regulation of muscle terminal differentiation by Sox6. BMC Developmental Biology, 2011, 11, 59. 2.1 46

993 Synchronization of cytoplasmic and transferred mitochondrial ribosomal protein gene expression in
land plants is linked to Telo-box motif enrichment. BMC Evolutionary Biology, 2011, 11, 161. 3.2 7

994 Sequential analysis of global gene expression profiles in immature and in vitro matured bovine
oocytes: potential molecular markers of oocyte maturation. BMC Genomics, 2011, 12, 151. 1.2 70

995 Alu distribution and mutation types of cancer genes. BMC Genomics, 2011, 12, 157. 1.2 39

996 Comparative transcriptome profiling of amyloid precursor protein family members in the adult
cortex. BMC Genomics, 2011, 12, 160. 1.2 39

997 Time-series clustering of gene expression in irradiated and bystander fibroblasts: an application of
FBPA clustering. BMC Genomics, 2011, 12, 2. 1.2 42

998 Gene expression patterns in four brain areas associate with quantitative measure of estrous behavior
in dairy cows. BMC Genomics, 2011, 12, 200. 1.2 16

999 Transcriptomic analysis of milk somatic cells in mastitis resistant and susceptible sheep upon
challenge with Staphylococcus epidermidis and Staphylococcus aureus. BMC Genomics, 2011, 12, 208. 1.2 67

1000 MicroRNA profiling of rhesus macaque embryonic stem cells. BMC Genomics, 2011, 12, 276. 1.2 16

1001 Global analysis of gene expression in mineralizing fish vertebra-derived cell lines: new insights into
anti-mineralogenic effect of vanadate. BMC Genomics, 2011, 12, 310. 1.2 13

1002 Histological and transcriptome-wide level characteristics of fetal myofiber hyperplasia during the
second half of gestation in Texel and Ujumqin sheep. BMC Genomics, 2011, 12, 411. 1.2 27

1003 Transcriptomic analysis supports similar functional roles for the two thymuses of the tammar
wallaby. BMC Genomics, 2011, 12, 420. 1.2 21

1004 Histological and global gene expression analysis of the 'lactating' pigeon crop. BMC Genomics, 2011, 12,
452. 1.2 47

1005 Spleen transcriptome response to infection with avian pathogenic Escherichia coli in broiler
chickens. BMC Genomics, 2011, 12, 469. 1.2 76

1006 Genome-wide examination of the transcriptional response to ecdysteroids 20-hydroxyecdysone and
ponasterone A in Drosophila melanogaster. BMC Genomics, 2011, 12, 475. 1.2 17

1007 Nutrigenomics in honey bees: digital gene expression analysis of pollen's nutritive effects on healthy
and varroa-parasitized bees. BMC Genomics, 2011, 12, 496. 1.2 186

1008 Global analysis of gene expression in NGF-deprived sympathetic neurons identifies molecular pathways
associated with cell death. BMC Genomics, 2011, 12, 551. 1.2 36

1009 Nuclear Receptor HNF4Î± Binding Sequences are Widespread in Alu Repeats. BMC Genomics, 2011, 12, 560. 1.2 20



57

Citation Report

# Article IF Citations

1010 Genetic architecture of gene expression in ovine skeletal muscle. BMC Genomics, 2011, 12, 607. 1.2 18

1011 Proteomic analysis of endothelial cold-adaptation. BMC Genomics, 2011, 12, 630. 1.2 19

1012 Differential gene expression in liver and small intestine from lactating rats compared to age-matched
virgin controls detects increased mRNA of cholesterol biosynthetic genes. BMC Genomics, 2011, 12, 95. 1.2 22

1013 Identification of nucleotide patterns enriched in secreted RNAs as putative cis-acting elements
targeting them to exosome nano-vesicles. BMC Genomics, 2011, 12, S18. 1.2 145

1014 Transcriptomic profiles of peripheral white blood cells in type II diabetes and racial differences in
expression profiles. BMC Genomics, 2011, 12, S12. 1.2 12

1015 Mass spectrometryâ€•based proteomics of endoscopically collected pancreatic fluid in chronic
pancreatitis research. Proteomics - Clinical Applications, 2011, 5, 109-120. 0.8 19

1016 Surveying proteolytic processes in human cancer microenvironments by microdialysis and
activityâ€•based mass spectrometry. Proteomics - Clinical Applications, 2011, 5, 636-643. 0.8 19

1017 Discordant and chameleon sequences: Their distribution and implications for amyloidogenicity.
Protein Science, 2011, 20, 567-579. 3.1 29

1018 Discovery of biomarker candidates for coronary artery disease from an APOEâ€•knock out mouse model
using iTRAQâ€•based multiplex quantitative proteomics. Proteomics, 2011, 11, 2763-2776. 1.3 30

1019 Exploring the proteome of an echinoderm nervous system: 2â€•DE of the sea star radial nerve cord and
the synaptosomal membranes subproteome. Proteomics, 2011, 11, 1359-1364. 1.3 25

1020 <i>Visualize</i>: A free and open source multifunction tool for proteomics data analysis. Proteomics,
2011, 11, 1058-1063. 1.3 30

1021 Proteome characterization of sea star coelomocytes â€“ The innate immune effector cells of
echinoderms. Proteomics, 2011, 11, 3587-3592. 1.3 30

1022 Quantitative temporal proteomic analysis of human embryonic stem cell differentiation into
oligodendrocyte progenitor cells. Proteomics, 2011, 11, 4007-4020. 1.3 39

1023 GSK-3Î² Inhibition Promotes Engraftment of Ex Vivo-Expanded Hematopoietic Stem Cells and Modulates
Gene Expression. Stem Cells, 2011, 29, 108-118. 1.4 63

1024 Novel Stem/Progenitor Cell Population from Murine Tracheal Submucosal Gland Ducts with
Multipotent Regenerative Potential. Stem Cells, 2011, 29, 1283-1293. 1.4 124

1025 Signaling pathways in early cardiac development. Wiley Interdisciplinary Reviews: Systems Biology and
Medicine, 2011, 3, 191-205. 6.6 15

1026 Functional genomics of the brain: uncovering networks in the CNS using a systems approach. Wiley
Interdisciplinary Reviews: Systems Biology and Medicine, 2011, 3, 628-648. 6.6 11

1027 A Microarray Tool Provides Pathway and GO Term Analysis. Molecular Informatics, 2011, 30, 918-921. 1.4 2



58

Citation Report

# Article IF Citations

1028 Dietary <scp>L</scp>â€•carnitine alters gene expression in skeletal muscle of piglets. Molecular
Nutrition and Food Research, 2011, 55, 419-429. 1.5 32

1029 Longâ€•term adaptation of global transcription and metabolism in the liver of highâ€•fat dietâ€•fed C57BL/6J
mice. Molecular Nutrition and Food Research, 2011, 55, S173-85. 1.5 68

1030 Isolation and transcriptome analysis of adult zebrafish cells enriched for skeletal muscle
progenitors. Muscle and Nerve, 2011, 43, 741-750. 1.0 16

1031
Dissection of the oncogenic MYCN transcriptional network reveals a large set of clinically relevant
cell cycle genes as drivers of neuroblastoma tumorigenesis. Molecular Carcinogenesis, 2011, 50,
403-411.

1.3 24

1032 MicroRNAâ€•26a is a novel regulator of vascular smooth muscle cell function. Journal of Cellular
Physiology, 2011, 226, 1035-1043. 2.0 248

1033
Gene profiling reveals hydrogen sulphide recruits death signaling via the
Nâ€•methylâ€•<scp>D</scp>â€•aspartate receptor identifying commonalities with excitotoxicity. Journal of
Cellular Physiology, 2011, 226, 1308-1322.

2.0 30

1034 Cell growing density affects the structural and functional properties of Cacoâ€•2 differentiated
monolayer. Journal of Cellular Physiology, 2011, 226, 1531-1543. 2.0 94

1035 5-fluorouracil drug alters the microrna expression profiles in MCF-7 breast cancer cells. Journal of
Cellular Physiology, 2011, 226, 1868-1878. 2.0 53

1036 A de novo 3.54â€‰Mb deletion of 17q22â€•q23.1 associated with hydrocephalus: A case report and review of
literature. American Journal of Medical Genetics, Part A, 2011, 155, 3082-3086. 0.7 16

1037 Human Î²â€•defensin 3 affects the activity of proâ€•inflammatory pathways associated with MyD88 and TRIF.
European Journal of Immunology, 2011, 41, 3291-3300. 1.6 122

1038 Proteome and phosphoproteome of primary cultured pig urothelial cells. Electrophoresis, 2011, 32,
3600-3611. 1.3 8

1039 Activation of interferon signaling pathways in spinal cord astrocytes from an ALS mouse model. Glia,
2011, 59, 946-958. 2.5 82

1040 Motor neuron impairment mediated by a sumoylated fragment of the glial glutamate transporter
EAAT2. Glia, 2011, 59, 1719-1731. 2.5 59

1041 Delayed effects of exposure to a moderate radiation dose on transcription profiles in human primary
fibroblasts. Environmental and Molecular Mutagenesis, 2011, 52, 117-129. 0.9 9

1042
Pulmonary response to surfaceâ€•coated nanotitanium dioxide particles includes induction of acute
phase response genes, inflammatory cascades, and changes in microRNAs: A toxicogenomic study.
Environmental and Molecular Mutagenesis, 2011, 52, 425-439.

0.9 148

1043 Induction of DNA damage signaling genes in benzidine-treated HepG2 cells. Environmental and
Molecular Mutagenesis, 2011, 52, 664-672. 0.9 12

1044 Characterization of copy numberâ€•stable regions in the human genome. Human Mutation, 2011, 32,
947-955. 1.1 19

1045 High frequency of rare copy number variants affecting functionally related genes in patients with
structural brain malformations. Human Mutation, 2011, 32, 1427-1435. 1.1 24



59

Citation Report

# Article IF Citations

1046 Tumor associated mesenchymal stem cells protects ovarian cancer cells from hyperthermia through
CXCL12. International Journal of Cancer, 2011, 128, 715-725. 2.3 96

1047 Zinc deficiency activates S100A8 inflammation in the absence of COXâ€•2 and promotes murine
oralâ€•esophageal tumor progression. International Journal of Cancer, 2011, 129, 331-345. 2.3 36

1048 Gene expression profiling reveals novel biomarkers in nonsmall cell lung cancer. International
Journal of Cancer, 2011, 129, 355-364. 2.3 224

1049 Largeâ€•scale integration of microarray data reveals genes and pathways common to multiple cancer
types. International Journal of Cancer, 2011, 128, 2881-2891. 2.3 33

1050 MED29, a component of the mediator complex, possesses both oncogenic and tumor suppressive
characteristics in pancreatic cancer. International Journal of Cancer, 2011, 129, 2553-2565. 2.3 18

1051 Delayed response in the rat frontal lobe transcriptome to perinatal exposure to the flame retardant
<scp>BDE</scp>â€•47. Journal of Applied Toxicology, 2011, 31, 477-483. 1.4 26

1052 Molecular disease map of bone characterizing the postmenopausal osteoporosis phenotype. Journal
of Bone and Mineral Research, 2011, 26, 1793-1801. 3.1 53

1053 NF-AT5 is a critical regulator of inflammatory arthritis. Arthritis and Rheumatism, 2011, 63, 1843-1852. 6.7 75

1054 Rituximab treatment induces the expression of genes involved in healing processes in the rheumatoid
arthritis synovium. Arthritis and Rheumatism, 2011, 63, 1246-1254. 6.7 30

1055 Racial differences in geneâ€•specific DNA methylation levels are present at birth. Birth Defects Research
Part A: Clinical and Molecular Teratology, 2011, 91, 728-736. 1.6 131

1056 MicroRNA gene expression signatures in the developing neural tube. Birth Defects Research Part A:
Clinical and Molecular Teratology, 2011, 91, 744-762. 1.6 33

1057 Blood Gene Expression Profiling of Breast Cancer Survivors Experiencing Fibrosis. International
Journal of Radiation Oncology Biology Physics, 2011, 79, 875-883. 0.4 12

1058
Shotgun proteomic analysis of microdissected postmortem human pituitary using complementary
two-dimensional liquid chromatography coupled with tandem mass spectrometer. Analytica Chimica
Acta, 2011, 688, 183-190.

2.6 13

1059 Genetic identification of unique immunological responses in mice infected with virulent and
attenuated Francisella tularensis. Microbes and Infection, 2011, 13, 261-275. 1.0 14

1060
Next generation functional proteomics in non-model plants: A survey on techniques and applications
for the analysis of protein complexes and post-translational modifications. Phytochemistry, 2011, 72,
1192-1218.

1.4 28

1061 Insight into potential toxicity mechanisms of melamine: An in silico study. Toxicology, 2011, 283, 96-100. 2.0 38

1062 Gene set assembly for quantitative prediction of developmental toxicity in the embryonic stem cell
test. Toxicology, 2011, 284, 63-71. 2.0 33

1063 Pulmonary gene and microRNA expression changes in mice exposed to benzo(a)pyrene by oral gavage.
Toxicology, 2011, 285, 133-141. 2.0 60



60

Citation Report

# Article IF Citations

1064 Host- and Strain-Specific Regulation of Influenza Virus Polymerase Activity by Interacting Cellular
Proteins. MBio, 2011, 2, . 1.8 145

1065 Multiple Loci Modulate Opioid Therapy Response for Cancer Pain. Clinical Cancer Research, 2011, 17,
4581-4587. 3.2 37

1066 Key gene regulatory sequences with distinctive ontological signatures associate with differentially
endonuclease-accessible mouse sperm chromatin. Reproduction, 2011, 142, 73-86. 1.1 14

1067 Phosphatase and tensin homologue/protein kinase B pathway linked to motor neuron survival in
human superoxide dismutase 1-related amyotrophic lateral sclerosis. Brain, 2011, 134, 506-517. 3.7 71

1068 Genome-Wide Analysis of a Wnt1-Regulated Transcriptional Network Implicates Neurodegenerative
Pathways. Science Signaling, 2011, 4, ra65. 1.6 50

1069 Gene ontology analysis of the centrosome proteomes of Drosophila and human. Communicative and
Integrative Biology, 2011, 4, 308-311. 0.6 7

1070 Discovery Approaches to UPR in Athero-Susceptible Endothelium In Vivo. Methods in Enzymology, 2011,
489, 109-126. 0.4 3

1071 Crosstalk between c-Jun and TAp73Î±/Î² contributes to the apoptosisâ€“survival balance. Nucleic Acids
Research, 2011, 39, 6069-6085. 6.5 49

1072 Expression Profiling Identifies <i>Klf15</i> as a Glucocorticoid Target That Regulates Airway
Hyperresponsiveness. American Journal of Respiratory Cell and Molecular Biology, 2011, 45, 642-649. 1.4 54

1073 Intestinal Injury and Endotoxemia in Children Undergoing Surgery for Congenital Heart Disease.
American Journal of Respiratory and Critical Care Medicine, 2011, 184, 1261-1269. 2.5 53

1074 Developmental control of the DNA replication and transcription programs. Genome Research, 2011, 21,
175-181. 2.4 78

1075 Genes involved in convergent evolution of eusociality in bees. Proceedings of the National Academy
of Sciences of the United States of America, 2011, 108, 7472-7477. 3.3 199

1076 Species-Specific Strategies Underlying Conserved Functions of Metabolic Transcription Factors.
Molecular Endocrinology, 2011, 25, 694-706. 3.7 53

1077
Integrated Genomic Analysis of Nodular Tissue in Macronodular Adrenocortical Hyperplasia:
Progression of Tumorigenesis in a Disorder Associated with Multiple Benign Lesions. Journal of
Clinical Endocrinology and Metabolism, 2011, 96, E728-E738.

1.8 42

1078 A comparison of analog and Next-Generation transcriptomic tools for mammalian studies. Briefings in
Functional Genomics, 2011, 10, 135-150. 1.3 59

1079 Nearest hyperplane distance neighbor clustering algorithm applied to gene co-expression analysis in
Alzheimer's disease. , 2011, 2011, 5559-62. 6

1080 Waves of early transcriptional activation and pluripotency program initiation during human
preimplantation development. Development (Cambridge), 2011, 138, 3699-3709. 1.2 237

1081 KOBAS 2.0: a web server for annotation and identification of enriched pathways and diseases. Nucleic
Acids Research, 2011, 39, W316-W322. 6.5 3,897



61

Citation Report

# Article IF Citations

1082 Transcriptional analysis of the endothelial response to diabetes reveals a role for galectin-3.
Physiological Genomics, 2011, 43, 1144-1152. 1.0 31

1083 Hepatic Oxidoreduction-Related Genes Are Upregulated by Administration of Hydrogen-Saturated
Drinking Water. Bioscience, Biotechnology and Biochemistry, 2011, 75, 774-776. 0.6 30

1084 Cell Type-specific Target Selection by Combinatorial Binding of Smad2/3 Proteins and Hepatocyte
Nuclear Factor 4Î± in HepG2 Cells. Journal of Biological Chemistry, 2011, 286, 29848-29860. 1.6 38

1085 Studies on Experimental Models. , 2011, , . 1

1086 Identification of Potentially Neuroprotective Genes Upregulated by Neurotrophin Treatment of CA3
Neurons in the Injured Brain. Journal of Neurotrauma, 2011, 28, 415-430. 1.7 13

1087 Experiment Specific Expression Patterns. Journal of Computational Biology, 2011, 18, 1423-1435. 0.8 0

1088 Effect of life history on microRNA expression during <i>C. elegans</i> development. Rna, 2011, 17,
639-651. 1.6 65

1089 Mesenchymal Stromal Cells from Neonatal Tracheal Aspirates Demonstrate a Pattern of Lung-Specific
Gene Expression. Stem Cells and Development, 2011, 20, 1995-2007. 1.1 45

1090
The acquisition of resistance to TNFÎ± in breast cancer cells is associated with constitutive activation
of autophagy as revealed by a transcriptome analysis using a custom microarray. Autophagy, 2011, 7,
760-770.

4.3 99

1091 Ingested Maple Syrup Evokes a Possible Liver-Protecting Effectâ€”Physiologic and Genomic
Investigations with Rats. Bioscience, Biotechnology and Biochemistry, 2011, 75, 2408-2410. 0.6 17

1092 Egr1 Expression Is Induced Following Glatiramer Acetate Immunotherapy in Rodent Models of
Glaucoma and Alzheimer's Disease. , 2011, 52, 9033. 41

1093
Prognostic gene-expression signature of carcinoma-associated fibroblasts in non-small cell lung
cancer. Proceedings of the National Academy of Sciences of the United States of America, 2011, 108,
7160-7165.

3.3 317

1094 Complement Protein C1q-Mediated Neuroprotection Is Correlated with Regulation of Neuronal Gene
and MicroRNA Expression. Journal of Neuroscience, 2011, 31, 3459-3469. 1.7 129

1095 Coronary Artery Endothelial Transcriptome In Vivo. Circulation: Cardiovascular Genetics, 2011, 4,
243-252. 5.1 54

1096 Functional Genomics of Physiological Plasticity and Local Adaptation in Killifish. Journal of Heredity,
2011, 102, 499-511. 1.0 95

1097
The Gut Mucosal Viral Reservoir in HIV-Infected Patients Is Not the Major Source of Rebound Plasma
Viremia following Interruption of Highly Active Antiretroviral Therapy. Journal of Virology, 2011, 85,
4772-4782.

1.5 70

1098 microRNA-Seq reveals cocaine-regulated expression of striatal microRNAs. Rna, 2011, 17, 1529-1543. 1.6 113

1099 Genomewide Analysis of Rat Barrel Cortex Reveals Time- and Layer-Specific mRNA Expression Changes
Related to Experience-Dependent Plasticity. Journal of Neuroscience, 2011, 31, 6140-6158. 1.7 40



62

Citation Report

# Article IF Citations

1100 LLM3D: a log-linear modeling-based method to predict functional gene regulatory interactions from
genome-wide expression data. Nucleic Acids Research, 2011, 39, 5313-5327. 6.5 19

1101 Computational biology for ageing. Philosophical Transactions of the Royal Society B: Biological
Sciences, 2011, 366, 51-63. 1.8 35

1102 Quantitative proteomics identifies ferritin in the innate immune response of<i>C. elegans</i>.
Virulence, 2011, 2, 120-130. 1.8 47

1103
Comprehensive Proteomic Analysis of Influenza Virus Polymerase Complex Reveals a Novel Association
with Mitochondrial Proteins and RNA Polymerase Accessory Factors. Journal of Virology, 2011, 85,
8569-8581.

1.5 90

1104 Paintomics: a web based tool for the joint visualization of transcriptomics and metabolomics data.
Bioinformatics, 2011, 27, 137-139. 1.8 211

1105 Meiotic and Developmental Competence in Mice Are Compromised Following Follicle Development In
Vitro Using an Alginate-Based Culture System1. Biology of Reproduction, 2011, 85, 269-276. 1.2 32

1106 Generative probabilistic models for proteinâ€“protein interaction networksâ€”the biclique perspective.
Bioinformatics, 2011, 27, i142-i148. 1.8 25

1107 Epigenetic and inflammatory marker profiles associated with depression in a community-based
epidemiologic sample. Psychological Medicine, 2011, 41, 997-1007. 2.7 156

1108 Epigenetics: DNA demethylation promotes skeletal myotube maturation. FASEB Journal, 2011, 25,
3861-3872. 0.2 59

1109 The R2R3 MYB Transcription Factor DUO1 Activates a Male Germline-Specific Regulon Essential for
Sperm Cell Differentiation in<i>Arabidopsis</i>Â  Â . Plant Cell, 2011, 23, 534-549. 3.1 160

1110 Differential Gene Expression in Ovaries of Pregnant Pigs with High and Low Prolificacy Levels and
Identification of Candidate Genes for Litter Size. Biology of Reproduction, 2011, 84, 299-307. 1.2 31

1111
Paraoxonase-2 Modulates Stress Response of Endothelial Cells to Oxidized Phospholipids and a
Bacterial Quorumâ€“Sensing Molecule. Arteriosclerosis, Thrombosis, and Vascular Biology, 2011, 31,
2624-2633.

1.1 35

1112 Mechanisms of Urokinase Plasminogen Activator (uPA)-mediated Atherosclerosis. Journal of
Biological Chemistry, 2011, 286, 22665-22677. 1.6 51

1113 Critical role of Bcl11b in suppressor function of T regulatory cells and prevention of inflammatory
bowel disease. Journal of Experimental Medicine, 2011, 208, 2069-2081. 4.2 64

1114 Maternal Undernourished Fetal Kidneys Exhibit Differential Regulation of Nephrogenic Genes
Including Downregulation of the Notch Signaling Pathway. Reproductive Sciences, 2011, 18, 563-576. 1.1 10

1115
Proteomic Analysis of Brassica Stigmatic Proteins Following the Self-incompatibility Reaction Reveals
a Role for Microtubule Dynamics During Pollen Responses. Molecular and Cellular Proteomics, 2011,
10, M111.011338.

2.5 56

1116 The effects of EBV transformation on gene expression levels and methylation profiles. Human
Molecular Genetics, 2011, 20, 1643-1652. 1.4 124

1117 hnRNP K post-transcriptionally co-regulates multiple cytoskeletal genes needed for axonogenesis.
Development (Cambridge), 2011, 138, 3079-3090. 1.2 49



63

Citation Report

# Article IF Citations

1118 Deficiency of Î±-actinin-3 is associated with increased susceptibility to contraction-induced damage and
skeletal muscle remodeling. Human Molecular Genetics, 2011, 20, 2914-2927. 1.4 95

1119 Conservation of Salmonella Infection Mechanisms in Plants and Animals. PLoS ONE, 2011, 6, e24112. 1.1 114

1120 A novel network-based method for measuring the functional relationship between gene sets.
Bioinformatics, 2011, 27, 1521-1528. 1.8 19

1121 Tumour-initiating stem-like cells in human prostate cancer exhibit increased NF-ÎºB signalling. Nature
Communications, 2011, 2, 162. 5.8 239

1122 A Gene Expression Signature That Classifies Human Atherosclerotic Plaque by Relative Inflammation
Status. Circulation: Cardiovascular Genetics, 2011, 4, 595-604. 5.1 59

1123 A Chemoprotective Fish Oil- and Pectin-Containing Diet Temporally Alters Gene Expression Profiles in
Exfoliated Rat Colonocytes throughout Oncogenesis. Journal of Nutrition, 2011, 141, 1029-1035. 1.3 30

1124 Improved Recovery and Identification of Membrane Proteins from Rat Hepatic Cells using a Centrifugal
Proteomic Reactor. Molecular and Cellular Proteomics, 2011, 10, O111.008425. 2.5 31

1125 A CHOP-regulated microRNA controls rhodopsin expression. Journal of Cell Biology, 2011, 192, 919-927. 2.3 108

1126 Genes and pathways affected by CAG-repeat RNA-based toxicity in Drosophila. Human Molecular
Genetics, 2011, 20, 4810-4821. 1.4 52

1127 hUbiquitome: a database of experimentally verified ubiquitination cascades in humans. Database: the
Journal of Biological Databases and Curation, 2011, 2011, bar055. 1.4 29

1128 ChIP-seq analysis reveals distinct H3K27me3 profiles that correlate with transcriptional activity.
Nucleic Acids Research, 2011, 39, 7415-7427. 6.5 250

1129 Global Gene Expression Profiles of Subcutaneous Adipose and Muscle From Glucose-Tolerant,
Insulin-Sensitive, and Insulin-Resistant Individuals Matched for BMI. Diabetes, 2011, 60, 1019-1029. 0.3 91

1130 Foxl1-Cre-marked adult hepatic progenitors have clonogenic and bilineage differentiation potential.
Genes and Development, 2011, 25, 1185-1192. 2.7 138

1131 Molecular Classification of Gastric Cancer: A New Paradigm. Clinical Cancer Research, 2011, 17,
2693-2701. 3.2 287

1132 A systems biology approach sheds new light on Escherichia coli acid resistance. Nucleic Acids
Research, 2011, 39, 7512-7528. 6.5 86

1133 The Transcriptome of a Human Polar Body Accurately Reflects Its Sibling Oocyte. Journal of Biological
Chemistry, 2011, 286, 40743-40749. 1.6 47

1134 JAG2 Induction in Hypoxic Tumor Cells Alters Notch Signaling and Enhances Endothelial Cell Tube
Formation. Molecular Cancer Research, 2011, 9, 626-636. 1.5 56

1135 Different gene expression profiles in metastasizing midgut carcinoid tumors. Endocrine-Related
Cancer, 2011, 18, 479-489. 1.6 24



64

Citation Report

# Article IF Citations

1136 Transcriptome transfer provides a model for understanding the phenotype of cardiomyocytes.
Proceedings of the National Academy of Sciences of the United States of America, 2011, 108, 11918-11923. 3.3 31

1137 Making sense of cancer genomic data. Genes and Development, 2011, 25, 534-555. 2.7 313

1138 Time-resolved Quantitative Proteome Analysis of In Vivo Intestinal Development. Molecular and
Cellular Proteomics, 2011, 10, M110.005231. 2.5 25

1139 Whole-Genome Analysis Reveals That Active Heat Shock Factor Binding Sites Are Mostly Associated
with Non-Heat Shock Genes in Drosophila melanogaster. PLoS ONE, 2011, 6, e15934. 1.1 78

1140 Prospective isolation of a bipotential clonogenic liver progenitor cell in adult mice. Genes and
Development, 2011, 25, 1193-1203. 2.7 209

1141 HTSanalyzeR: an R/Bioconductor package for integrated network analysis of high-throughput screens.
Bioinformatics, 2011, 27, 879-880. 1.8 131

1142

Global Expression Analysis Identified a Preferentially Nerve Growth Factor-induced Transcriptional
Program Regulated by Sustained Mitogen-activated Protein Kinase/Extracellular Signal-regulated
Kinase (ERK) and AP-1 Protein Activation during PC12 Cell Differentiation*. Journal of Biological
Chemistry, 2011, 286, 45131-45145.

1.6 49

1143 Inhibition of Nonsense-Mediated RNA Decay by the Tumor Microenvironment Promotes Tumorigenesis.
Molecular and Cellular Biology, 2011, 31, 3670-3680. 1.1 131

1144 miRTarBase: a database curates experimentally validated microRNAâ€“target interactions. Nucleic Acids
Research, 2011, 39, D163-D169. 6.5 1,155

1145 Species-specific microRNA roles elucidated following astrocyte activation. Nucleic Acids Research,
2011, 39, 3710-3723. 6.5 73

1146 Basal Bioenergetic Abnormalities in Skeletal Muscle from Ryanodine Receptor Malignant
Hyperthermia-susceptible R163C Knock-in Mice. Journal of Biological Chemistry, 2011, 286, 99-113. 1.6 41

1147 Targets of the Tumor Suppressor <i>miR-200</i> in Regulation of the Epithelialâ€“Mesenchymal
Transition in Cancer. Cancer Research, 2011, 71, 7670-7682. 0.4 126

1148 Nuclear and cytoplasmic localization of neural stem cell microRNAs. Rna, 2011, 17, 675-686. 1.6 105

1149 Characterization of the Core Elements of the NF-ÎºB Signaling Pathway of the Sea Anemone
<i>Nematostella vectensis</i>. Molecular and Cellular Biology, 2011, 31, 1076-1087. 1.1 56

1150
Quantitative Trait Locus Analysis, Pathway Analysis, and Consomic Mapping Show Genetic Variants of
<i>Tnni3k</i>, <i>Fpgt</i>, or <i>H28</i> Control Susceptibility to Viral Myocarditis. Journal of
Immunology, 2011, 186, 6398-6405.

0.4 56

1151 ChIP-Array: combinatory analysis of ChIP-seq/chip and microarray gene expression data to discover
direct/indirect targets of a transcription factor. Nucleic Acids Research, 2011, 39, W430-W436. 6.5 49

1152 miRvestigator: web application to identify miRNAs responsible for co-regulated gene expression
patterns discovered through transcriptome profiling. Nucleic Acids Research, 2011, 39, W125-W131. 6.5 26

1153 Genomic Determinants of Protein Evolution and Polymorphism in Arabidopsis. Genome Biology and
Evolution, 2011, 3, 1210-1219. 1.1 98



65

Citation Report

# Article IF Citations

1154 Complex genetic architecture of <i>Drosophila</i> aggressive behavior. Proceedings of the National
Academy of Sciences of the United States of America, 2011, 108, 17070-17075. 3.3 68

1155 A-MYB (MYBL1) transcription factor is a master regulator of male meiosis. Development (Cambridge),
2011, 138, 3319-3330. 1.2 121

1156 Rice MADS3 Regulates ROS Homeostasis during Late Anther Development Â . Plant Cell, 2011, 23, 515-533. 3.1 249

1157 Human Papillomavirus 16 E5 Modulates the Expression of Host MicroRNAs. PLoS ONE, 2011, 6, e21646. 1.1 82

1158 MicroRNAs Regulate the Timing of Embryo Maturation in Arabidopsis Â  Â . Plant Physiology, 2011, 155,
1871-1884. 2.3 147

1159 Transcriptomic data-mining approach for identifying potential pharmacogenetic candidates in
antiepileptic drug response. Indian Journal of Human Genetics, 2011, 17, 58. 0.7 0

1160 Patterns of Gene Expression in Drosophila InsP3 Receptor Mutant Larvae Reveal a Role for InsP3
Signaling in Carbohydrate and Energy Metabolism. PLoS ONE, 2011, 6, e24105. 1.1 5

1161 Genome-wide RNA-seq analysis of human and mouse platelet transcriptomes. Blood, 2011, 118, e101-e111. 0.6 484

1162
Prognostic Significance and Tumor Biology of Regional Lymph Node Disease in Patients With
Rhabdomyosarcoma: A Report From the Children's Oncology Group. Journal of Clinical Oncology,
2011, 29, 1304-1311.

0.8 102

1163 IGFBP-3 Is a Metastasis Suppression Gene in Prostate Cancer. Cancer Research, 2011, 71, 5154-5163. 0.4 84

1164 Gene Expression following Exposure to Celecoxib in Humans: Pathways of Inflammation and
Carcinogenesis Are Activated in Tumors but Not Normal Tissues. Digestion, 2011, 84, 169-184. 1.2 3

1165 Gene Coexpression Network Topology of Cardiac Development, Hypertrophy, and Failure. Circulation:
Cardiovascular Genetics, 2011, 4, 26-35. 5.1 88

1166 Hypercholesterolemia potentiates aortic endothelial response to inhaled diesel exhaust. Inhalation
Toxicology, 2011, 23, 1-10. 0.8 14

1167 Histone H2B ubiquitylation and H3 lysine 4 methylation prevent ectopic silencing of euchromatic loci
important for the cellular response to heat. Molecular Biology of the Cell, 2011, 22, 2741-2753. 0.9 13

1168 Connectedness of PPI network neighborhoods identifies regulatory hub proteins. Bioinformatics,
2011, 27, 1135-1142. 1.8 28

1169 Inferring disease and gene set associations with rank coherence in networks. Bioinformatics, 2011, 27,
2692-2699. 1.8 37

1170 Phosphoproteomic Analysis of <i>Salmonella</i> -Infected Cells Identifies Key Kinase Regulators and
SopB-Dependent Host Phosphorylation Events. Science Signaling, 2011, 4, rs9. 1.6 52

1171 Conjunctival Transcriptome in Scarring Trachoma. Infection and Immunity, 2011, 79, 499-511. 1.0 59



66

Citation Report

# Article IF Citations

1172 Insight into Bacterial Virulence Mechanisms against Host Immune Response via the Yersinia
pestis-Human Protein-Protein Interaction Network. Infection and Immunity, 2011, 79, 4413-4424. 1.0 52

1173 Genomic Analysis Reveals Pre- and Postchallenge Differences in a Rhesus Macaque AIDS Vaccine Trial:
Insights into Mechanisms of Vaccine Efficacy. Journal of Virology, 2011, 85, 1099-1116. 1.5 24

1174 Mining the Bioinformation of Differentially Expressed Genes in Lung Treated with the Hypoxia Based
on the Bioinformatics Methods. , 2011, , . 0

1175 Ultraconserved cDNA segments in the human transcriptome exhibit resistance to folding and
implicate function in translation and alternative splicing. Nucleic Acids Research, 2011, 39, 1967-1979. 6.5 21

1176 g:Profilerâ€”a web server for functional interpretation of gene lists (2011 update). Nucleic Acids
Research, 2011, 39, W307-W315. 6.5 454

1177 ChIP-seq reveals cell type-specific binding patterns of BMP-specific Smads and a novel binding motif.
Nucleic Acids Research, 2011, 39, 8712-8727. 6.5 186

1178 Endothelial Jarid2/Jumonji Is Required for Normal Cardiac Development and Proper Notch1 Expression.
Journal of Biological Chemistry, 2011, 286, 17193-17204. 1.6 73

1179 HLA-DR-presented Peptide Repertoires Derived From Human Monocyte-derived Dendritic Cells Pulsed
With Blood Coagulation Factor VIII. Molecular and Cellular Proteomics, 2011, 10, M110.002246. 2.5 71

1180
Independent Analysis of the Flagellum Surface and Matrix Proteomes Provides Insight into Flagellum
Signaling in Mammalian-infectious Trypanosoma brucei. Molecular and Cellular Proteomics, 2011, 10,
M111.010538.

2.5 147

1181 The Gene Expression Barcode: leveraging public data repositories to begin cataloging the human and
murine transcriptomes. Nucleic Acids Research, 2011, 39, D1011-D1015. 6.5 156

1182 Predominant Gain of Promoter TATA Box after Gene Duplication Associated with Stress Responses.
Molecular Biology and Evolution, 2011, 28, 2893-2904. 3.5 21

1183 Functional MicroRNA Involved in Endometriosis. Molecular Endocrinology, 2011, 25, 821-832. 3.7 220

1184 Data Extraction, Transformation, and Dissemination through ZFIN. Methods in Cell Biology, 2011, 104,
311-325. 0.5 4

1185 Dynamic Changes in the MicroRNA Expression Profile Reveal Multiple Regulatory Mechanisms in the
Spinal Nerve Ligation Model of Neuropathic Pain. PLoS ONE, 2011, 6, e17670. 1.1 123

1186 A Systems Approach to the Biology of Mood Disorders through Network Analysis of Candidate Genes.
Pharmacopsychiatry, 2011, 44, S35-S42. 1.7 13

1187 A Systems Biology Approach for the Investigation of the Heparin/Heparan Sulfate Interactome. Journal
of Biological Chemistry, 2011, 286, 19892-19904. 1.6 203

1188 Chromatin remodeling as a mechanism for circadian prolactin transcription: rhythmic NONO and
SFPQ recruitment to HLTF. FASEB Journal, 2011, 25, 2740-2756. 0.2 36

1189 Deregulation of Cancer-Related Pathways in Primary Hepatocytes Derived from DNA Repair-Deficient
Xpaâˆ’/âˆ’p53+/âˆ’ Mice upon Exposure to Benzo[a]pyrene. Toxicological Sciences, 2011, 123, 123-132. 1.4 24



67

Citation Report

# Article IF Citations

1190 A Lasso regression model for the construction of microRNA-target regulatory networks.
Bioinformatics, 2011, 27, 2406-2413. 1.8 110

1191 Cellular Effects and Epistasis among Three Determinants of Adaptation in Experimental Populations of
Saccharomyces cerevisiae. Eukaryotic Cell, 2011, 10, 1348-1356. 3.4 15

1192 Gene expression profiling of the androgen independent prostate cancer cells demonstrates complex
mechanisms mediating resistance to docetaxel. Cancer Biology and Therapy, 2011, 11, 204-212. 1.5 27

1193 Overlapping and distinct pRb pathways in the mammalian auditory and vestibular organs. Cell Cycle,
2011, 10, 337-351. 1.3 29

1194
Next-Generation Sequencing Reveals HIV-1-Mediated Suppression of T Cell Activation and RNA
Processing and Regulation of Noncoding RNA Expression in a CD4 <sup>+</sup> T Cell Line. MBio, 2011,
2, .

1.8 67

1195 H5N1 Influenza Virus Pathogenesis in Genetically Diverse Mice Is Mediated at the Level of Viral Load.
MBio, 2011, 2, . 1.8 79

1196 A Drosophila model for the Zellweger spectrum of peroxisome biogenesis disorders. DMM Disease
Models and Mechanisms, 2011, 4, 659-672. 1.2 54

1197 Transcriptional Networks for Alcohol Sensitivity in <i>Drosophila melanogaster</i>. Genetics, 2011,
187, 1193-1205. 1.2 27

1198 Chromatin Affinity Purification and Quantitative Mass Spectrometry Defining the Interactome of
Histone Modification Patterns. Molecular and Cellular Proteomics, 2011, 10, M110.005371. 2.5 74

1199 Organelles Contribute Differentially to Reactive Oxygen Species-Related Events during Extended
Darkness Â  Â  Â . Plant Physiology, 2011, 156, 185-201. 2.3 102

1200 Conserved and Divergent Rhythms of Crassulacean Acid Metabolism-Related and Core Clock Gene
Expression in the Cactus <i>Opuntia ficus-indica</i> Â  Â  Â . Plant Physiology, 2011, 156, 1978-1989. 2.3 53

1201 ENHANCING BIOLOGICAL RELEVANCE OF A WEIGHTED GENE CO-EXPRESSION NETWORK FOR FUNCTIONAL
MODULE IDENTIFICATION. Journal of Bioinformatics and Computational Biology, 2011, 09, 111-129. 0.3 13

1202 Large-scale methylation domains mark a functional subset of neuronally expressed genes. Genome
Research, 2011, 21, 1583-1591. 2.4 86

1203 A Multiprotein Binding Interface in an Intrinsically Disordered Region of the Tumor Suppressor
Protein Interferon Regulatory Factor-1. Journal of Biological Chemistry, 2011, 286, 14291-14303. 1.6 26

1204 Activation of Autophagy of Aggregation-prone Ubiquitinated Proteins by Timosaponin A-III. Journal of
Biological Chemistry, 2011, 286, 31684-31696. 1.6 26

1205 Endothelin-1 Increases Collagen Accumulation in Renal Mesangial Cells by Stimulating a Chemokine
and Cytokine Autocrine Signaling Loop. Journal of Biological Chemistry, 2011, 286, 11003-11008. 1.6 59

1206
Expanded methyl-sensitive cut counting reveals hypomethylation as an epigenetic state that highlights
functional sequences of the genome. Proceedings of the National Academy of Sciences of the United
States of America, 2011, 108, 9715-9720.

3.3 28

1207 Functional Gene Expression Profiling in Yeast Implicates Translational Dysfunction in Mutant
Huntingtin Toxicity. Journal of Biological Chemistry, 2011, 286, 410-419. 1.6 51



68

Citation Report

# Article IF Citations

1208 Cardiac pressure overload hypertrophy is differentially regulated by Î²-adrenergic receptor subtypes.
American Journal of Physiology - Heart and Circulatory Physiology, 2011, 301, H1461-H1470. 1.5 32

1209 piRNA profiling during specific stages of mouse spermatogenesis. Rna, 2011, 17, 1191-1203. 1.6 94

1210 TLR 2 and CD14 Mediate Innate Immunity and Lung Inflammation to Staphylococcal Pantonâ€“Valentine
Leukocidin In Vivo. Journal of Immunology, 2011, 186, 1608-1617. 0.4 68

1211
Homozygosity mapping and targeted genomic sequencing reveal the gene responsible for cerebellar
hypoplasia and quadrupedal locomotion in a consanguineous kindred. Genome Research, 2011, 21,
1995-2003.

2.4 62

1212 Modulation of chromatin position and gene expression by HDAC4 interaction with nucleoporins.
Journal of Cell Biology, 2011, 193, 21-29. 2.3 83

1213
Genomic Analyses of the RNA-binding Protein Hu Antigen R (HuR) Identify a Complex Network of Target
Genes and Novel Characteristics of Its Binding Sites. Journal of Biological Chemistry, 2011, 286,
37063-37066.

1.6 68

1214 Cutting Edge: Ku70 Is a Novel Cytosolic DNA Sensor That Induces Type III Rather Than Type I IFN. Journal
of Immunology, 2011, 186, 4541-4545. 0.4 211

1215 Towards a genome-wide transcriptogram: the Saccharomyces cerevisiae case. Nucleic Acids Research,
2011, 39, 3005-3016. 6.5 25

1216 Functional Analysis of KAP1 Genomic Recruitment. Molecular and Cellular Biology, 2011, 31, 1833-1847. 1.1 99

1217 Deletion of the de novo DNA methyltransferase <i>Dnmt3a</i> promotes lung tumor progression.
Proceedings of the National Academy of Sciences of the United States of America, 2011, 108, 18061-18066. 3.3 121

1218 Widespread establishment and regulatory impact of Alu exons in human genes. Proceedings of the
National Academy of Sciences of the United States of America, 2011, 108, 2837-2842. 3.3 119

1219 Quantitative Protein and mRNA Profiling Shows Selective Post-Transcriptional Control of Protein
Expression by Vasopressin in Kidney Cells. Molecular and Cellular Proteomics, 2011, 10, M110.004036. 2.5 51

1220 Functional genome annotation of<i>Drosophila</i>seminal fluid proteins using transcriptional
genetic networks. Genetical Research, 2011, 93, 387-395. 0.3 29

1221
Protein kinase A regulates caspase-1 via Ets-1 in bone stromal cell-derived lesions: a link between cyclic
AMP and pro-inflammatory pathways in osteoblast progenitors. Human Molecular Genetics, 2011, 20,
165-175.

1.4 31

1222 mRNA and microRNA Expression Profiles in Circulating Tumor Cells and Primary Tumors of Metastatic
Breast Cancer Patients. Clinical Cancer Research, 2011, 17, 3600-3618. 3.2 207

1223 Gathering insights on disease etiology from gene expression profiles of healthy tissues.
Bioinformatics, 2011, 27, 3300-3305. 1.8 18

1224 Salivary Gland Gene Expression Atlas Identifies a New Regulator of Branching Morphogenesis. Journal
of Dental Research, 2011, 90, 1078-1084. 2.5 29

1225 Diet-induced Lethality Due to Deletion of the Hdac3 Gene in Heart and Skeletal Muscle. Journal of
Biological Chemistry, 2011, 286, 33301-33309. 1.6 83



69

Citation Report

# Article IF Citations

1226
High-throughput mapping of the promoters of the mouse olfactory receptor genes reveals a new type
of mammalian promoter and provides insight into olfactory receptor gene regulation. Genome
Research, 2011, 21, 1249-1259.

2.4 61

1227 EZH1 and EZH2 cogovern histone H3K27 trimethylation and are essential for hair follicle homeostasis
and wound repair. Genes and Development, 2011, 25, 485-498. 2.7 332

1228
Cell-autonomous circadian clock of hepatocytes drives rhythms in transcription and polyamine
synthesis. Proceedings of the National Academy of Sciences of the United States of America, 2011, 108,
18560-18565.

3.3 37

1229
Genome-wide profiling of diel and circadian gene expression in the malaria vector <i>Anopheles
gambiae</i>. Proceedings of the National Academy of Sciences of the United States of America, 2011,
108, E421-30.

3.3 160

1230 Identification by Gene Coregulation Mapping of Novel Genes Involved in Embryonic Stem Cell
Differentiation. Stem Cells and Development, 2011, 20, 115-126. 1.1 10

1231 MAP Kinase-Interacting Kinase 1 Regulates SMAD2-Dependent TGF-Î² Signaling Pathway in Human
Glioblastoma. Cancer Research, 2011, 71, 2392-2402. 0.4 135

1232 Identification of Staphylococcal Nuclease Domain-containing 1 (SND1) as a Metadherin-interacting
Protein with Metastasis-promoting Functions. Journal of Biological Chemistry, 2011, 286, 19982-19992. 1.6 97

1233 Constitutive Expression of Short Hairpin RNAin VivoTriggers Buildup of Mature Hairpin Molecules.
Human Gene Therapy, 2011, 22, 1483-1497. 1.4 11

1234 The tumor suppressor Tsc1 enforces quiescence of naive T cells to promote immune homeostasis and
function. Nature Immunology, 2011, 12, 888-897. 7.0 247

1235 Gene expression biomarkers of response to citalopram treatment in major depressive disorder.
Translational Psychiatry, 2011, 1, e13-e13. 2.4 59

1236 Resolution of infection promotes a state of dormancy and long survival of CD4 memory T cells.
Immunology and Cell Biology, 2011, 89, 870-881. 1.0 22

1237 ATP-Binding Cassette Transporter Expression in Human Placenta as a Function of Pregnancy Condition.
Drug Metabolism and Disposition, 2011, 39, 1000-1007. 1.7 50

1238 microRNA-34c is a novel target to treat dementias. EMBO Journal, 2011, 30, 4299-4308. 3.5 302

1239 Bioinformatics approaches in the discovery and understanding of reproduction-related biomarkers.
Expert Review of Proteomics, 2011, 8, 187-195. 1.3 4

1240 Puromycin-sensitive aminopeptidase (PSA/NPEPPS) impedes development of neuropathology in
hPSA/TAUP301L double-transgenic mice. Human Molecular Genetics, 2011, 20, 1820-1833. 1.4 40

1241 An integrative clustering and modeling algorithm for dynamical gene expression data. Bioinformatics,
2011, 27, i392-i400. 1.8 26

1242 The Evolutionarily Conserved Longevity Determinants HCF-1 and SIR-2.1/SIRT1 Collaborate to Regulate
DAF-16/FOXO. PLoS Genetics, 2011, 7, e1002235. 1.5 106

1243 Global Functional Analyses of Cellular Responses to Pore-Forming Toxins. PLoS Pathogens, 2011, 7,
e1001314. 2.1 145



70

Citation Report

# Article IF Citations

1244 Identification of Candidate Genes Downstream of TLR4 Signaling after Ozone Exposure in Mice: A Role
for Heat-Shock Protein 70. Environmental Health Perspectives, 2011, 119, 1091-1097. 2.8 42

1245 Discovering Transcription Factor Binding Sites in Highly Repetitive Regions of Genomes with
Multi-Read Analysis of ChIP-Seq Data. PLoS Computational Biology, 2011, 7, e1002111. 1.5 73

1246
Skeletal muscle proteomics: carbohydrate metabolism oscillates with seasonal and torpor-arousal
physiology of hibernation. American Journal of Physiology - Regulatory Integrative and Comparative
Physiology, 2011, 301, R1440-R1452.

0.9 47

1247 Towards a System Level Understanding of Non-Model Organisms Sampled from the Environment: A
Network Biology Approach. PLoS Computational Biology, 2011, 7, e1002126. 1.5 83

1248 Mapping Protein Interactions between Dengue Virus and Its Human and Insect Hosts. PLoS Neglected
Tropical Diseases, 2011, 5, e954. 1.3 93

1249
Proteomic Analysis of Sera from Common Variable Immunodeficiency Patients Undergoing
Replacement Intravenous Immunoglobulin Therapy. Journal of Biomedicine and Biotechnology, 2011,
2011, 1-10.

3.0 4

1250 Identifying Causal Genes and Dysregulated Pathways in Complex Diseases. PLoS Computational Biology,
2011, 7, e1001095. 1.5 163

1251 Protein Networks as Logic Functions in Development and Cancer. PLoS Computational Biology, 2011, 7,
e1002180. 1.5 86

1252 Computational Mass Spectrometryâ€“Based Proteomics. PLoS Computational Biology, 2011, 7, e1002277. 1.5 55

1253 MicroRNA Expression and Regulation in Human, Chimpanzee, and Macaque Brains. PLoS Genetics, 2011, 7,
e1002327. 1.5 126

1254 Alterations in the Aedes aegypti Transcriptome during Infection with West Nile, Dengue and Yellow
Fever Viruses. PLoS Pathogens, 2011, 7, e1002189. 2.1 180

1255 Decreased expression of genes involved in oxidative phosphorylation in human pancreatic islets from
patients with type 2 diabetes. European Journal of Endocrinology, 2011, 165, 589-595. 1.9 64

1256 Tissue-specific subnetworks and characteristics of publicly available human protein interaction
databases. Bioinformatics, 2011, 27, 2414-2421. 1.8 46

1257 Biologicals and Fetal Cell Therapy for Wound and Scar Management. ISRN Dermatology, 2011, 2011, 1-16. 1.9 21

1258 SOX2 Modulates Reprogramming of Gene Expression in Two-Cell Mouse Embryos1. Biology of
Reproduction, 2011, 85, 409-416. 1.2 56

1259
Inflammatory signatures for eosinophilic vs. neutrophilic allergic pulmonary inflammation reveal
critical regulatory checkpoints. American Journal of Physiology - Lung Cellular and Molecular
Physiology, 2011, 300, L679-L690.

1.3 39

1260 COSINE: COndition-SpecIfic sub-NEtwork identification using a global optimization method.
Bioinformatics, 2011, 27, 1290-1298. 1.8 101

1261 Dynamic Evolution of Pathogenicity Revealed by Sequencing and Comparative Genomics of 19
Pseudomonas syringae Isolates. PLoS Pathogens, 2011, 7, e1002132. 2.1 413



71

Citation Report

# Article IF Citations

1262 Accelerated Recruitment of New Brain Development Genes into the Human Genome. PLoS Biology, 2011,
9, e1001179. 2.6 139

1263 Interferon Regulatory Factor 8 Regulates Pathways for Antigen Presentation in Myeloid Cells and
during Tuberculosis. PLoS Genetics, 2011, 7, e1002097. 1.5 85

1264 Genome-Wide Analysis Reveals PADI4 Cooperates with Elk-1 to Activate c-Fos Expression in Breast
Cancer Cells. PLoS Genetics, 2011, 7, e1002112. 1.5 107

1265 Interactions between Glucocorticoid Treatment and Cis-Regulatory Polymorphisms Contribute to
Cellular Response Phenotypes. PLoS Genetics, 2011, 7, e1002162. 1.5 103

1266 Over-Expression of DSCAM and COL6A2 Cooperatively Generates Congenital Heart Defects. PLoS
Genetics, 2011, 7, e1002344. 1.5 79

1267 Gene expression differences in healthy brachial and femoral arteries of Rapacz familial
hypercholesterolemic swine. Physiological Genomics, 2011, 43, 781-788. 1.0 11

1268 Candida albicans Infection of Caenorhabditis elegans Induces Antifungal Immune Defenses. PLoS
Pathogens, 2011, 7, e1002074. 2.1 131

1269 Identification of a Novel Class of Farnesylation Targets by Structure-Based Modeling of Binding
Specificity. PLoS Computational Biology, 2011, 7, e1002170. 1.5 58

1270 Multistate proteomics analysis reveals novel strategies used by a hibernator to precondition the
heart and conserve ATP for winter heterothermy. Physiological Genomics, 2011, 43, 1263-1275. 1.0 42

1271 Integrated pathway-level analysis of transcriptomics and metabolomics data with IMPaLA.
Bioinformatics, 2011, 27, 2917-2918. 1.8 356

1272 Prolyl Endopeptidase Is Involved in Cellular Signalling in Human Neuroblastoma SH-SY5Y Cells.
NeuroSignals, 2011, 19, 97-109. 0.5 25

1273 Early Patterns of Gene Expression Correlate With the Humoral Immune Response to Influenza
Vaccination in Humans. Journal of Infectious Diseases, 2011, 203, 921-929. 1.9 208

1274 AgBase: supporting functional modeling in agricultural organisms. Nucleic Acids Research, 2011, 39,
D497-D506. 6.5 56

1275 Adipose tissue transcriptome changes during obesity development in female dogs. Physiological
Genomics, 2011, 43, 295-307. 1.0 50

1277 Fenfluramineâ€•Induced Gene Dysregulation in Human Pulmonary Artery Smooth Muscle and Endothelial
Cells. Pulmonary Circulation, 2011, 1, 405-418. 0.8 7

1278 Visualization and Biochemical Analyses of the Emerging Mammalian 14-3-3-Phosphoproteome.
Molecular and Cellular Proteomics, 2011, 10, M110.005751. 2.5 63

1279 Nuclear localization of Î³â€•tubulin affects E2F transcriptional activity and Sâ€•phase progression. FASEB
Journal, 2011, 25, 3815-3827. 0.2 46

1280 Gene Expression Profiling in Human High-Grade Astrocytomas. Comparative and Functional Genomics,
2011, 2011, 1-10. 2.0 25



72

Citation Report

# Article IF Citations

1281 Formula feeding alters hepatic gene expression signature, iron and cholesterol homeostasis in the
neonatal pig. Physiological Genomics, 2011, 43, 1281-1293. 1.0 23

1282 Ranking differential genes in co-expression networks. , 2011, , . 3

1283 Transcriptome-wide signature of hybrid breakdown associated with intrinsic reproductive isolation
in lake whitefish species pairs (Coregonus spp. Salmonidae). Heredity, 2011, 106, 1003-1011. 1.2 57

1284 A Study of CNVs As Trait-Associated Polymorphisms and As Expression Quantitative Trait Loci. PLoS
Genetics, 2011, 7, e1001292. 1.5 50

1285 Parallel Adaptive Divergence among Geographically Diverse Human Populations. PLoS Genetics, 2011, 7,
e1002127. 1.5 47

1286 Transcriptional profiling and network analysis of the murine angiotensin II-induced abdominal aortic
aneurysm. Physiological Genomics, 2011, 43, 993-1003. 1.0 67

1287 Age-related autocrine diabetogenic effects of transgenic resistin in spontaneously hypertensive rats:
gene expression profile analysis. Physiological Genomics, 2011, 43, 372-379. 1.0 6

1288 Gene Coexpression Network Alignment and Conservation of Gene Modules between Two Grass Species:
Maize and Rice Â  Â . Plant Physiology, 2011, 156, 1244-1256. 2.3 141

1289 DAF-12 Regulates a Connected Network of Genes to Ensure Robust Developmental Decisions. PLoS
Genetics, 2011, 7, e1002179. 1.5 57

1290 High expression of BMP pathway genes distinguishes a subset of atypical teratoid/rhabdoid tumors
associated with shorter survival. Neuro-Oncology, 2011, 13, 1296-1307. 0.6 52

1291 DNA Methylation Dynamics in Human Induced Pluripotent Stem Cells over Time. PLoS Genetics, 2011, 7,
e1002085. 1.5 265

1292 Global Mapping of Cell Typeâ€“Specific Open Chromatin by FAIRE-seq Reveals the Regulatory Role of the
NFI Family in Adipocyte Differentiation. PLoS Genetics, 2011, 7, e1002311. 1.5 103

1293 Temporal Coordination of Gene Networks by Zelda in the Early Drosophila Embryo. PLoS Genetics, 2011,
7, e1002339. 1.5 222

1294 A single nucleotide polymorphism-derived regulatory gene network underlying puberty in 2 tropical
breeds of beef cattle1. Journal of Animal Science, 2011, 89, 1669-1683. 0.2 90

1295 Global Gene Expression Analysis Reveals Dynamic and Developmental Stageâ€“Dependent Enrichment of
Lead-Induced Neurological Gene Alterations. Environmental Health Perspectives, 2011, 119, 615-621. 2.8 61

1296 Distinct protein degradation profiles are induced by different disuse models of skeletal muscle
atrophy. Physiological Genomics, 2011, 43, 1075-1086. 1.0 57

1297 The quantitative proteome of a human cell line. Molecular Systems Biology, 2011, 7, 549. 3.2 691

1298 Degenerate T-cell Recognition of Peptides on MHC Molecules Creates Large Holes in the T-cell
Repertoire. PLoS Computational Biology, 2012, 8, e1002412. 1.5 73



73

Citation Report

# Article IF Citations

1299 Evaluation of the Role of Functional Constraints on the Integrity of an Ultraconserved Region in the
Genus Drosophila. PLoS Genetics, 2012, 8, e1002475. 1.5 15

1300 Gene Expression Profiles in Parkinson Disease Prefrontal Cortex Implicate FOXO1 and Genes under Its
Transcriptional Regulation. PLoS Genetics, 2012, 8, e1002794. 1.5 76

1301 Brain-Specific Rescue of Clock Reveals System-Driven Transcriptional Rhythms in Peripheral Tissue.
PLoS Genetics, 2012, 8, e1002835. 1.5 97

1302
New Partners in Regulation of Gene Expression: The Enhancer of Trithorax and Polycomb Corto
Interacts with Methylated Ribosomal Protein L12 Via Its Chromodomain. PLoS Genetics, 2012, 8,
e1003006.

1.5 18

1303 Phenotypic Plasticity of the Drosophila Transcriptome. PLoS Genetics, 2012, 8, e1002593. 1.5 107

1304 Lung eQTLs to Help Reveal the Molecular Underpinnings of Asthma. PLoS Genetics, 2012, 8, e1003029. 1.5 261

1305 Signed network propagation for detecting differential gene expressions and DNA copy number
variations. , 2012, , . 11

1306 Oxidative Stress Mediated-Alterations of the MicroRNA Expression Profile in Mouse Hippocampal
Neurons. International Journal of Molecular Sciences, 2012, 13, 16945-16960. 1.8 67

1307 Distinct Neurogenomic States in Basal Ganglia Subregions Relate Differently to Singing Behavior in
Songbirds. PLoS Computational Biology, 2012, 8, e1002773. 1.5 24

1308 Pregnancy-Induced Noncoding RNA (PINC) Associates with Polycomb Repressive Complex 2 and
Regulates Mammary Epithelial Differentiation. PLoS Genetics, 2012, 8, e1002840. 1.5 59

1309 In Vivo Functional and Transcriptional Profiling of Bone Marrow Stem Cells After Transplantation
Into Ischemic Myocardium. Arteriosclerosis, Thrombosis, and Vascular Biology, 2012, 32, 92-102. 1.1 52

1310 PLZF Controls the Expression of a Limited Number of Genes Essential for NKT Cell Function. Frontiers
in Immunology, 2012, 3, 374. 2.2 45

1311 Modelling Translation Initiation under the Influence of sRNA. International Journal of Molecular
Sciences, 2012, 13, 16223-16240. 1.8 9

1312
The renal transcriptome of <i>db/db</i> mice identifies putative urinary biomarker proteins in patients
with type 2 diabetes: a pilot study. American Journal of Physiology - Renal Physiology, 2012, 302,
F820-F829.

1.3 33

1313 IGF-IR signaling attenuates the age-related decline of diastolic cardiac function. American Journal of
Physiology - Endocrinology and Metabolism, 2012, 303, E213-E222. 1.8 29

1314 Genetic analysis of albuminuria in collaborative cross and multiple mouse intercross populations.
American Journal of Physiology - Renal Physiology, 2012, 303, F972-F981. 1.3 19

1315 Network-Based Gene Expression Biomarkers for Cold and Heat Patterns of Rheumatoid Arthritis in
Traditional Chinese Medicine. Evidence-based Complementary and Alternative Medicine, 2012, 2012, 1-17. 0.5 43

1316
Comparative Proteome Analysis of Human Lung Squamous Carcinoma using Two Different Methods:
Two-Dimensional Gel Electrophoresis and iTRAQ Analysis. Technology in Cancer Research and
Treatment, 2012, 11, 395-408.

0.8 10



74

Citation Report

# Article IF Citations

1317 Global secretome analysis identifies novel mediators of bone metastasis. Cell Research, 2012, 22,
1339-1355. 5.7 94

1318 MicroRNA-21 Promotes Fibrosis of the Kidney by Silencing Metabolic Pathways. Science Translational
Medicine, 2012, 4, 121ra18. 5.8 472

1319 Chronic ethanol feeding enhances miR-21 induction during liver regeneration while inhibiting
proliferation in rats. American Journal of Physiology - Renal Physiology, 2012, 303, G733-G743. 1.6 50

1320 Neuroendocrine Mechanisms of Acupuncture. Evidence-based Complementary and Alternative
Medicine, 2012, 2012, 1-2. 0.5 9

1321 Adenylate Kinase-4 Is a Marker of Poor Clinical Outcomes That Promotes Metastasis of Lung Cancer by
Downregulating the Transcription Factor ATF3. Cancer Research, 2012, 72, 5119-5129. 0.4 79

1322 Temporal Dynamics of the Transcriptional Response to Dengue Virus Infection in Nicaraguan Children.
PLoS Neglected Tropical Diseases, 2012, 6, e1966. 1.3 52

1323 An Unbiased Assessment of the Role of Imprinted Genes in an Intergenerational Model of
Developmental Programming. PLoS Genetics, 2012, 8, e1002605. 1.5 105

1324 Temporal Transcriptional Profiling of Somatic and Germ Cells Reveals Biased Lineage Priming of
Sexual Fate in the Fetal Mouse Gonad. PLoS Genetics, 2012, 8, e1002575. 1.5 251

1325 GRHL3/GET1 and Trithorax Group Members Collaborate to Activate the Epidermal Progenitor
Differentiation Program. PLoS Genetics, 2012, 8, e1002829. 1.5 81

1326 The new understanding of<i>Arabidopsis thaliana</i>proteins associated with salinity. Journal of
Plant Interactions, 2012, 7, 348-355. 1.0 4

1327 Networks of Neuronal Genes Affected by Common and Rare Variants in Autism Spectrum Disorders.
PLoS Genetics, 2012, 8, e1002556. 1.5 139

1328 Dnmt3a Protects Active Chromosome Domains against Cancer-Associated Hypomethylation. PLoS
Genetics, 2012, 8, e1003146. 1.5 43

1329 Regulatory Impact of RNA Secondary Structure across the <i>Arabidopsis</i> Transcriptome. Plant
Cell, 2012, 24, 4346-4359. 3.1 124

1330
Microarray Analyses of Genes Differentially Expressed by Diet (Black Beans and Soy Flour) during
Azoxymethane-Induced Colon Carcinogenesis in Rats. Journal of Nutrition and Metabolism, 2012, 2012,
1-17.

0.7 14

1331 EBV and human microRNAs co-target oncogenic and apoptotic viral and human genes during latency.
EMBO Journal, 2012, 31, 2207-2221. 3.5 268

1332 Characterization and Prediction of Lysine (K)-Acetyl-Transferase Specific Acetylation Sites. Molecular
and Cellular Proteomics, 2012, 11, M111.011080. 2.5 49

1333 The Induction of Serine/Threonine Protein Phosphorylations by a PDGFR/TrkA Chimera in Stably
Transfected PC12 Cells. Molecular and Cellular Proteomics, 2012, 11, 15-30. 2.5 17

1334
Quantitative Analysis of the Chromatin Proteome in Disease Reveals Remodeling Principles and
Identifies High Mobility Group Protein B2 as a Regulator of Hypertrophic Growth. Molecular and
Cellular Proteomics, 2012, 11, M111.014258.

2.5 53



75

Citation Report

# Article IF Citations

1335 Buffering and proteolysis are induced by segmental monosomy in Drosophila melanogaster. Nucleic
Acids Research, 2012, 40, 5926-5937. 6.5 32

1336
Large-scale phosphotyrosine proteomic profiling of rat renal collecting duct epithelium reveals
predominance of proteins involved in cell polarity determination. American Journal of Physiology -
Cell Physiology, 2012, 302, C27-C45.

2.1 11

1337 Gene prioritization for livestock diseases by data integration. Physiological Genomics, 2012, 44, 305-317. 1.0 16

1338 Restoration of the intrinsic properties of human dermal papilla in vitro. Journal of Cell Science, 2012,
125, 4114-25. 1.2 128

1339 Enhancing the Prioritization of Disease-Causing Genes through Tissue Specific Protein Interaction
Networks. PLoS Computational Biology, 2012, 8, e1002690. 1.5 145

1340 Cytoplasmic Polyadenylation Element Binding Protein Deficiency Stimulates PTEN and Stat3 mRNA
Translation and Induces Hepatic Insulin Resistance. PLoS Genetics, 2012, 8, e1002457. 1.5 46

1341 Mixed Effects Modeling of Proliferation Rates in Cell-Based Models: Consequence for
Pharmacogenomics and Cancer. PLoS Genetics, 2012, 8, e1002525. 1.5 26

1342 Genomic Hypomethylation in the Human Germline Associates with Selective Structural Mutability in
the Human Genome. PLoS Genetics, 2012, 8, e1002692. 1.5 80

1343 The PARN Deadenylase Targets a Discrete Set of mRNAs for Decay and Regulates Cell Motility in Mouse
Myoblasts. PLoS Genetics, 2012, 8, e1002901. 1.5 47

1344 Deposition of Histone Variant H2A.Z within Gene Bodies Regulates Responsive Genes. PLoS Genetics,
2012, 8, e1002988. 1.5 329

1345 Genes That Act Downstream of Sensory Neurons to Influence Longevity, Dauer Formation, and
Pathogen Responses in Caenorhabditis elegans. PLoS Genetics, 2012, 8, e1003133. 1.5 24

1346 A Polycomb Group Protein Is Retained at Specific Sites on Chromatin in Mitosis. PLoS Genetics, 2012, 8,
e1003135. 1.5 70

1347 Transcriptional Profiling of the Bladder in Urogenital Schistosomiasis Reveals Pathways of
Inflammatory Fibrosis and Urothelial Compromise. PLoS Neglected Tropical Diseases, 2012, 6, e1912. 1.3 44

1348 Mouse Lymphoblastic Leukemias Induced by Aberrant Prdm14 Expression Demonstrate Widespread Copy
Number Alterations Also Found in Human ALL. Cancers, 2012, 4, 1050-1066. 1.7 7

1349 Genome-Wide DNA Methylation Changes between the Superficial and Deep Backfat Tissues of the Pig.
International Journal of Molecular Sciences, 2012, 13, 7098-7108. 1.8 19

1350 Cell-Secreted Matrices Enhance Osteogenesis in Adipose-Derived Stem Cells Undergoing Lineage
Specification. Journal of Biomimetics, Biomaterials, and Tissue Engineering, 0, 14, 1-30. 0.7 1

1351 Rewiring of PDZ Domain-Ligand Interaction Network Contributed to Eukaryotic Evolution. PLoS
Genetics, 2012, 8, e1002510. 1.5 58

1352 Target Gene Analysis by Microarrays and Chromatin Immunoprecipitation Identifies HEY Proteins as
Highly Redundant bHLH Repressors. PLoS Genetics, 2012, 8, e1002728. 1.5 66



76

Citation Report

# Article IF Citations

1353 Real-time Transcriptional Profiling of Cellular and Viral Gene Expression during Lytic
Cytomegalovirus Infection. PLoS Pathogens, 2012, 8, e1002908. 2.1 76

1354 Global Gene Transcriptome Analysis in Vaccinated Cattle Revealed a Dominant Role of IL-22 for
Protection against Bovine Tuberculosis. PLoS Pathogens, 2012, 8, e1003077. 2.1 91

1355
PHYSIOLOGY AND ENDOCRINOLOGY SYMPOSIUM: How single nucleotide polymorphism chips will
advance our knowledge of factors controlling puberty and aid in selecting replacement beef
females1,2,3,4. Journal of Animal Science, 2012, 90, 1152-1165.

0.2 43

1356 The Murine PSE/TATA-Dependent Transcriptome: Evidence of Functional Homologies with Its Human
Counterpart. International Journal of Molecular Sciences, 2012, 13, 14813-14827. 1.8 2

1357 Selective STAT3-Î± or -Î² expression reveals spliceform-specific phosphorylation kinetics, nuclear
retention and distinct gene expression outcomes. Biochemical Journal, 2012, 447, 125-136. 1.7 48

1358 A Novel Collection of snRNA-Like Promoters with Tissue-Specific Transcription Properties.
International Journal of Molecular Sciences, 2012, 13, 11323-11332. 1.8 6

1359 Genomic Hallmarks of Genes Involved in Chromosomal Translocations in Hematological Cancer. PLoS
Computational Biology, 2012, 8, e1002797. 1.5 27

1360 Large Scale Genotype Comparison of Human Papillomavirus E2-Host Interaction Networks Provides
New Insights for E2 Molecular Functions. PLoS Pathogens, 2012, 8, e1002761. 2.1 56

1361 Temporal Profiling of Lapatinib-suppressed Phosphorylation Signals in EGFR/HER2 Pathways.
Molecular and Cellular Proteomics, 2012, 11, 1741-1757. 2.5 55

1362 Systematic Identification of Rhythmic Genes Reveals camk1gb as a New Element in the Circadian
Clockwork. PLoS Genetics, 2012, 8, e1003116. 1.5 37

1363 Therapeutic Helminth Infection of Macaques with Idiopathic Chronic Diarrhea Alters the
Inflammatory Signature and Mucosal Microbiota of the Colon. PLoS Pathogens, 2012, 8, e1003000. 2.1 206

1364 Proteomic Analysis of the Organ of Corti Using Nanoscale Liquid Chromatography Coupled with
Tandem Mass Spectrometry. International Journal of Molecular Sciences, 2012, 13, 8171-8188. 1.8 12

1365 Polysome Profiling in Liver Identifies Dynamic Regulation of Endoplasmic Reticulum Translatome by
Obesity and Fasting. PLoS Genetics, 2012, 8, e1002902. 1.5 50

1366
Functional and biochemical characterization of soleus muscle in Down syndrome mice: insight into
the muscle dysfunction seen in the human condition. American Journal of Physiology - Regulatory
Integrative and Comparative Physiology, 2012, 303, R1251-R1260.

0.9 26

1367 Divergence of the Yeast Transcription Factor FZF1 Affects Sulfite Resistance. PLoS Genetics, 2012, 8,
e1002763. 1.5 35

1368 CELF4 Regulates Translation and Local Abundance of a Vast Set of mRNAs, Including Genes Associated
with Regulation of Synaptic Function. PLoS Genetics, 2012, 8, e1003067. 1.5 106

1369 Systems Genetic Analysis of Osteoblast-Lineage Cells. PLoS Genetics, 2012, 8, e1003150. 1.5 48

1370 Glucocorticoid treatment of astrocytes results in temporally dynamic transcriptome regulation and
astrocyte-enriched mRNA changes in vitro. Physiological Genomics, 2012, 44, 1188-1200. 1.0 48



77

Citation Report

# Article IF Citations

1371 A Mutation in the Srrm4 Gene Causes Alternative Splicing Defects and Deafness in the Bronx Waltzer
Mouse. PLoS Genetics, 2012, 8, e1002966. 1.5 77

1372 Genes Contributing to Pain Sensitivity in the Normal Population: An Exome Sequencing Study. PLoS
Genetics, 2012, 8, e1003095. 1.5 49

1373 Impaired Chromatin Remodelling at STAT1-Regulated Promoters Leads to Global Unresponsiveness of
Toxoplasma gondii-Infected Macrophages to IFN-Î³. PLoS Pathogens, 2012, 8, e1002483. 2.1 76

1374 Ago HITS-CLIP Expands Understanding of Kaposi's Sarcoma-associated Herpesvirus miRNA Function in
Primary Effusion Lymphomas. PLoS Pathogens, 2012, 8, e1002884. 2.1 167

1375 Genome-wide analysis of EGR2/SOX10 binding in myelinating peripheral nerve. Nucleic Acids Research,
2012, 40, 6449-6460. 6.5 81

1376 MOfinder: A Novel Algorithm for Detecting Overlapping Modules from Protein-Protein Interaction
Network. Journal of Biomedicine and Biotechnology, 2012, 2012, 1-10. 3.0 7

1377 Overactivation of Hedgehog Signaling Alters Development of the Ovarian Vasculature in Mice1.
Biology of Reproduction, 2012, 86, 174. 1.2 34

1378 Transcriptional profiling of the bovine hepatic response to experimentally induced E. coli mastitis.
Physiological Genomics, 2012, 44, 595-606. 1.0 48

1379
The Cortical and Striatal Gene Expression Profile of 100â€‰Hz Electroacupuncture Treatment in
6-Hydroxydopamine-Induced Parkinson's Disease Model. Evidence-based Complementary and Alternative
Medicine, 2012, 2012, 1-14.

0.5 17

1380 Linkage and Physical Mapping of Sex Region on LG23 of Nile Tilapia (<i>Oreochromis niloticus</i>). G3:
Genes, Genomes, Genetics, 2012, 2, 35-42. 0.8 90

1381 Differential hepatic gene expression in the broiler chicken in response to the combined stressors of
food withdrawal, catching and transport at the end of production. Stress, 2012, 15, 293-305. 0.8 12

1382 DNA Methylation and Gene Expression Changes in Monozygotic Twins Discordant for Psoriasis:
Identification of Epigenetically Dysregulated Genes. PLoS Genetics, 2012, 8, e1002454. 1.5 145

1383 The App-Runx1 Region Is Critical for Birth Defects and Electrocardiographic Dysfunctions Observed in
a Down Syndrome Mouse Model. PLoS Genetics, 2012, 8, e1002724. 1.5 25

1384 Proteomic Characterization of a Mouse Model of Familial Danish Dementia. Journal of Biomedicine
and Biotechnology, 2012, 2012, 1-8. 3.0 8

1385 Interleukin-1Î² modulates smooth muscle cell phenotype to a distinct inflammatory state relative to
PDGF-DD via NF-ÎºB-dependent mechanisms. Physiological Genomics, 2012, 44, 417-429. 1.0 106

1386 Novel Associations of Nonstructural Loci with Paraoxonase Activity. Journal of Lipids, 2012, 2012, 1-7. 1.9 11

1387 A Cell Model for Conditional Profiling of Androgen-Receptor-Interacting Proteins. International
Journal of Endocrinology, 2012, 2012, 1-15. 0.6 5

1388 Pattern analysis. , 2012, , . 0



78

Citation Report

# Article IF Citations

1389 Dysregulation of miR-31 and miR-21 induced by zinc deficiency promotes esophageal cancer.
Carcinogenesis, 2012, 33, 1736-1744. 1.3 108

1390
Analysis of the <i>Arabidopsis</i> Shoot Meristem Transcriptome during Floral Transition Identifies
Distinct Regulatory Patterns and a Leucine-Rich Repeat Protein That Promotes Flowering. Plant Cell,
2012, 24, 444-462.

3.1 178

1391 Tuning the engine. RNA Biology, 2012, 9, 1224-1232. 1.5 12

1392 A key role for <i>EZH2</i> and associated genes in mouse and human adult T-cell acute leukemia. Genes
and Development, 2012, 26, 651-656. 2.7 238

1393 BRAF<sup>V600E</sup> remodels the melanocyte transcriptome and induces <i>BANCR</i> to regulate
melanoma cell migration. Genome Research, 2012, 22, 1006-1014. 2.4 254

1394 Computational inference of mRNA stability from histone modification and transcriptome profiles.
Nucleic Acids Research, 2012, 40, 6414-6423. 6.5 16

1395 Myf5 haploinsufficiency reveals distinct cell fate potentials for adult skeletal muscle stem cells.
Journal of Cell Science, 2012, 125, 1738-49. 1.2 72

1396 The Evolution of Invertebrate Gene Body Methylation. Molecular Biology and Evolution, 2012, 29,
1907-1916. 3.5 214

1397 Modulation of Gene Expression and Cell-Cycle Signaling Pathways by the EGFR Inhibitor Gefitinib
(Iressa) in Rat Urinary Bladder Cancer. Cancer Prevention Research, 2012, 5, 248-259. 0.7 15

1398 The Zebrafish Insertion Collection (ZInC): a web based, searchable collection of zebrafish mutations
generated by DNA insertion. Nucleic Acids Research, 2012, 41, D861-D864. 6.5 29

1399 Regulation of multiple target genes by miR-1 and miR-206 is pivotal for C2C12 myoblast differentiation.
Journal of Cell Science, 2012, 125, 3590-3600. 1.2 117

1400 Tbx1 is a negative modulator of Mef2c. Human Molecular Genetics, 2012, 21, 2485-2496. 1.4 38

1401 Limited Evidence for Classic Selective Sweeps in African Populations. Genetics, 2012, 192, 1049-1064. 1.2 72

1402 Genome-wide analysis of FoxO1 binding in hepatic chromatin: Potential involvement of FoxO1 in
linking retinoid signaling to hepatic gluconeogenesis. Nucleic Acids Research, 2012, 40, 11499-11509. 6.5 65

1403 A promoter DNA demethylation landscape of human hematopoietic differentiation. Nucleic Acids
Research, 2012, 40, 116-131. 6.5 97

1404 Genome-wide polycomb target gene prediction in Drosophila melanogaster. Nucleic Acids Research,
2012, 40, 5848-5863. 6.5 28

1405 Systematic Identification of the HSP90 Regulated Proteome. Molecular and Cellular Proteomics, 2012,
11, M111.016675. 2.5 82

1406 DNA Microarray Analysis and Functional Profile of Pituitary Transcriptome Under Core-Clock Protein
BMAL1 Control. Chronobiology International, 2012, 29, 103-130. 0.9 16



79

Citation Report

# Article IF Citations

1407 Proliferation in the Normal FTE Is a Hallmark of the Follicular Phase, Not BRCA Mutation Status.
Clinical Cancer Research, 2012, 18, 6199-6207. 3.2 36

1408 Evidence for Autoregulation and Cell Signaling Pathway Regulation From Genome-Wide Binding of
the<i>Drosophila</i>Retinoblastoma Protein. G3: Genes, Genomes, Genetics, 2012, 2, 1459-1472. 0.8 26

1409 Deregulation of a Hox Protein Regulatory Network Spanning Prostate Cancer Initiation and
Progression. Clinical Cancer Research, 2012, 18, 4291-4302. 3.2 61

1410 Shifting of Immune Responsiveness to House Dust Mite by Influenza A Infection: Genomic Insights.
Journal of Immunology, 2012, 188, 832-843. 0.4 17

1411 A Quantitative Spatial Proteomics Analysis of Proteome Turnover in Human Cells. Molecular and
Cellular Proteomics, 2012, 11, M111.011429. 2.5 332

1412
Opposing Effects of Runx2 and Estradiol on Breast Cancer Cell Proliferation: <i>In Vitro</i>
Identification of Reciprocally Regulated Gene Signature Related to Clinical Letrozole Responsiveness.
Clinical Cancer Research, 2012, 18, 901-911.

3.2 41

1413 Rho and NusG suppress pervasive antisense transcription in <i>Escherichia coli</i>. Genes and
Development, 2012, 26, 2621-2633. 2.7 236

1414 Identification of potential biophysical and molecular signalling mechanisms underlying hyaluronic
acid enhancement of cartilage formation. Journal of the Royal Society Interface, 2012, 9, 3564-3573. 1.5 31

1415 ABCC6 Localizes to the Mitochondria-Associated Membrane. Circulation Research, 2012, 111, 516-520. 2.0 41

1416 Alpha 1-antitrypsin reduces inflammation and enhances mouse pancreatic islet transplant survival.
Proceedings of the National Academy of Sciences of the United States of America, 2012, 109, 15443-15448. 3.3 56

1417 Comparative Proteomics Reveals a Significant Bias Toward Alternative Protein Isoforms with
Conserved Structure and Function. Molecular Biology and Evolution, 2012, 29, 2265-2283. 3.5 71

1418 Inference of modules associated to eQTLs. Nucleic Acids Research, 2012, 40, e98-e98. 6.5 12

1419 Intestinal epithelial CD98 synthesis specifically modulates expression of colonic microRNAs during
colitis. American Journal of Physiology - Renal Physiology, 2012, 302, G1282-G1291. 1.6 11

1420 Global profiling of DNA methylation erasure in mouse primordial germ cells. Genome Research, 2012,
22, 633-641. 2.4 289

1421 Rewiring drug-activated p53-regulatory network from suppressing to promoting tumorigenesis.
Journal of Molecular Cell Biology, 2012, 4, 197-206. 1.5 11

1422 Gene-Expression Changes Caused by Inbreeding Protect Against Inbreeding Depression in
<i>Drosophila</i>. Genetics, 2012, 192, 161-172. 1.2 18

1423 Protein Databases on the Internet. Current Protocols in Molecular Biology, 2012, 97, Unit 19.4.. 2.9 6

1424 Improvements in the protein identifier cross-reference service. Nucleic Acids Research, 2012, 40,
W276-W280. 6.5 27



80

Citation Report

# Article IF Citations

1425 The MOF-containing NSL complex associates globally with housekeeping genes, but activates only a
defined subset. Nucleic Acids Research, 2012, 40, 1509-1522. 6.5 64

1426 Recurrent transcriptional clusters in the genome of mouse pluripotent stem cells. Nucleic Acids
Research, 2012, 40, e153-e153. 6.5 3

1427 Somatic NF1 inactivation is a frequent event in sporadic pheochromocytoma. Human Molecular
Genetics, 2012, 21, 5397-5405. 1.4 126

1428
Identification of Differentially Expressed Proteins in Direct Expressed Prostatic Secretions of Men
with Organ-confined Versus Extracapsular Prostate Cancer. Molecular and Cellular Proteomics,
2012, 11, 1870-1884.

2.5 71

1429 Age-Dependent Brain Gene Expression and Copy Number Anomalies in Autism Suggest Distinct
Pathological Processes at Young Versus Mature Ages. PLoS Genetics, 2012, 8, e1002592. 1.5 179

1430 Subchronic Pulmonary Pathology, Iron Overload, and Transcriptional Activity after Libby Amphibole
Exposure in Rat Models of Cardiovascular Disease. Environmental Health Perspectives, 2012, 120, 85-91. 2.8 21

1431 Evolutionary history of human disease genes reveals phenotypic connections and comorbidity among
genetic diseases. Scientific Reports, 2012, 2, 757. 1.6 25

1432 Research Resource: Whole Transcriptome RNA Sequencing Detects Multiple 1Î±,25-Dihydroxyvitamin
D3-Sensitive Metabolic Pathways in Developing Zebrafish. Molecular Endocrinology, 2012, 26, 1630-1642. 3.7 41

1433 Interactive predictive toxicology with Bioclipse and OpenTox. , 2012, , 35-61. 0

1434 PDK1 regulation of mTOR and hypoxia-inducible factor 1 integrate metabolism and migration of CD8+ T
cells. Journal of Experimental Medicine, 2012, 209, 2441-2453. 4.2 518

1435 Genome-wide siRNA screen for mediators of NF-ÎºB activation. Proceedings of the National Academy of
Sciences of the United States of America, 2012, 109, 2467-2472. 3.3 100

1436 Changes in the Chondrocyte and Extracellular Matrix Proteome during Post-natal Mouse Cartilage
Development. Molecular and Cellular Proteomics, 2012, 11, M111.014159. 2.5 73

1437 Neuronal and epithelial cell rescue resolves chronic systemic inflammation in the lipid storage
disorder Niemann-Pick C. Human Molecular Genetics, 2012, 21, 2946-2960. 1.4 42

1438 Altered antisense-to-sense transcript ratios in breast cancer. Proceedings of the National Academy of
Sciences of the United States of America, 2012, 109, 2820-2824. 3.3 54

1439 Tal1 regulates osteoclast differentiation through suppression of the master regulator of cell
fusion<i>DCâ€•STAMP</i>. FASEB Journal, 2012, 26, 523-532. 0.2 39

1440 Poly(A) binding protein nuclear 1 levels affect alternative polyadenylation. Nucleic Acids Research,
2012, 40, 9089-9101. 6.5 148

1441 Genome-wide Runx2 occupancy in prostate cancer cells suggests a role in regulating secretion.
Nucleic Acids Research, 2012, 40, 3538-3547. 6.5 38

1442
Genomic and physiological footprint of the<i>Deepwater Horizon</i>oil spill on resident marsh
fishes. Proceedings of the National Academy of Sciences of the United States of America, 2012, 109,
20298-20302.

3.3 226



81

Citation Report

# Article IF Citations

1443 Transcriptome and Coexpression Network Analysis of the Human Glioma Cell Line Hs683 Exposed to
Candoxin. Journal of International Medical Research, 2012, 40, 887-898. 0.4 6

1444 Immunoprotective Properties of Primary Sertoli Cells in Mice: Potential Functional Pathways that
Confer Immune Privilege1. Biology of Reproduction, 2012, 86, 1-14. 1.2 62

1445 Inferring the History of Interchromosomal Gene Transposition in <i>Drosophila</i> Using
<i>n</i>-Dimensional Parsimony. Genetics, 2012, 190, 813-825. 1.2 21

1446 Identification of a two-layer regulatory network of proliferation-related microRNAs in hepatoma
cells. Nucleic Acids Research, 2012, 40, 10478-10493. 6.5 34

1447 Proteomics-based Dissection of Human Endoderm Progenitors by Differential Cell Capture on
Antibody Array. Molecular and Cellular Proteomics, 2012, 11, 586-595. 2.5 8

1448 Hyperglycemia and Renin-Dependent Hypertension Synergize to Model Diabetic Nephropathy. Journal of
the American Society of Nephrology: JASN, 2012, 23, 405-411. 3.0 40

1449 From Ontology-Based Gene Function to Physiological Model. Current Bioinformatics, 2012, 7, 436-446. 0.7 2

1450 Characterisation of a Neural Teratogenicity Assay Based on Human ESCs Differentiation Following
Exposure to Valproic Acid. Current Medicinal Chemistry, 2012, 19, 6065-6071. 1.2 8

1451 MicroRNA Profiling as a Tool for Pathway Analysis in a Human In Vitro Model for Neural Development.
Current Medicinal Chemistry, 2012, 19, 6214-6223. 1.2 3

1452 Examination of ERÎ± Signaling Pathways in Bone of Mutant Mouse Models Reveals the Importance of
ERE-Dependent Signaling. Endocrinology, 2012, 153, 5325-5333. 1.4 17

1453 The Effect of Long Term Calorie Restriction on in Vivo Hepatic Proteostatis: A Novel Combination of
Dynamic and Quantitative Proteomics. Molecular and Cellular Proteomics, 2012, 11, 1801-1814. 2.5 65

1454 FoxO6 regulates memory consolidation and synaptic function. Genes and Development, 2012, 26,
2780-2801. 2.7 116

1455 A co-module approach for elucidating drugâ€“disease associations and revealing their molecular basis.
Bioinformatics, 2012, 28, 955-961. 1.8 87

1456 Role of genetic modifiers in an orthologous rat model of ARPKD. Physiological Genomics, 2012, 44,
741-753. 1.0 26

1457 Silencing of enzymes involved in ceramide biosynthesis causes distinct global alterations of lipid
homeostasis and gene expression. Journal of Lipid Research, 2012, 53, 1459-1471. 2.0 28

1458 Research Resource: A Genome-Wide Study Identifies Potential New Target Genes for POU1F1. Molecular
Endocrinology, 2012, 26, 1455-1463. 3.7 10

1459 Research Resource: Genome-Wide Profiling of Progesterone Receptor Binding in the Mouse Uterus.
Molecular Endocrinology, 2012, 26, 1428-1442. 3.7 139

1460 Estimation of alternative splicing variability in human populations. Genome Research, 2012, 22, 528-538. 2.4 59



82

Citation Report

# Article IF Citations

1461 The Forkhead Transcription Factor FOXK2 Promotes AP-1-Mediated Transcriptional Regulation.
Molecular and Cellular Biology, 2012, 32, 385-398. 1.1 43

1462 Gene expression profiles of alveolar type II cells of chronic obstructive pulmonary disease: a
caseâ€“control study. BMJ Open, 2012, 2, e001553. 0.8 20

1463

<i>The elusive phosphotyrosine: pinning down a rare species.</i> Focus on â€œLarge-scale
phosphotyrosine proteomic profiling of rat renal collecting duct epithelium reveals predominance of
proteins involved in cell polarity determinationâ€•. American Journal of Physiology - Cell Physiology,
2012, 302, C16-C17.

2.1 1

1464 CD36 overexpression predisposes to arrhythmias but reduces infarct size in spontaneously
hypertensive rats: gene expression profile analysis. Physiological Genomics, 2012, 44, 173-182. 1.0 19

1465 Conflicting Physiological and Genomic Cardiopulmonary Effects of Recruitment Maneuvers in Murine
Acute Lung Injury. American Journal of Respiratory Cell and Molecular Biology, 2012, 46, 541-550. 1.4 25

1466 Proteomic Analysis of Aneurysm Healing Mechanism after Coil Embolization: Comparison of Dense
Packing with Loose Packing. American Journal of Neuroradiology, 2012, 33, 1177-1181. 1.2 10

1467 Adipose Genes Down-Regulated During Experimental Endotoxemia Are Also Suppressed in Obesity.
Journal of Clinical Endocrinology and Metabolism, 2012, 97, E2152-E2159. 1.8 12

1468 Gene expression in intestinal mucosal biopsy specimens obtained from dogs with chronic enteropathy.
American Journal of Veterinary Research, 2012, 73, 1219-1229. 0.3 22

1469 Blimp1/Prdm1 governs terminal differentiation of endovascular trophoblast giant cells and defines
multipotent progenitors in the developing placenta. Genes and Development, 2012, 26, 2063-2074. 2.7 63

1470 Sex-biased genetic effects on gene regulation in humans. Genome Research, 2012, 22, 2368-2375. 2.4 92

1471 Comprehensive Transcriptome Analysis of the Periodontopathogenic Bacterium Porphyromonas
gingivalis W83. Journal of Bacteriology, 2012, 194, 100-114. 1.0 31

1472 Novel roles for KLF1 in erythropoiesis revealed by mRNA-seq. Genome Research, 2012, 22, 2385-2398. 2.4 82

1473 CD36-deficient congenic strains show improved glucose tolerance and distinct shifts in metabolic
and transcriptomic profiles. Heredity, 2012, 109, 63-70. 1.2 7

1474 Identification of links between small molecules and miRNAs in human cancers based on
transcriptional responses. Scientific Reports, 2012, 2, 282. 1.6 72

1475 A transgenic zebrafish liver tumor model with inducible <i>Myc</i> expression reveals conserved Myc
signatures with mammalian liver tumors. DMM Disease Models and Mechanisms, 2013, 6, 414-23. 1.2 69

1476 IMP: a multi-species functional genomics portal for integration, visualization and prediction of
protein functions and networks. Nucleic Acids Research, 2012, 40, W484-W490. 6.5 105

1477 Proteomic Analyses Reveal Divergent Ubiquitylation Site Patterns in Murine Tissues. Molecular and
Cellular Proteomics, 2012, 11, 1578-1585. 2.5 244

1478 Loss of the starvation-induced gene Rack1 leads to glycogen deficiency and impaired autophagic
responses in Drosophila. Autophagy, 2012, 8, 1124-1135. 4.3 52



83

Citation Report

# Article IF Citations

1479 sRNAs and the virulence of<i>Salmonella enterica</i>serovar Typhimurium. RNA Biology, 2012, 9,
437-445. 1.5 63

1480 Strength in numbers. Virulence, 2012, 3, 477-484. 1.8 25

1481 The microRNA pathway controls germ cell proliferation and differentiation in C. elegans. Cell
Research, 2012, 22, 1034-1045. 5.7 56

1482 Drastic expression change of transposon-derived piRNA-like RNAs and microRNAs in early stages of
chicken embryos implies a role in gastrulation. RNA Biology, 2012, 9, 212-227. 1.5 39

1483 Effects of contact dermatitis on hepatic gene expression in broilers. British Poultry Science, 2012, 53,
439-452. 0.8 7

1484 Phagocytosis of bacterial pathogens. Fly, 2012, 6, 21-25. 0.9 12

1485 Cellular response on Auger- and Beta-emitting nuclides: Human embryonic stem cells (hESC) vs.
keratinocytes. International Journal of Radiation Biology, 2012, 88, 961-971. 1.0 2

1486
Unconventional microarray design reveals the response to obesity is largely tissue specific: analysis
of common and divergent responses to diet-induced obesity in insulin-sensitive tissues. Applied
Physiology, Nutrition and Metabolism, 2012, 37, 257-268.

0.9 18

1487 Preliminary proteomic-based identification of a novel protein for Down's syndrome in maternal
serum. Experimental Biology and Medicine, 2012, 237, 530-539. 1.1 15

1488 Epigenetic stability, adaptability, and reversibility in human embryonic stem cells. Proceedings of the
National Academy of Sciences of the United States of America, 2012, 109, 12544-12549. 3.3 48

1489 Notch1 mediates uterine stromal differentiation and is critical for complete decidualization in the
mouse. FASEB Journal, 2012, 26, 282-294. 0.2 94

1490 A distinct DNA methylation signature defines pediatric pre-B cell acute lymphoblastic leukemia.
Epigenetics, 2012, 7, 535-541. 1.3 40

1491 A biclustering approach to analyze drug effects on extracellular matrix remodeling post-myocardial
infarction. , 2012, , . 4

1492 STRING v9.1: protein-protein interaction networks, with increased coverage and integration. Nucleic
Acids Research, 2012, 41, D808-D815. 6.5 3,816

1493
Improved Cell Survival and Paracrine Capacity of Human Embryonic Stem Cell-Derived Mesenchymal
Stem Cells Promote Therapeutic Potential for Pulmonary Arterial Hypertension. Cell Transplantation,
2012, 21, 2225-2239.

1.2 69

1494 Differential Gene Expression Profile in Bovine Blastocysts Resulting from Hyperglycemia Exposure
During Early Cleavage Stages1. Biology of Reproduction, 2012, 86, 50. 1.2 52

1495 GeneCodis3: a non-redundant and modular enrichment analysis tool for functional genomics. Nucleic
Acids Research, 2012, 40, W478-W483. 6.5 515

1496 Comparative genome-wide DNA methylation analysis of colorectal tumor and matched normal tissues.
Epigenetics, 2012, 7, 1355-1367. 1.3 67



84

Citation Report

# Article IF Citations

1497 Cold-Inducible RNA-Binding Protein Modulates Circadian Gene Expression Posttranscriptionally.
Science, 2012, 338, 379-383. 6.0 229

1498 DAVID-WS: a stateful web service to facilitate gene/protein list analysis. Bioinformatics, 2012, 28,
1805-1806. 1.8 955

1499 Breast cancer signatures for invasiveness and prognosis defined by deep sequencing of microRNA.
Proceedings of the National Academy of Sciences of the United States of America, 2012, 109, 3024-3029. 3.3 334

1500 Interactive exploration of RNA22 microRNA target predictions. Bioinformatics, 2012, 28, 3322-3323. 1.8 193

1501 MicroRNA-10b pleiotropically regulates invasion, angiogenicity and apoptosis of tumor cells
resembling mesenchymal subtype of glioblastoma multiforme. Cell Death and Disease, 2012, 3, e398-e398. 2.7 116

1502
Identification of differentially expressed genes according to chemosensitivity in advanced ovarian
serous adenocarcinomas: expression of GRIA2 predicts better survival. British Journal of Cancer, 2012,
107, 91-99.

2.9 37

1503 Developmental regulation of expression of schizophrenia susceptibility genes in the primate
hippocampal formation. Translational Psychiatry, 2012, 2, e173-e173. 2.4 11

1504 Potential tumorigenic programs associated with TP53 mutation status reveal role of VEGF pathway.
British Journal of Cancer, 2012, 107, 1722-1728. 2.9 20

1505 Gene Expression Profile Changes After Short-activating RNA-mediated Induction of Endogenous
Pluripotency Factors in Human Mesenchymal Stem Cells. Molecular Therapy - Nucleic Acids, 2012, 1, e35. 2.3 28

1506
Gene expression profiling of placentae from women with early- and late-onset pre-eclampsia:
down-regulation of the angiogenesis-related genes ACVRL1 and EGFL7 in early-onset disease. Molecular
Human Reproduction, 2012, 18, 146-155.

1.3 63

1507 Differential Gene Expression Responses Distinguish Contact and Respiratory Sensitizers and
Nonsensitizing Irritants in the Local Lymph Node Assay. Toxicological Sciences, 2012, 126, 413-425. 1.4 24

1508 Myc, Aurora Kinase A, and mutant p53R172H co-operate in a mouse model of metastatic skin carcinoma.
Oncogene, 2012, 31, 2680-2690. 2.6 27

1509 Modeling invasive breast cancer: growth factors propel progression of HER2-positive premalignant
lesions. Oncogene, 2012, 31, 3569-3583. 2.6 34

1510 Dietary zinc deficiency fuels esophageal cancer development by inducing a distinct inflammatory
signature. Oncogene, 2012, 31, 4550-4558. 2.6 74

1511 Preventative oral methylthioadenosine is anti-inflammatory and reduces DSS-induced colitis in mice.
American Journal of Physiology - Renal Physiology, 2012, 303, G71-G82. 1.6 14

1512 Identification of hundreds of novel UPF1 target transcripts by direct determination of whole
transcriptome stability. RNA Biology, 2012, 9, 1370-1379. 1.5 153

1513
Genome-Wide Profiling of Liver X Receptor, Retinoid X Receptor, and Peroxisome
Proliferator-Activated Receptor Î± in Mouse Liver Reveals Extensive Sharing of Binding Sites. Molecular
and Cellular Biology, 2012, 32, 852-867.

1.1 205

1514 Proteomic Analysis of Mitochondria in <i>APOE</i> Transgenic Mice and in Response to an Ischemic
Challenge. Journal of Cerebral Blood Flow and Metabolism, 2012, 32, 164-176. 2.4 37



85

Citation Report

# Article IF Citations

1515 Anti-tumour activity of two novel compounds in cisplatin-resistant testicular germ cell cancer.
British Journal of Cancer, 2012, 107, 1853-1863. 2.9 31

1516 LEDGF (p75) promotes DNA-end resection and homologous recombination. Nature Structural and
Molecular Biology, 2012, 19, 803-810. 3.6 169

1517 Meta-analysis of genome-wide association studies for panic disorder in the Japanese population.
Translational Psychiatry, 2012, 2, e186-e186. 2.4 59

1518 Identifying Grade/Stage-Related Active Modules in Human Co-regulatory Networks: A Case Study for
Breast Cancer. OMICS A Journal of Integrative Biology, 2012, 16, 681-689. 1.0 1

1519
Transcriptomes of germinal zones of human and mouse fetal neocortex suggest a role of
extracellular matrix in progenitor self-renewal. Proceedings of the National Academy of Sciences of
the United States of America, 2012, 109, 11836-11841.

3.3 282

1520 Comprehensive Gene Expression Profiling in the Prefrontal Cortex Links Immune Activation and
Neutrophil Infiltration to Antinociception. Journal of Neuroscience, 2012, 32, 35-45. 1.7 35

1521 Human Adipose Tissue Macrophages Display Activation of Cancer-related Pathways. Journal of
Biological Chemistry, 2012, 287, 21904-21913. 1.6 60

1522 RNA Binding Proteins Accumulate at the Postsynaptic Density with Synaptic Activity. Journal of
Neuroscience, 2012, 32, 599-609. 1.7 54

1523
Differential Ly-6C expression identifies the recruited macrophage phenotype, which orchestrates the
regression of murine liver fibrosis. Proceedings of the National Academy of Sciences of the United
States of America, 2012, 109, E3186-95.

3.3 793

1524 The genomic response to courtship song stimulation in female<i>Drosophila melanogaster</i>.
Proceedings of the Royal Society B: Biological Sciences, 2012, 279, 1359-1365. 1.2 50

1525 Identification of Genes Underlying Hypoxia Tolerance in<i>Drosophila</i>by a P-element Screen. G3:
Genes, Genomes, Genetics, 2012, 2, 1169-1178. 0.8 29

1526 Ecological Genomics of <i>Anopheles gambiae</i> Along a Latitudinal Cline: A
Population-Resequencing Approach. Genetics, 2012, 190, 1417-1432. 1.2 157

1527 Oncogenic Kras Expression in Postmitotic Neurons Leads to S100A8-S100A9 Protein Overexpression
and Gliosis. Journal of Biological Chemistry, 2012, 287, 22948-22958. 1.6 14

1528 Mutant p53 cooperates with ETS2 to promote etoposide resistance. Genes and Development, 2012, 26,
830-845. 2.7 164

1529
MicroRNA-125b Down-regulates Matrix Metallopeptidase 13 and Inhibits Cutaneous Squamous Cell
Carcinoma Cell Proliferation, Migration, and Invasion. Journal of Biological Chemistry, 2012, 287,
29899-29908.

1.6 161

1530 Widespread Polymorphism in the Positions of Stop Codons in Drosophila melanogaster. Genome
Biology and Evolution, 2012, 4, 533-549. 1.1 25

1531 Dynamics of the G Protein-coupled Vasopressin V2 Receptor Signaling Network Revealed by
Quantitative Phosphoproteomics. Molecular and Cellular Proteomics, 2012, 11, M111.014613. 2.5 70

1532
Extensive Determination of Glycan Heterogeneity Reveals an Unusual Abundance of High Mannose
Glycans in Enriched Plasma Membranes of Human Embryonic Stem Cells. Molecular and Cellular
Proteomics, 2012, 11, M111.010660.

2.5 94



86

Citation Report

# Article IF Citations

1533 IKKÎ± and alternative NF-ÎºB regulate PGC-1Î² to promote oxidative muscle metabolism. Journal of Cell
Biology, 2012, 196, 497-511. 2.3 63

1534 Clinical Proteomics. Circulation: Cardiovascular Genetics, 2012, 5, 377-377. 5.1 4

1535 Hepatic induction of cholesterol biosynthesis reflects a remote adaptive response to pneumococcal
pneumonia. FASEB Journal, 2012, 26, 2424-2436. 0.2 38

1536 Knockdown of the psychosis susceptibility gene ZNF804A alters expression of genes involved in cell
adhesion. Human Molecular Genetics, 2012, 21, 1018-1024. 1.4 87

1537 Identification and Pathway Mapping of Furan Target Proteins Reveal Mitochondrial Energy Production
and Redox Regulation as Critical Targets of Furan Toxicity. Toxicological Sciences, 2012, 126, 336-352. 1.4 37

1538 Leptin-Induced mTOR Activation Defines a Specific Molecular and Transcriptional Signature
Controlling CD4+ Effector T Cell Responses. Journal of Immunology, 2012, 189, 2941-2953. 0.4 121

1539 Investigation of Receptor interacting protein (RIP3)-dependent Protein Phosphorylation by
Quantitative Phosphoproteomics. Molecular and Cellular Proteomics, 2012, 11, 1640-1651. 2.5 65

1540 E2F7 represses a network of oscillating cell cycle genes to control S-phase progression. Nucleic Acids
Research, 2012, 40, 3511-3523. 6.5 91

1541
Human kinome profiling identifies a requirement for AMP-activated protein kinase during human
cytomegalovirus infection. Proceedings of the National Academy of Sciences of the United States of
America, 2012, 109, 3071-3076.

3.3 75

1542 Genetic Variation That Predicts Platinum Sensitivity Reveals the Role of miR-193b* in Chemotherapeutic
Susceptibility. Molecular Cancer Therapeutics, 2012, 11, 2054-2061. 1.9 35

1543 Genome-scale analysis of DNA methylation in lung adenocarcinoma and integration with mRNA
expression. Genome Research, 2012, 22, 1197-1211. 2.4 461

1544 GIGANTEA and EARLY FLOWERING 4 in Arabidopsis Exhibit Differential Phase-Specific Genetic Influences
over a Diurnal Cycle. Molecular Plant, 2012, 5, 678-687. 3.9 50

1545 Expression Profiling of Attenuated Mitochondrial Function Identifies Retrograde Signals
in<i>Drosophila</i>. G3: Genes, Genomes, Genetics, 2012, 2, 843-851. 0.8 21

1546 Pediatric Biomedical Informatics. Translational Bioinformatics, 2012, , . 0.0 3

1547 Complement C3 is a novel plasma clot component with anti-fibrinolytic properties. Diabetes and
Vascular Disease Research, 2012, 9, 216-225. 0.9 79

1548 Characteristic Markers of the WNT Signaling Pathways Are Differentially Expressed in Osteoarthritic
Cartilage. Cartilage, 2012, 3, 43-57. 1.4 19

1549 Identification of the major functional proteins of prokaryotic lipid droplets. Journal of Lipid
Research, 2012, 53, 399-411. 2.0 103

1550 RAC1 in keratinocytes regulates crosstalk to immune cells by Arp2/3 dependent control of STAT1.
Journal of Cell Science, 2012, 125, 5379-90. 1.2 22



87

Citation Report

# Article IF Citations

1551 Molecular Pathways: Rodent Parvovirusesâ€”Mechanisms of Oncolysis and Prospects for Clinical
Cancer Treatment. Clinical Cancer Research, 2012, 18, 3516-3523. 3.2 80

1552 Identification of Genomic Targets of Transcription Factor Aebp1 and its role in Survival of Glioma
Cells. Molecular Cancer Research, 2012, 10, 1039-1051. 1.5 37

1553 GENE EXPRESSION DATA CLASSIFICATION COMBINING HIERARCHICAL REPRESENTATION AND EFFICIENT
FEATURE SELECTION. Journal of Biological Systems, 2012, 20, 349-375. 0.5 6

1554 RANKING DIFFERENTIAL HUBS IN GENE CO-EXPRESSION NETWORKS. Journal of Bioinformatics and
Computational Biology, 2012, 10, 1240002. 0.3 24

1555 The Retinoblastoma Protein Is Essential for Survival of Postmitotic Neurons. Journal of
Neuroscience, 2012, 32, 14809-14814. 1.7 45

1556
Microarray-Based Capture of Novel Expressed Cell Typeâ€“Specific Transfrags (CoNECT) to Annotate
Tissue-Specific Transcription in<i>Drosophila melanogaster</i>. G3: Genes, Genomes, Genetics, 2012, 2,
873-882.

0.8 0

1557 Pericyte TIMP3 and ADAMTS1 Modulate Vascular Stability after Kidney Injury. Journal of the American
Society of Nephrology: JASN, 2012, 23, 868-883. 3.0 176

1558 Proteome-wide Detection of Abl1 SH3-binding Peptides by Integrating Computational Prediction and
Peptide Microarray. Molecular and Cellular Proteomics, 2012, 11, O111.010389. 2.5 24

1559
Mining the Bioinformation of Differentially Expressed Genes in Obese Mice Treated with Chronic
Intermittent Hypoxia Based on the Bioinformatics Methods. Applied Mechanics and Materials, 0, 195-196,
429-434.

0.2 0

1560 Molecular classification of gliomas based on whole genome gene expression: a systematic report of
225 samples from the Chinese Glioma Cooperative Group. Neuro-Oncology, 2012, 14, 1432-1440. 0.6 163

1561
Integrated Analysis of Multiple Gene Expression Profiling Datasets Revealed Novel Gene Signatures
and Molecular Markers in Nasopharyngeal Carcinoma. Cancer Epidemiology Biomarkers and
Prevention, 2012, 21, 166-175.

1.1 16

1562 Concentration-Response Analysis of Differential Gene Expression in the Zebrafish Embryotoxicity Test
Following Flusilazole Exposure. Toxicological Sciences, 2012, 127, 303-312. 1.4 53

1563 Global DNA Hypomethylation Prevents Consolidation of Differentiation Programs and Allows
Reversion to the Embryonic Stem Cell State. PLoS ONE, 2012, 7, e52629. 1.1 34

1564 Penetrance of biallelic SMARCAL1 mutations is associated with environmental and genetic
disturbances of gene expression. Human Molecular Genetics, 2012, 21, 2572-2587. 1.4 57

1565 Progesterone Inhibits Uterine Gland Development in the Neonatal Mouse Uterus1. Biology of
Reproduction, 2012, 86, 146, 1-9. 1.2 66

1566 Impact of CUX2 on the Female Mouse Liver Transcriptome: Activation of Female-Biased Genes and
Repression of Male-Biased Genes. Molecular and Cellular Biology, 2012, 32, 4611-4627. 1.1 80

1567 Identification of a binding motif specific to HNF4 by comparative analysis of multiple nuclear
receptors. Nucleic Acids Research, 2012, 40, 5343-5356. 6.5 93

1568 A New Approach for the Joint Analysis of Multiple Chip-Seq Libraries with Application to Histone
Modification. Statistical Applications in Genetics and Molecular Biology, 2012, 11, Article 1. 0.2 15



88

Citation Report

# Article IF Citations

1569 Identifying disease genes and module biomarkers by differential interactions. Journal of the American
Medical Informatics Association: JAMIA, 2012, 19, 241-248. 2.2 99

1570 Deregulation of Ion Channel and Transporter Encoding Genes in Pediatric Gliomas. Frontiers in
Oncology, 2012, 2, 53. 1.3 7

1571 Cis-regulatory properties of medaka synexpression groups. Development (Cambridge), 2012, 139, 917-928. 1.2 9

1572 Molecular Profiles of Pre- and Postoperative Breast Cancer Tumours Reveal Differentially Expressed
Genes. ISRN Oncology, 2012, 2012, 1-12. 2.1 6

1573 Genome-wide analysis of p63 binding sites identifies AP-2 factors as co-regulators of epidermal
differentiation. Nucleic Acids Research, 2012, 40, 7190-7206. 6.5 87

1574
Hepatic and Pulmonary Toxicogenomic Profiles in Mice Intratracheally Instilled With Carbon Black
Nanoparticles Reveal Pulmonary Inflammation, Acute Phase Response, and Alterations in Lipid
Homeostasis. Toxicological Sciences, 2012, 127, 474-484.

1.4 96

1575 Peroxisome Proliferator-Activated Receptor Î²/Î´ Cross Talks with E2F and Attenuates Mitosis in
HRAS-Expressing Cells. Molecular and Cellular Biology, 2012, 32, 2065-2082. 1.1 16

1576 Quantitative proteomics of extracellular vesicles derived from human primary and metastatic
colorectal cancer cells. Journal of Extracellular Vesicles, 2012, 1, . 5.5 108

1577 Tetradian oscillation of estrogen receptor Î± is necessary to prevent liver lipid deposition. Proceedings
of the National Academy of Sciences of the United States of America, 2012, 109, 11806-11811. 3.3 77

1578 Identification and Comparative Analysis of ncRNAs in Human, Mouse and Zebrafish Indicate a
Conserved Role in Regulation of Genes Expressed in Brain. PLoS ONE, 2012, 7, e52275. 1.1 29

1579 ApoptoProteomics, an Integrated Database for Analysis of Proteomics Data Obtained from Apoptotic
Cells. Molecular and Cellular Proteomics, 2012, 11, M111.010447. 2.5 30

1580 Novel Proteomic Tools Reveal Essential Roles of SRP and Importance of Proper Membrane Protein
Biogenesis. Molecular and Cellular Proteomics, 2012, 11, M111.011585. 2.5 18

1581 Estrogen receptor prevents p53-dependent apoptosis in breast cancer. Proceedings of the National
Academy of Sciences of the United States of America, 2012, 109, 18060-18065. 3.3 125

1582
<i>Sleeping Beauty</i> mutagenesis reveals cooperating mutations and pathways in pancreatic
adenocarcinoma. Proceedings of the National Academy of Sciences of the United States of America,
2012, 109, 5934-5941.

3.3 201

1583
Quantitative assessment of the impact of the gut microbiota on lysine Îµ-acetylation of host proteins
using gnotobiotic mice. Proceedings of the National Academy of Sciences of the United States of
America, 2012, 109, 11133-11138.

3.3 40

1584 Serine Hydroxymethyltransferase Anchors de Novo Thymidylate Synthesis Pathway to Nuclear Lamina
for DNA Synthesis. Journal of Biological Chemistry, 2012, 287, 7051-7062. 1.6 106

1585 Annexin A2 Silencing Induces G2 Arrest of Non-small Cell Lung Cancer Cells through p53-dependent
and -independent Mechanisms. Journal of Biological Chemistry, 2012, 287, 32512-32524. 1.6 64

1586
Expression Profiling and Biochemical Analysis Suggest Stress Response as a Potential Mechanism
Inhibiting Proliferation of Polyamine-depleted Cells. Journal of Biological Chemistry, 2012, 287,
35825-35837.

1.6 39



89

Citation Report

# Article IF Citations

1587 Quantitative Proteomics Reveals Dynamic Changes in the Plasma Membrane During Arabidopsis Immune
Signaling. Molecular and Cellular Proteomics, 2012, 11, M111.014555. 2.5 100

1588 Morphine Produces Immunosuppressive Effects in Nonhuman Primates at the Proteomic and Cellular
Levels. Molecular and Cellular Proteomics, 2012, 11, 605-618. 2.5 45

1589 Targeted Proteomics of the Secretory Pathway Reveals the Secretome of Mouse Embryonic Fibroblasts
and Human Embryonic Stem Cells. Molecular and Cellular Proteomics, 2012, 11, 1829-1839. 2.5 31

1590 Subnuclear cyclin D3 compartments and the coordinated regulation of proliferation and
immunoglobulin variable gene repression. Journal of Experimental Medicine, 2012, 209, 2199-2213. 4.2 28

1591 Heparan Sulfate Enhances the Self-Renewal and Therapeutic Potential of Mesenchymal Stem Cells
from Human Adult Bone Marrow. Stem Cells and Development, 2012, 21, 1897-1910. 1.1 46

1592 Transcriptome Analysis of a North American Songbird, Melospiza melodia. DNA Research, 2012, 19,
325-333. 1.5 16

1593 Elephant Transcriptome Provides Insights into the Evolution of Eutherian Placentation. Genome
Biology and Evolution, 2012, 4, 713-725. 1.1 27

1594 A systematic characterization of genes underlying both complex and Mendelian diseases. Human
Molecular Genetics, 2012, 21, 1611-1624. 1.4 35

1595 Identification of functional genomic regions with copy number alteration in liver cancer. , 2012, , . 1

1596 High Resolution Mapping of Candidate Alleles for Desiccation Resistance in Drosophila melanogaster
under Selection. Molecular Biology and Evolution, 2012, 29, 1335-1351. 3.5 28

1597 AutismKB: an evidence-based knowledgebase of autism genetics. Nucleic Acids Research, 2012, 40,
D1016-D1022. 6.5 157

1598
The testis-specific double bromodomain-containing protein BRDT forms a complex with multiple
spliceosome components and is required for mRNA splicing and 3â€²-UTR truncation in round spermatids.
Nucleic Acids Research, 2012, 40, 7162-7175.

6.5 44

1599 TIMP1 Contributes to Ovarian Anomalies in Both an MMP-Dependent and -Independent Manner in a Rat
Model1. Biology of Reproduction, 2012, 86, 47. 1.2 25

1600 MicroRNAs and Their Target Genes in Gingival Tissues. Journal of Dental Research, 2012, 91, 934-940. 2.5 160

1601 Computational identification of new structured cis -regulatory elements in the 3â€²-untranslated region
of human protein coding genes. Nucleic Acids Research, 2012, 40, 8862-8873. 6.5 6

1602 H5N1 Virus Causes Significant Perturbations in Host Proteome Very Early in Influenza Virus-Infected
Primary Human Monocyte-Derived Macrophages. Journal of Infectious Diseases, 2012, 206, 640-645. 1.9 20

1603 Lengthening of 3â€²UTR increases with morphological complexity in animal evolution. Bioinformatics,
2012, 28, 3178-3181. 1.8 45

1604 Salinity- and population-dependent genome regulatory response during osmotic acclimation in the
killifish (<i>Fundulus heteroclitus</i>) gill. Journal of Experimental Biology, 2012, 215, 1293-1305. 0.8 97



90

Citation Report

# Article IF Citations

1605 Genome-wide methylation profiling identifies hypermethylated biomarkers in high-grade cervical
intraepithelial neoplasia. Epigenetics, 2012, 7, 1268-1278. 1.3 40

1606 Proteomic analysis of multiple primary cilia reveals a novel mode of ciliary development in mammals.
Biology Open, 2012, 1, 815-825. 0.6 68

1607 microRNA expression profile and differentially-expressed genes in prolactinomas following
bromocriptine treatment. Oncology Reports, 2012, 27, 1312-20. 1.2 30

1608 Exon Arrays Reveal Alternative Splicing Aberrations in Parkinsonâ€™s Disease Leukocytes.
Neurodegenerative Diseases, 2012, 10, 203-206. 0.8 29

1609 Transcriptional network predicts viral set point during acute HIV-1 infection. Journal of the American
Medical Informatics Association: JAMIA, 2012, 19, 1103-1109. 2.2 12

1610 Quantitative proteomics profiling of the poly(ADP-ribose)-related response to genotoxic stress.
Nucleic Acids Research, 2012, 40, 7788-7805. 6.5 138

1611 Systemic Steroid Exposure Is Associated with Differential Methylation in Chronic Obstructive
Pulmonary Disease. American Journal of Respiratory and Critical Care Medicine, 2012, 186, 1248-1255. 2.5 64

1612 Proteome-wide Analysis of Lysine Acetylation Suggests its Broad Regulatory Scope in Saccharomyces
cerevisiae. Molecular and Cellular Proteomics, 2012, 11, 1510-1522. 2.5 255

1613 Gli2 and MEF2C activate each other's expression and function synergistically during
cardiomyogenesis in vitro. Nucleic Acids Research, 2012, 40, 3329-3347. 6.5 33

1614 Identification of copy number variants in horses. Genome Research, 2012, 22, 899-907. 2.4 49

1615 Centrosome loss or amplification does not dramatically perturb global gene expression in
Drosophila. Biology Open, 2012, 1, 983-993. 0.6 10

1616 Exacerbated neuronal ceroid lipofuscinosis phenotype in <i>Cln1/5</i> double knock-out mice. DMM
Disease Models and Mechanisms, 2013, 6, 342-57. 1.2 26

1617
Comparison of Parallel High-Throughput RNA Sequencing Between Knockout of TDP-43 and Its
Overexpression Reveals Primarily Nonreciprocal and Nonoverlapping Gene Expression Changes in the
Central Nervous System of Drosophila. G3: Genes, Genomes, Genetics, 2012, 2, 789-802.

0.8 71

1619 Array-based identification of common DNA methylation alterations in ulcerative colitis. International
Journal of Oncology, 2012, 40, 983-994. 1.4 21

1620 MicroRNA Profiling Identifies miRâ€•29 as a Regulator of Diseaseâ€•associated Pathways in Experimental
Biliary Atresia. Journal of Pediatric Gastroenterology and Nutrition, 2012, 54, 186-192. 0.9 58

1621
Changes in Brain Transcripts Related to Alzheimer's Disease in a Model of HFE Hemochromatosis are
not Consistent with Increased Alzheimer's Disease Risk. Journal of Alzheimer's Disease, 2012, 30,
791-803.

1.2 11

1622 Mitochondrial Dysfunction and Immune Activation are Detectable in Early Alzheimer's Disease Blood.
Journal of Alzheimer's Disease, 2012, 30, 685-710. 1.2 141

1623 CUGBP1 and MBNL1 preferentially bind to 3â€² UTRs and facilitate mRNA decay. Scientific Reports, 2012, 2,
209. 1.6 150



91

Citation Report

# Article IF Citations

1624 Gene expression profiling of human liver carcinoma (HepG2) cells exposed to the marine toxin okadaic
acid. Toxicological and Environmental Chemistry, 2012, 94, 1805-1821. 0.6 7

1625 Application of Top-Down and Bottom-up Systems Approaches in Ruminant Physiology and Metabolism.
Current Genomics, 2012, 13, 379-394. 0.7 46

1626 Transcriptional regulatory networks in human lung adenocarcinoma. Molecular Medicine Reports,
2012, 6, 961-966. 1.1 27

1627 Transcriptional Profiling of the Hematopoietic Support of Interleukin-Stimulated Human Umbilical
Vein Endothelial Cells (HUVECs). Cell Transplantation, 2012, 21, 251-267. 1.2 6

1628
A Simple Method for Analyzing Actives in Random RNAi Screens: Introducing the â€œH Scoreâ€• for Hit
Nomination &amp; Gene Prioritization. Combinatorial Chemistry and High Throughput Screening, 2012,
15, 686-704.

0.6 24

1629 Experimental chronic jet lag promotes growth and lung metastasis of Lewis lung carcinoma in C57BL/6
mice. Oncology Reports, 2012, 27, 1417-28. 1.2 24

1630 Evaluating the Evidence for Transmission Distortion in Human Pedigrees. Genetics, 2012, 191, 215-232. 1.2 43

1631 Proteomic Analysis of Formalin-Fixed Paraffin-Embedded Pancreatic Tissue Using Liquid
Chromatography Tandem Mass Spectrometry. Pancreas, 2012, 41, 175-185. 0.5 30

1632
Effects of 18-kDa translocator protein knockdown on gene expression of glutamate receptors,
transporters, and metabolism, and on cell viability affected by glutamate. Pharmacogenetics and
Genomics, 2012, 22, 606-619.

0.7 20

1633 Improved insulin sensitivity after treatment with PPARÎ³ and PPARÎ± ligands is mediated by genetically
modulated transcripts. Pharmacogenetics and Genomics, 2012, 22, 484-497. 0.7 24

1634 Lipid metabolic pathways as lung cancer therapeutic targets: A computational study. International
Journal of Molecular Medicine, 2012, 29, 519-529. 1.8 14

1635 Strong Concordance Between Transcriptomic Patterns of Spleen and Peripheral Blood Leukocytes in
Response to Avian Pathogenic Escherichia coli Infection. Avian Diseases, 2012, 56, 732-736. 0.4 10

1636 Reversal of Aberrant Cancer Methylome and Transcriptome upon Direct Reprogramming of Lung
Cancer Cells. Scientific Reports, 2012, 2, 592. 1.6 36

1637 Meta-analysis of the expression of the mitosis-related gene Fam83D. Oncology Letters, 2012, 4, 1335-1340. 0.8 18

1638 Detection of significant pathways in osteoporosis based on graph clustering. Molecular Medicine
Reports, 2012, 6, 1325-1332. 1.1 14

1639 Combination of meta-analysis and graph clustering to identify prognostic markers of ESCC. Genetics
and Molecular Biology, 2012, 35, 530-537. 0.6 10

1640 Whole Genome Sequences of a Male and Female Supercentenarian, Ages Greater than 114â€‰Years.
Frontiers in Genetics, 2011, 2, 90. 1.1 51

1641 Dynamic Network of Transcription and Pathway Crosstalk to Reveal Molecular Mechanism of
MGd-Treated Human Lung Cancer Cells. PLoS ONE, 2012, 7, e31984. 1.1 10



92

Citation Report

# Article IF Citations

1642 Gut Pathology and Responses to the Microsporidium Nosema ceranae in the Honey Bee Apis mellifera.
PLoS ONE, 2012, 7, e37017. 1.1 204

1643 Genome-wide transcriptome analysis of rice genes responsive to chilling stress. Canadian Journal of
Plant Science, 2012, 92, 447-460. 0.3 13

1644 Hepatic gene expression analysis of 2-aminoanthracene exposed Fisher-344 rats reveal patterns
indicative of liver carcinoma and type 2 diabetes. Journal of Toxicological Sciences, 2012, 37, 1001-1016. 0.7 13

1645 Network rewiring is an important mechanism of gene essentiality change. Scientific Reports, 2012, 2,
900. 1.6 52

1646
Whole-genome analysis of gene expression associates the ubiquitin-proteasome system with the
cardiomyopathy phenotype in disease-sensitized congenic mouse strains. Cardiovascular Research,
2012, 94, 87-95.

1.8 17

1647 Genome-wide screening for methylation-silenced genes in colorectal cancer. International Journal of
Oncology, 2012, 41, 490-496. 1.4 20

1648 A zebrafish transgenic model of Ewingâ€™s sarcoma reveals conserved mediators of EWS-FLI1
tumorigenesis. DMM Disease Models and Mechanisms, 2012, 5, 95-106. 1.2 64

1649 Mitochondrial function, fatty acid metabolism, and immune system are relevant features of pig
adipose tissue development. Physiological Genomics, 2012, 44, 1116-1124. 1.0 13

1650 Genome-wide associations for feed utilisation complex in primiparous Holsteinâ€“Friesian dairy cows
from experimental research herds in four European countries. Animal, 2012, 6, 1738-1749. 1.3 40

1651
Functional classification of genes using semantic distance and fuzzy clustering approach: evaluation
with reference sets and overlap analysis. International Journal of Computational Biology and Drug
Design, 2012, 5, 245.

0.3 4

1652 The transcription factor Erg regulates expression of histone deacetylase 6 and multiple pathways
involved in endothelial cell migration and angiogenesis. Blood, 2012, 119, 894-903. 0.6 69

1653 Genome-wide analysis of STAT3 binding in vivo predicts effectors of the anti-inflammatory response in
macrophages. Blood, 2012, 119, e110-e119. 0.6 103

1654 MicroRNA-650 expression is influenced by immunoglobulin gene rearrangement and affects the
biology of chronic lymphocytic leukemia. Blood, 2012, 119, 2110-2113. 0.6 92

1655 Nonâ€“cell-autonomous hedgehog signaling promotes murine B lymphopoiesis from hematopoietic
progenitors. Blood, 2012, 119, 5438-5448. 0.6 14

1656 KAP1 regulates gene networks controlling mouse B-lymphoid cell differentiation and function. Blood,
2012, 119, 4675-4685. 0.6 39

1657 Dynamic epigenetic enhancer signatures reveal key transcription factors associated with monocytic
differentiation states. Blood, 2012, 119, e161-e171. 0.6 139

1658 Gene Selection Using Iterative Feature Elimination Random Forests for Survival Outcomes. IEEE/ACM
Transactions on Computational Biology and Bioinformatics, 2012, 9, 1422-1431. 1.9 54

1659 Feed-Forward Regulation of Phagocytosis by Entamoeba histolytica. Infection and Immunity, 2012, 80,
4456-4462. 1.0 16



93

Citation Report

# Article IF Citations

1660 Loss of mitochondrial protease OMA1 alters processing of the GTPase OPA1 and causes obesity and
defective thermogenesis in mice. EMBO Journal, 2012, 31, 2117-2133. 3.5 230

1661 An environmental analysis of genes associated with schizophrenia: hypoxia and vascular factors as
interacting elements in the neurodevelopmental model. Molecular Psychiatry, 2012, 17, 1194-1205. 4.1 95

1662 Longitudinal Characterization of the Brain Proteomes for the Tg2576 Amyloid Mouse Model Using
Shotgun Based Mass Spectrometry. Journal of Proteome Research, 2012, 11, 6159-6174. 1.8 24

1663
Genomic Promoter Occupancy of Runt-related Transcription Factor RUNX2 in Osteosarcoma Cells
Identifies Genes Involved in Cell Adhesion and Motility. Journal of Biological Chemistry, 2012, 287,
4503-4517.

1.6 75

1664 Interferon-Î³â€“Stimulated Genes, but Not USP18, Are Expressed in Livers of Patients With Acute Hepatitis
C. Gastroenterology, 2012, 143, 777-786.e6. 0.6 57

1665 Spectral algorithms for heterogeneous biological networks. Briefings in Functional Genomics, 2012,
11, 457-468. 1.3 2

1666 UpSET Recruits HDAC Complexes and Restricts Chromatin Accessibility and Acetylation at Promoter
Regions. Cell, 2012, 151, 1214-1228. 13.5 46

1667 A cohesinâ€“RAD21 interactome. Biochemical Journal, 2012, 442, 661-670. 1.7 20

1668 Transcriptomic and metabolomic profiling of chicken adipose tissue in response to insulin
neutralization and fasting. BMC Genomics, 2012, 13, 441. 1.2 84

1669 Kidney proteome changes provide evidence for a dynamic metabolism and regional redistribution of
plasma proteins during torpor-arousal cycles of hibernation. Physiological Genomics, 2012, 44, 717-727. 1.0 21

1670
Gene Expression Changes in <scp>C</scp>57<scp>BL</scp>/6<scp>J</scp> and
<scp>DBA</scp>/2<scp>J</scp> Mice Following Prenatal Alcohol Exposure. Alcoholism: Clinical and
Experimental Research, 2012, 36, 1519-1529.

1.4 47

1671
Altered Expression of Cytokine Signaling Pathway Genes in Peripheral Blood Cells of Alcohol
Dependent Subjects: Preliminary Findings. Alcoholism: Clinical and Experimental Research, 2012, 36,
1487-1496.

1.4 18

1672 Mitochondrial protein acetylation regulates metabolism. Essays in Biochemistry, 2012, 52, 23-35. 2.1 207

1673 Activin Signaling Regulates Sertoli Cell Differentiation and Function. Endocrinology, 2012, 153,
6065-6077. 1.4 61

1674 E2F8 is essential for polyploidization in mammalian cells. Nature Cell Biology, 2012, 14, 1181-1191. 4.6 135

1675 MicroRNA-375 inhibits tumour growth and metastasis in oesophageal squamous cell carcinoma
through repressing insulin-like growth factor 1 receptor. Gut, 2012, 61, 33-42. 6.1 223

1676
Expression of genes involved in fatty acid transport and insulin signaling is altered by physical
inactivity and exercise training in human skeletal muscle. American Journal of Physiology -
Endocrinology and Metabolism, 2012, 303, E1245-E1251.

1.8 28

1677 Quantitative Proteomics Analysis of the cAMP/Protein Kinase A Signaling Pathway. Biochemistry, 2012,
51, 9323-9332. 1.2 13



94

Citation Report

# Article IF Citations

1678 Identification of Retinol Binding Protein 1 Promoter Hypermethylation in Isocitrate Dehydrogenase 1
and 2 Mutant Gliomas. Journal of the National Cancer Institute, 2012, 104, 1458-1469. 3.0 56

1679 Protein Aggregation Caused by Aminoglycoside Action Is Prevented by a Hydrogen Peroxide Scavenger.
Molecular Cell, 2012, 48, 713-722. 4.5 98

1680 Identification of Docetaxel Resistance Genes in Castration-Resistant Prostate Cancer. Molecular
Cancer Therapeutics, 2012, 11, 329-339. 1.9 92

1681 Involvement of Histone Demethylase LSD1 in Short-Time-Scale Gene Expression Changes during Cell
Cycle Progression in Embryonic Stem Cells. Molecular and Cellular Biology, 2012, 32, 4861-4876. 1.1 32

1682 Conserved DNA methylation patterns in healthy blood cells and extensive changes in leukemia
measured by a new quantitative technique. Epigenetics, 2012, 7, 1368-1378. 1.3 66

1683 Global identification of genes regulated by estrogen signaling and demethylation in MCF-7 breast
cancer cells. Biochemical and Biophysical Research Communications, 2012, 426, 26-32. 1.0 30

1684 Diverse types of genetic variation converge on functional gene networks involved in schizophrenia.
Nature Neuroscience, 2012, 15, 1723-1728. 7.1 193

1685 Identification of retinoblastoma related genes with shortest path in a proteinâ€“protein interaction
network. Biochimie, 2012, 94, 1910-1917. 1.3 28

1686 Multimodel Pathway Enrichment Methods for Functional Evaluation of Expression Regulation.
Journal of Proteome Research, 2012, 11, 2955-2967. 1.8 5

1699 Lnk deficiency partially mitigates hematopoietic stem cell aging. Aging Cell, 2012, 11, 949-959. 3.0 22

1700 Systematic identification of edited microRNAs in the human brain. Genome Research, 2012, 22, 1533-1540. 2.4 163

1701
Gene expression profiling with principal component analysis depicts the biological continuum from
essential thrombocythemia over polycythemia vera to myelofibrosis. Experimental Hematology, 2012,
40, 771-780.e19.

0.2 55

1702 A Meta-Analysis of Gene Expression Data Identifies a Molecular Signature Characteristic for
Tumor-Stage Mycosis Fungoides. Journal of Investigative Dermatology, 2012, 132, 2050-2059. 0.3 75

1703 MicroRNA-mediated dysregulation of neural developmental genes in HPRT deficiency: clues for
Leschâ€“Nyhan disease?. Human Molecular Genetics, 2012, 21, 609-622. 1.4 35

1704
Progesterone Receptor-A and -B Have Opposite Effects on Proinflammatory Gene Expression in Human
Myometrial Cells: Implications for Progesterone Actions in Human Pregnancy and Parturition. Journal
of Clinical Endocrinology and Metabolism, 2012, 97, E719-E730.

1.8 171

1705 Visceral adipocytes: old actors in obesity and new protagonists in Crohn's disease?. Gut, 2012, 61, 86-94. 6.1 95

1706 A Systematic Analysis of a Deep Mouse Epididymal Sperm Proteome1. Biology of Reproduction, 2012, 87,
141. 1.2 41

1707 Network Analysis Reveals Centrally Connected Genes and Pathways Involved in CD8+ T Cell
Exhaustion versus Memory. Immunity, 2012, 37, 1130-1144. 6.6 480



95

Citation Report

# Article IF Citations

1708 Age-Specific Variation in Immune Response in<i>Drosophila melanogaster</i>Has a Genetic Basis.
Genetics, 2012, 191, 989-1002. 1.2 64

1709 Host Response Signature to Staphylococcus aureus Alpha-Hemolysin Implicates Pulmonary Th17
Response. Infection and Immunity, 2012, 80, 3161-3169. 1.0 44

1710 FacPad: Bayesian sparse factor modeling for the inference of pathways responsive to drug treatment.
Bioinformatics, 2012, 28, 2662-2670. 1.8 22

1711 Temporal Changes in Milk Proteomes Reveal Developing Milk Functions. Journal of Proteome Research,
2012, 11, 3897-3907. 1.8 88

1712 Determining long-range chromatin interactions for selected genomic sites using 4C-seq technology:
From fixation to computation. Methods, 2012, 58, 221-230. 1.9 198

1713 Evolutionary Dynamics of Gene and Isoform Regulation in Mammalian Tissues. Science, 2012, 338,
1593-1599. 6.0 853

1714 GeneFriends: An online co-expression analysis tool to identify novel gene targets for aging and
complex diseases. BMC Genomics, 2012, 13, 535. 1.2 67

1715 Exosomes Mediate Stromal Mobilization of Autocrine Wnt-PCP Signaling in Breast Cancer Cell
Migration. Cell, 2012, 151, 1542-1556. 13.5 1,112

1716 Activating Transcription Factor 3 Regulates Immune and Metabolic Homeostasis. Molecular and
Cellular Biology, 2012, 32, 3949-3962. 1.1 67

1717 An Integrated Hierarchical Bayesian Model for Multivariate eQTL Mapping. Statistical Applications in
Genetics and Molecular Biology, 2012, 11, . 0.2 21

1718 Alkylation Sensitivity Screens Reveal a Conserved Cross-species Functionome. Molecular Cancer
Research, 2012, 10, 1580-1596. 1.5 35

1719 Genetic and Molecular Network Analysis of Behavior. International Review of Neurobiology, 2012, 104,
135-157. 0.9 17

1720 Gene expression changes in human lung cells exposed to arsenic, chromium, nickel or vanadium
indicate the first steps in cancer. Metallomics, 2012, 4, 784. 1.0 79

1721 Genome-wide mapping of methylated adenine residues in pathogenic Escherichia coli using
single-molecule real-time sequencing. Nature Biotechnology, 2012, 30, 1232-1239. 9.4 365

1722 Induced Pluripotent Stem Cell Consensus Genes: Implication for the Risk of Tumorigenesis and
Cancers in Induced Pluripotent Stem Cell Therapy. Stem Cells and Development, 2012, 21, 955-964. 1.1 47

1723 Current methods for global proteome identification. Expert Review of Proteomics, 2012, 9, 519-532. 1.3 43

1724 Early Alterations of the Immune Transcriptome in Cultured Progenitor Cells From Obese
Africanâ€•American Women. Obesity, 2012, 20, 1481-1490. 1.5 5

1725 Lack of dystrophin in <i>mdx</i> mice modulates the expression of genes involved in neuron survival
and differentiation. European Journal of Neuroscience, 2012, 35, 691-701. 1.2 13



96

Citation Report

# Article IF Citations

1726 Dicer partners expand the repertoire of miRNA targets. Genome Biology, 2012, 13, 179. 13.9 2

1727 A metagenomic study of diet-dependent interaction between gut microbiota and host in infants
reveals differences in immune response. Genome Biology, 2012, 13, R32. 13.9 218

1728 Regulation of alternative splicing by the circadian clock and food related cues. Genome Biology, 2012,
13, R54. 13.9 89

1729 Sequencing and characterization of the FVB/NJ mouse genome. Genome Biology, 2012, 13, R72. 13.9 76

1730 Muscle Gene Expression Is a Marker of Amyotrophic Lateral Sclerosis Severity. Neurodegenerative
Diseases, 2012, 9, 38-52. 0.8 41

1731 Direct regulation of microRNA biogenesis and expression by estrogen receptor beta in
hormone-responsive breast cancer. Oncogene, 2012, 31, 4196-4206. 2.6 87

1732 Highâ€•capacity peptideâ€•centric platform to decode the proteomic response to brain injury.
Electrophoresis, 2012, 33, 3712-3719. 1.3 17

1733 miRâ€•10b*, a master inhibitor of the cell cycle, is downâ€•regulated in human breast tumours. EMBO
Molecular Medicine, 2012, 4, 1214-1229. 3.3 85

1734 The postnatal role of Sox9 in cartilage. Journal of Bone and Mineral Research, 2012, 27, 2511-2525. 3.1 143

1735 A robust genomic signature for the detection of colorectal cancer patients with microsatellite
instability phenotype and high mutation frequency. Journal of Pathology, 2012, 228, 586-595. 2.1 55

1736 Comprehensive mapping of the bull sperm surface proteome. Proteomics, 2012, 12, 3559-3579. 1.3 81

1737 MicroRNA expression analysis of mammospheres cultured from human breast cancers. Journal of
Cancer Research and Clinical Oncology, 2012, 138, 1937-1944. 1.2 12

1738 Genome-wide analysis of copy number variations reveals that aging processes influence body fat
distribution in Korea Associated Resource (KARE) cohorts. Human Genetics, 2012, 131, 1795-1804. 1.8 6

1739 Proteomic analysis of the impact of static culturing on the expansion of rat bone marrow
mesenchymal stem cells. Biotechnology Letters, 2012, 34, 1589-1596. 1.1 4

1740 Xenografts faithfully recapitulate breast cancer-specific gene expression patterns of parent primary
breast tumors. Breast Cancer Research and Treatment, 2012, 135, 913-922. 1.1 39

1741
Genome-wide transcript profiling indicates induction of energy-generating pathways and an adaptive
immune response in the liver of sows during lactation. Comparative Biochemistry and Physiology Part
D: Genomics and Proteomics, 2012, 7, 370-381.

0.4 16

1742 H2.0-like Homeobox Regulates Early Hematopoiesis and Promotes Acute Myeloid Leukemia. Cancer Cell,
2012, 22, 194-208. 7.7 39

1743 Mutation of a U2 snRNA Gene Causes Global Disruption of Alternative Splicing and
Neurodegeneration. Cell, 2012, 148, 296-308. 13.5 123



97

Citation Report

# Article IF Citations

1744 Scl Represses Cardiomyogenesis in Prospective Hemogenic Endothelium and Endocardium. Cell, 2012,
150, 590-605. 13.5 142

1745 Loss of 5-Hydroxymethylcytosine Is an Epigenetic Hallmark of Melanoma. Cell, 2012, 150, 1135-1146. 13.5 688

1746 CTCF Is Required for Neural Development and Stochastic Expression of Clustered Pcdh Genes in
Neurons. Cell Reports, 2012, 2, 345-357. 2.9 154

1747 Three Distinct Patterns of Histone H3Y41 Phosphorylation Mark Active Genes. Cell Reports, 2012, 2,
470-477. 2.9 54

1748 RNAi Screening Reveals Proteasome- and Cullin3-Dependent Stages in Vaccinia Virus Infection. Cell
Reports, 2012, 2, 1036-1047. 2.9 139

1749 Linking DNA Methyltransferases to Epigenetic Marks and Nucleosome Structure Genome-wide in
Human Tumor Cells. Cell Reports, 2012, 2, 1411-1424. 2.9 96

1750 The HDAC inhibitor Givinostat modulates the hematopoietic transcription factors NFE2 and C-MYB in
JAK2V617F myeloproliferative neoplasm cells. Experimental Hematology, 2012, 40, 634-645.e10. 0.2 36

1751 Effects of heat shock protein 72 (Hsp72) on evolution of astrocyte activation following stroke in the
mouse. Experimental Neurology, 2012, 238, 284-296. 2.0 53

1752 GeneSetDB: A comprehensive metaâ€•database, statistical and visualisation framework for gene set
analysis. FEBS Open Bio, 2012, 2, 76-82. 1.0 69

1753 Proteogenomics of synaptosomal mitochondrial oxidative stress. Free Radical Biology and Medicine,
2012, 53, 1048-1060. 1.3 16

1754 Impact of miR-7 over-expression on the proteome of Chinese hamster ovary cells. Journal of
Biotechnology, 2012, 160, 251-262. 1.9 56

1755 Serum profiling of leptospirosis patients to investigate proteomic alterations. Journal of Proteomics,
2012, 76, 56-68. 1.2 27

1756 The temporal analysis of yeast exponential phase using shotgun proteomics as a fermentation
monitoring technique. Journal of Proteomics, 2012, 75, 5206-5214. 1.2 7

1757 Identification and quantification of newly synthesized proteins translationally regulated by YB-1
using a novel Clickâ€“SILAC approach. Journal of Proteomics, 2012, 77, e1-e10. 1.2 39

1758
An ion-current-based, comprehensive and reproducible proteomic strategy for comparative
characterization of the cellular responses to novel anti-cancer agents in a prostate cell model.
Journal of Proteomics, 2012, 77, 187-201.

1.2 29

1759
Identification of Flotillin-1 as a novel biomarker for lymph node metastasis and prognosis of lung
adenocarcinoma by quantitative plasma membrane proteome analysis. Journal of Proteomics, 2012, 77,
202-214.

1.2 27

1760 In-depth analysis of the secretome identifies three major independent secretory pathways in
differentiating human myoblasts. Journal of Proteomics, 2012, 77, 344-356. 1.2 125

1761 Cannabidiol affects the expression of genes involved in zinc homeostasis in BV-2 microglial cells.
Neurochemistry International, 2012, 61, 923-930. 1.9 28



98

Citation Report

# Article IF Citations

1762 Whole genome expression profile in neuroblastoma cells exposed to 1-methyl-4-phenylpyridine.
NeuroToxicology, 2012, 33, 1156-1169. 1.4 13

1763 Global gene expression analysis in skin biopsies of European red deer experimentally infected with
bluetongue virus serotypes 1 and 8. Veterinary Microbiology, 2012, 161, 26-35. 0.8 3

1764 Host gene expression changes in cattle infected with Alcelaphine herpesvirus 1. Virus Research, 2012,
169, 246-254. 1.1 7

1765 Crosstalk between Fgf and Wnt signaling in the zebrafish tailbud. Developmental Biology, 2012, 369,
298-307. 0.9 43

1766
Id2a functions to limit Notch pathway activity and thereby influence the transition from
proliferation to differentiation of retinoblasts during zebrafish retinogenesis. Developmental
Biology, 2012, 371, 280-292.

0.9 18

1767
Whole-genome gene expression profiling reveals the major role of nitric oxide in mediating the
cellular transcriptional response to ionizing radiation in normal human fibroblasts. Genomics, 2012,
100, 277-281.

1.3 6

1768 Chromatin state and microRNA determine different gene expression dynamics responsive to TNF
stimulation. Genomics, 2012, 100, 297-302. 1.3 4

1769 Discovery and characterization of new transcripts from RNA-seq data in mouse CD4+ T cells.
Genomics, 2012, 100, 303-313. 1.3 12

1770 Targeted disruption of Hspa4 gene leads to cardiac hypertrophy and fibrosis. Journal of Molecular
and Cellular Cardiology, 2012, 53, 459-468. 0.9 39

1771 Gene expression networks in COPD: microRNA and mRNA regulation. Thorax, 2012, 67, 122-131. 2.7 292

1772 Peripheral blood gene expression profile of atherosclerotic coronary artery disease in patients of
different ethnicity in Malaysia. Journal of Cardiology, 2012, 60, 192-203. 0.8 19

1773 Transcriptional responses to loss of RNase H2 in Saccharomyces cerevisiae. DNA Repair, 2012, 11,
933-941. 1.3 20

1774 LIN28 Binds Messenger RNAs at GGAGA Motifs and Regulates Splicing Factor Abundance. Molecular
Cell, 2012, 48, 195-206. 4.5 267

1775 Early life stage trimethyltin exposure induces ADP-ribosylation factor expression and perturbs the
vascular system in zebrafish. Toxicology, 2012, 302, 129-139. 2.0 11

1776 Regeneration-associated WNT Signaling Is Activated in Long-term Reconstituting AC133bright Acute
Myeloid Leukemia Cells. Neoplasia, 2012, 14, 1236-IN45. 2.3 26

1777 Bi<u>c</u>lustering of <u>Li</u>near <u>P</u>atterns In Gene Expression Data. Journal of
Computational Biology, 2012, 19, 619-631. 0.8 9

1778 Identification of novel NRF2-regulated genes by ChIP-Seq: influence on retinoid X receptor alpha.
Nucleic Acids Research, 2012, 40, 7416-7429. 6.5 459

1779 Predicting prostate cancer progression with penalized logistic regression model based on
co-expressed genes. , 2012, , . 2



99

Citation Report

# Article IF Citations

1780 Significance analysis by minimizing false discovery rate. , 2012, , . 1

1781 Live-cell monitoring of periodic gene expression in synchronous human cells identifies Forkhead
genes involved in cell cycle control. Molecular Biology of the Cell, 2012, 23, 3079-3093. 0.9 33

1782 A graph spectrum framework for optimizing the combination process of geometric biclustering. , 2012,
, . 0

1783 A frequency-based gene selection method to identify robust biomarkers for radiation dose prediction.
International Journal of Radiation Biology, 2012, 88, 267-276. 1.0 44

1784 RNA-seq coverage effects on biological pathways and GO tag clouds. , 2012, , . 0

1785 A systems biology approach to identify the signalling network regulated by Rho-GDI-Î³ during neural
stem cell differentiation. Molecular BioSystems, 2012, 8, 2916. 2.9 5

1786 Connectivity mapping identifies HDAC inhibitors for the treatment of t(4;11)-positive infant acute
lymphoblastic leukemia. Leukemia, 2012, 26, 682-692. 3.3 66

1787 DEFOG: discrete enrichment of functionally organized genes. Integrative Biology (United Kingdom),
2012, 4, 795. 0.6 3

1788 Large-scale quantitative glycoproteomics analysis of site-specific glycosylation occupancy. Molecular
BioSystems, 2012, 8, 2850. 2.9 24

1789 ANAP: An Integrated Knowledge Base for Arabidopsis Protein Interaction Network Analysis Â  Â  Â . Plant
Physiology, 2012, 158, 1523-1533. 2.3 31

1790 Annotator: Postprocessing Software for Generating Function-based Signatures from Quantitative
Mass Spectrometry. Journal of Proteome Research, 2012, 11, 1521-1536. 1.8 1

1791 Peroxiredoxins 3 and 4 Are Overexpressed in Prostate Cancer Tissue and Affect the Proliferation of
Prostate Cancer Cells in Vitro. Journal of Proteome Research, 2012, 11, 2452-2466. 1.8 46

1792 The Nuclear Orphan Receptor Nur77 Is a Lipotoxicity Sensor Regulating Glucose-Induced Insulin
Secretion in Pancreatic Î²-Cells. Molecular Endocrinology, 2012, 26, 399-413. 3.7 38

1793 Gene Expression in Low- and High-Dose-Irradiated Human Peripheral Blood Lymphocytes: Possible
Applications for Biodosimetry. Radiation Research, 2012, 178, 304. 0.7 64

1794 Functional Network Analysis with the Subcellular Location and Gene Ontology Information in Human
Allergic Asthma. Genetic Testing and Molecular Biomarkers, 2012, 16, 1287-1292. 0.3 2

1795
The transcriptional response of mammalian cancer cells to irradiation is dominated by a cell cycle
signature which is strongly attenuated in non-cancer cells and tissues. International Journal of
Radiation Biology, 2012, 88, 822-829.

1.0 6

1796 Construction and analysis of human phosphorylation network. , 2012, , . 0

1797 Linking photoreceptor excitation to changes in plant architecture. Genes and Development, 2012, 26,
785-790. 2.7 460



100

Citation Report

# Article IF Citations

1798 Global alteration in gene expression profiles of deciduas from women with idiopathic recurrent
pregnancy loss. Molecular Human Reproduction, 2012, 18, 442-450. 1.3 69

1799 Identification and reconstitution of genetic regulatory networks for improved microbial tolerance
to isooctane. Molecular BioSystems, 2012, 8, 1350. 2.9 28

1800 Detection of genotoxic and non-genotoxic renal carcinogens in vitro in NRK-52E cells using a
transcriptomics approach. Toxicology Research, 2012, 1, 211. 0.9 3

1801
Global mapping of protein phosphorylation events identifies Ste20, Sch9 and the cell-cycle regulatory
kinases Cdc28/Pho85 as mediators of fatty acid starvation responses in Saccharomyces cerevisiae.
Molecular BioSystems, 2012, 8, 796.

2.9 12

1802 Glutathione-Deficient Mice Are Susceptible to TCDD-Induced Hepatocellular Toxicity but Resistant to
Steatosis. Chemical Research in Toxicology, 2012, 25, 94-100. 1.7 27

1803 Response of Primary Human Airway Epithelial Cells to Influenza Infection: A Quantitative Proteomic
Study. Journal of Proteome Research, 2012, 11, 4132-4146. 1.8 65

1804 Discovery of Novel Glucose-Regulated Proteins in Isolated Human Pancreatic Islets Using
LCâ€“MS/MS-Based Proteomics. Journal of Proteome Research, 2012, 11, 3520-3532. 1.8 69

1805 Proteomic analysis of extracellular matrix from the hepatic stellate cell line LX-2 identifies CYR61 and
Wnt-5a as novel constituents of fibrotic liver. Journal of Proteome Research, 2012, 11, 4052-4064. 1.8 66

1806 Identification of Prostate-Enriched Proteins by In-depth Proteomic Analyses of Expressed Prostatic
Secretions in Urine. Journal of Proteome Research, 2012, 11, 2386-2396. 1.8 56

1807 Clinical and molecular characteristics of congenital glioblastoma. Neuro-Oncology, 2012, 14, 931-941. 0.6 45

1808
miRNA and Protein Expression Profiles of Visceral Adipose Tissue Reveal miR-141/YWHAG and
miR-520e/RAB11A as Two Potential miRNA/Protein Target Pairs Associated with Severe Obesity. Journal
of Proteome Research, 2012, 11, 3358-3369.

1.8 53

1809 5-hmC in the brain is abundant in synaptic genes and shows differences at the exon-intron boundary.
Nature Structural and Molecular Biology, 2012, 19, 1037-1043. 3.6 221

1810 Global Gene Expression Profiling of Human Lung Epithelial Cells After Exposure to Nanosilver.
Toxicological Sciences, 2012, 130, 145-157. 1.4 124

1811 Comparative analysis of protein-coding genes and long non-coding RNAs of prostate cancer between
Caucasian and Chinese populations. , 2012, , . 1

1812 Sorafenib-Induced Mitochondrial Complex I Inactivation and Cell Death in Human Neuroblastoma
Cells. Journal of Proteome Research, 2012, 11, 1609-1620. 1.8 29

1813 The GENCODE v7 catalog of human long noncoding RNAs: Analysis of their gene structure, evolution,
and expression. Genome Research, 2012, 22, 1775-1789. 2.4 4,428

1814 Predicting cell-typeâ€“specific gene expression from regions of open chromatin. Genome Research, 2012,
22, 1711-1722. 2.4 227

1815 Spleen transcriptome profiles of BALB/c mouse in response to egg ovomucoid sensitisation and
challenge. Food and Agricultural Immunology, 2012, 23, 227-246. 0.7 2



101

Citation Report

# Article IF Citations

1816 Quantitative Proteomics Reveal up-regulated Protein Expression of the SET Complex Associated with
Hepatocellular Carcinoma. Journal of Proteome Research, 2012, 11, 871-885. 1.8 30

1817 Global Snapshot of the Influence of Endocytosis upon EGF Receptor Signaling Output. Journal of
Proteome Research, 2012, 11, 5157-5166. 1.8 16

1818 Toxicogenomic Responses of the Model Organism Caenorhabditis elegans to Gold Nanoparticles.
Environmental Science &amp; Technology, 2012, 46, 4115-4124. 4.6 92

1819 Identification of Differentially Expressed Proteins in Curcumin-Treated Prostate Cancer Cell Lines.
OMICS A Journal of Integrative Biology, 2012, 16, 289-300. 1.0 41

1820 Bioinformatics applied to gene transcription regulation. Journal of Molecular Endocrinology, 2012,
49, R51-R59. 1.1 1

1821

Two-Dimensional Liquid Chromatographyâ€“Tandem Mass Spectrometry Coupled with Isobaric Tags for
Relative and Absolute Quantification (iTRAQ) Labeling Approach Revealed First Proteome Profiles of
Pulmonary Alveolar Macrophages Infected with Porcine Reproductive and Respiratory Syndrome
Virus. Journal of Proteome Research, 2012, 11, 2890-2903.

1.8 50

1822 Smoothing proximal gradient method for general structured sparse regression. Annals of Applied
Statistics, 2012, 6, . 0.5 144

1823 Chromatin immunoprecipitation-promoter microarray identification of genes regulated by PRDM16 in
murine embryonic palate mesenchymal cells. Experimental Biology and Medicine, 2012, 237, 387-394. 1.1 7

1824 Assessment of Chemical Mixtures and Groundwater Effects on <i>Daphnia magna</i> Transcriptomics.
Environmental Science &amp; Technology, 2012, 46, 42-50. 4.6 27

1825
C-Terminal Heat Shock Protein 90 Inhibitor Decreases Hyperglycemia-induced Oxidative Stress and
Improves Mitochondrial Bioenergetics in Sensory Neurons. Journal of Proteome Research, 2012, 11,
2581-2593.

1.8 47

1826 Protein Carbonylation in a Murine Model for Early Alcoholic Liver Disease. Chemical Research in
Toxicology, 2012, 25, 1012-1021. 1.7 65

1827 Global Analysis of Phosphoproteome Regulation by the Ser/Thr Phosphatase Ppt1 in <i>Saccharomyces
cerevisiae</i>. Journal of Proteome Research, 2012, 11, 2397-2408. 1.8 22

1828 Proteomic Study of the Mucin Granulae in an Intestinal Goblet Cell Model. Journal of Proteome
Research, 2012, 11, 1879-1890. 1.8 25

1829 Proteomic analysis of high NaCl-induced changes in abundance of nuclear proteins. Physiological
Genomics, 2012, 44, 1063-1071. 1.0 15

1830 Analyses of pig genomes provide insight into porcine demography and evolution. Nature, 2012, 491,
393-398. 13.7 1,190

1831 Patterns of Gene and Metabolite Define the Effects of Extracellular Osmolality on Kidney Collecting
Duct. Journal of Proteome Research, 2012, 11, 3816-3828. 1.8 17

1832 Phosphoproteomic Analysis of Human Mesenchymal Stromal Cells during Osteogenic Differentiation.
Journal of Proteome Research, 2012, 11, 586-598. 1.8 14

1833 Genome-Wide Assessment in Escherichia coli Reveals Time-Dependent Nanotoxicity Paradigms. ACS
Nano, 2012, 6, 9402-9415. 7.3 31



102

Citation Report

# Article IF Citations

1834 Transcriptome analysis of subcutaneous adipose tissues in beef cattle using 3â€² digital gene
expression-tag profiling1. Journal of Animal Science, 2012, 90, 171-183. 0.2 28

1835 Short-Term Study Investigating the Estrogenic Potency of Diethylstilbesterol in the Fathead Minnow
(Pimephales promelas). Environmental Science &amp; Technology, 2012, 46, 7826-7835. 4.6 23

1836 Weighted Kernel Fuzzy C-Means Method for Gene Expression Analysis. , 2012, , . 0

1837 Effects of non-ionic solute stresses on biofilm formation and lipopolysaccharide production in
Escherichia coli O157:H7. Research in Microbiology, 2012, 163, 258-267. 1.0 11

1838 A genome-wide search for genetic influences and biological pathways related to the brain's white
matter integrity. Neurobiology of Aging, 2012, 33, 1847.e1-1847.e14. 1.5 37

1839 A Central Role for the ERK-Signaling Pathway in Controlling Schwann Cell Plasticity and Peripheral
Nerve Regeneration InÂ Vivo. Neuron, 2012, 73, 729-742. 3.8 345

1840 Molecular Microcircuitry Underlies Functional Specification in a Basal Ganglia Circuit Dedicated to
Vocal Learning. Neuron, 2012, 73, 537-552. 3.8 104

1841 Network Organization of the Huntingtin Proteomic Interactome in Mammalian Brain. Neuron, 2012, 75,
41-57. 3.8 262

1842 Folate depletion changes gene expression of fatty acid metabolism, DNA synthesis, and circadian cycle
in male mice. Nutrition Research, 2012, 32, 124-132. 1.3 55

1843 Understanding of the roles of phospholipase D and phosphatidic acid through their binding partners.
Progress in Lipid Research, 2012, 51, 71-81. 5.3 146

1844 Distinct Lineage Specification Roles for NANOG, OCT4, and SOX2 in Human Embryonic Stem Cells. Cell
Stem Cell, 2012, 10, 440-454. 5.2 456

1845 Molecular Signatures of Human Induced Pluripotent Stem Cells Highlight Sex Differences and Cancer
Genes. Cell Stem Cell, 2012, 11, 75-90. 5.2 143

1846 Renin mRNA is upregulated in testes and testicular cells in response to treatment with aflatoxin B1.
Theriogenology, 2012, 77, 331-337.e7. 0.9 15

1847 An optimized gene set for transcriptomics based neurodevelopmental toxicity prediction in the neural
embryonic stem cell test. Toxicology, 2012, 300, 158-167. 2.0 21

1848 GenRev: Exploring functional relevance of genes in molecular networks. Genomics, 2012, 99, 183-188. 1.3 45

1849 Characterization of DNA methylation and its association with other biological systems in
lymphoblastoid cell lines. Genomics, 2012, 99, 209-219. 1.3 14

1850
Global transcriptional analysis of psoriatic skin and blood confirms known disease-associated
pathways and highlights novel genomic â€œhot spotsâ€• for differentially expressed genes. Genomics, 2012,
100, 18-26.

1.3 31

1851 Transgenerational effects of early experience on behavioral, hormonal and gene expression responses
to acute stress in the precocial chicken. Hormones and Behavior, 2012, 61, 711-718. 1.0 142



103

Citation Report

# Article IF Citations

1852 A strategy for identification of protein tyrosine phosphorylation. Methods, 2012, 56, 275-283. 1.9 13

1853 An immunochemical method for detection and analysis of changes in methylome. Methods, 2012, 56,
260-267. 1.9 17

1854 Exploring the transcriptomic variation caused by the Finnish founder mutation of lysinuric protein
intolerance (LPI). Molecular Genetics and Metabolism, 2012, 105, 408-415. 0.5 14

1855 Gene expression profiling of A549 cells exposed to Milan PM2.5. Toxicology Letters, 2012, 209, 136-145. 0.4 126

1856 Mechanistic evaluation of the insulin response in H4IIE hepatoma cells: New endpoints for toxicity
testing?. Toxicology Letters, 2012, 212, 180-189. 0.4 12

1857 Primary Mesenchymal Stem and Progenitor Cells from Bone Marrow Lack Expression of CD44 Protein.
Journal of Biological Chemistry, 2012, 287, 25795-25807. 1.6 122

1858 mRNA-Seq reveals complex patterns of gene regulation and expression in the mouse skeletal muscle
transcriptome associated with calorie restriction. Physiological Genomics, 2012, 44, 331-344. 1.0 15

1859
Differential transcriptional profiles mediated by exposure to the cannabinoids cannabidiol and
Î”<sup>9</sup>â€•tetrahydrocannabinol in BVâ€•2 microglial cells. British Journal of Pharmacology, 2012, 165,
2512-2528.

2.7 73

1860
Differential Modulation of the Oligodendrocyte Transcriptome by Sonic Hedgehog and Bone
Morphogenetic Protein 4 via Opposing Effects on Histone Acetylation. Journal of Neuroscience, 2012,
32, 6651-6664.

1.7 77

1861 Evolutionary History and Adaptation from High-Coverage Whole-Genome Sequences of Diverse
African Hunter-Gatherers. Cell, 2012, 150, 457-469. 13.5 289

1862 Genomeâ€•wide methylation screen in lowâ€•grade breast cancer identifies novel epigenetically altered
genes as potential biomarkers for tumor diagnosis. FASEB Journal, 2012, 26, 4937-4950. 0.2 84

1863
Quantitative Proteomic Analysis of Membrane Proteins Involved in Astroglial Differentiation of
Neural Stem Cells by SILAC Labeling Coupled with LCâ€“MS/MS. Journal of Proteome Research, 2012, 11,
829-838.

1.8 25

1864 Wnt5a Potentiates TGF-Î² Signaling to Promote Colonic Crypt Regeneration After Tissue Injury. Science,
2012, 338, 108-113. 6.0 402

1865 A differential sequencing-based analysis of the <i>C. elegans</i> noncoding transcriptome. Rna, 2012,
18, 626-639. 1.6 11

1866 SIRT7 links H3K18 deacetylation to maintenance of oncogenic transformation. Nature, 2012, 487, 114-118. 13.7 503

1867 Deep sequencing the circadian and diurnal transcriptome of <i>Drosophila</i> brain. Genome
Research, 2012, 22, 1266-1281. 2.4 155

1868 Dynamic and Coordinated Epigenetic Regulation of Developmental Transitions in the Cardiac Lineage.
Cell, 2012, 151, 206-220. 13.5 555

1869
Inhibition of serine palmitoyltransferase delays the onset of radiation-induced pulmonary fibrosis
through the negative regulation of sphingosine kinase-1 expression. Journal of Lipid Research, 2012, 53,
1553-1568.

2.0 43



104

Citation Report

# Article IF Citations

1870 Charting the Landscape of Tandem BRCT Domainâ€“Mediated Protein Interactions. Science Signaling,
2012, 5, rs6. 1.6 88

1871 Selective enrichment of newly synthesized proteins for quantitative secretome analysis. Nature
Biotechnology, 2012, 30, 984-990. 9.4 234

1872 Genetic Adaptation of the Hypoxia-Inducible Factor Pathway to Oxygen Pressure among Eurasian
Human Populations. Molecular Biology and Evolution, 2012, 29, 3359-3370. 3.5 29

1873 Rad18 is a transcriptional target of E2F3. Cell Cycle, 2012, 11, 1131-1141. 1.3 8

1874 The Hypersensitive Glucocorticoid Response Specifically Regulates Period 1 and Expression of
Circadian Genes. Molecular and Cellular Biology, 2012, 32, 3756-3767. 1.1 122

1875
Activation of Cyclic AMP Signaling Leads to Different Pathway Alterations in Lesions of the Adrenal
Cortex Caused by Germline PRKAR1A Defects versus Those due to Somatic GNAS Mutations. Journal of
Clinical Endocrinology and Metabolism, 2012, 97, E687-E693.

1.8 55

1876 Genomeâ€•Wide Patterns of Genetic Distances Reveal Candidate Loci Contributing to Human
Populationâ€•Specific Traits. Annals of Human Genetics, 2012, 76, 142-158. 0.3 12

1877 Genomic profiling of rice sperm cell transcripts reveals conserved and distinct elements in the
flowering plant male germ lineage. New Phytologist, 2012, 195, 560-573. 3.5 64

1878
Harnessing pain heterogeneity and RNA transcriptome to identify bloodâ€•based pain biomarkers: a novel
correlational study design and bioinformatics approach in a graded chronic constriction injury
model. Journal of Neurochemistry, 2012, 122, 976-994.

2.1 40

1879
ECM microenvironment regulates collective migration and local dissemination in normal and
malignant mammary epithelium. Proceedings of the National Academy of Sciences of the United States
of America, 2012, 109, E2595-604.

3.3 369

1880 ColoGuideEx: a robust gene classifier specific for stage II colorectal cancer prognosis. Gut, 2012, 61,
1560-1567. 6.1 179

1881
R-Î±-lipoic acid does not reverse hepatic inflammation of aging, but lowers lipid anabolism, while
accentuating circadian rhythm transcript profiles. American Journal of Physiology - Regulatory
Integrative and Comparative Physiology, 2012, 302, R587-R597.

0.9 22

1882 Senescence is an endogenous trigger for microRNA-directed transcriptional gene silencing in human
cells. Nature Cell Biology, 2012, 14, 266-275. 4.6 238

1883 Effects of Developmental Lead Exposure on the Hippocampal Transcriptome: Influences of Sex,
Developmental Period, and Lead Exposure Level. Toxicological Sciences, 2012, 129, 108-125. 1.4 44

1884 Methods for Quantification of in vivo Changes in Protein Ubiquitination following Proteasome and
Deubiquitinase Inhibition. Molecular and Cellular Proteomics, 2012, 11, 148-159. 2.5 140

1885 Differential Gene Expression Profile Associated to Apoptosis Induced by Dexamethasone in CLL Cells
According to IGHV/ZAP-70 Status. Clinical Cancer Research, 2012, 18, 5924-5933. 3.2 5

1886 Widespread generation of alternative UTRs contributes to sex-specific RNA binding by UNR. Rna, 2012,
18, 53-64. 1.6 20

1887 Kidney Injury Accelerates Cystogenesis via Pathways Modulated by Heme Oxygenase and Complement.
Journal of the American Society of Nephrology: JASN, 2012, 23, 1161-1171. 3.0 40



105

Citation Report

# Article IF Citations

1888 Prognostic PET 18F-FDG Uptake Imaging Features Are Associated with Major Oncogenomic Alterations
in Patients with Resected Nonâ€“Small Cell Lung Cancer. Cancer Research, 2012, 72, 3725-3734. 0.4 111

1889
Gene Categories Differentially Expressed in C. elegans Age-1 Mutants of Extraordinary Longevity: New
Insights From Novel Data-Mining Procedures. Journals of Gerontology - Series A Biological Sciences
and Medical Sciences, 2012, 67A, 366-375.

1.7 8

1890 KAP1 regulates gene networks controlling Tâ€•cell development and responsiveness. FASEB Journal, 2012,
26, 4561-4575. 0.2 45

1891 Genome-wide DNA hydroxymethylation changes are associated with neurodevelopmental genes in the
developing human cerebellum. Human Molecular Genetics, 2012, 21, 5500-5510. 1.4 157

1892 Spark: A navigational paradigm for genomic data exploration. Genome Research, 2012, 22, 2262-2269. 2.4 30

1893 New prognosis biomarkers identified by dynamic proteomic analysis of colorectal cancer. Molecular
BioSystems, 2012, 8, 3077. 2.9 59

1894 Overexpression of Tumor Necrosis Factor-Î± in the Lungs Alters Immune Response, Matrix Remodeling,
and Repair and Maintenance Pathways. American Journal of Pathology, 2012, 180, 1413-1430. 1.9 46

1895 Cytokine-Like Factor 1 Gene Expression Is Enriched in Idiopathic Pulmonary Fibrosis and Drives the
Accumulation of CD4+ T Cells in Murine Lungs. American Journal of Pathology, 2012, 180, 1963-1978. 1.9 42

1896 From the salivary proteome to the OralOme: Comprehensive molecular oral biology. Archives of Oral
Biology, 2012, 57, 853-864. 0.8 53

1897 p53, a novel regulator of lipid metabolism pathways. Journal of Hepatology, 2012, 56, 656-662. 1.8 84

1898
Valproic acid reversed pathologic endothelial cell gene expression profile associated with
ischemiaâ€“reperfusion injury in a swine hemorrhagic shock model. Journal of Vascular Surgery, 2012,
55, 1096-1103.e51.

0.6 53

1899
Exposure of pregnant mice to carbon black by intratracheal instillation: Toxicogenomic effects in
dams and offspring. Mutation Research - Genetic Toxicology and Environmental Mutagenesis, 2012, 745,
73-83.

0.9 92

1900
A graphical systems model and tissue-specific functional gene sets to aid transcriptomic analysis of
chemical impacts on the female teleost reproductive axis. Mutation Research - Genetic Toxicology and
Environmental Mutagenesis, 2012, 746, 151-162.

0.9 20

1901 Searching for novel molecular targets of chronic rejection in an orthotopic experimental lung
transplantation model. Journal of Heart and Lung Transplantation, 2012, 31, 213-221. 0.3 10

1902 MicroRNAs in inner ear biology and pathogenesis. Hearing Research, 2012, 287, 6-14. 0.9 26

1903 Gene Deregulation and Chronic Activation in Natural Killer Cells Deficient in the Transcription
Factor ETS1. Immunity, 2012, 36, 921-932. 6.6 118

1904 A comparison of subcutaneous adipose tissue proteomes in juvenile piglets with a contrasted
adiposity underscored similarities with human obesity. Journal of Proteomics, 2012, 75, 949-961. 1.2 15

1905 QUICK identification and SPR validation of signal transducers and activators of transcription 3
(Stat3) interacting proteins. Journal of Proteomics, 2012, 75, 1055-1066. 1.2 17



106

Citation Report

# Article IF Citations

1906 Proteomic profiling of rapid non-genomic and concomitant genomic effects of acute restraint stress
on rat thymocytes. Journal of Proteomics, 2012, 75, 2064-2079. 1.2 13

1907 Plasma protein changes in horse after prolonged physical exercise: A proteomic study. Journal of
Proteomics, 2012, 75, 4494-4504. 1.2 64

1908 Mapping cyclosporine-induced changes in protein secretion by renal cells using stable isotope
labeling with amino acids in cell culture (SILAC). Journal of Proteomics, 2012, 75, 3674-3687. 1.2 14

1909 In-depth analysis of the human tear proteome. Journal of Proteomics, 2012, 75, 3877-3885. 1.2 274

1910 A proteomic study of Hutchinsonâ€“Gilford progeria syndrome: Application of 2D-chromotography in a
premature aging disease. Biochemical and Biophysical Research Communications, 2012, 417, 1119-1126. 1.0 13

1911 Functional elements demarcated by histone modifications in breast cancer cells. Biochemical and
Biophysical Research Communications, 2012, 418, 475-482. 1.0 28

1912
SVMâ€“T-RFE: A novel gene selection algorithm for identifying metastasis-related genes in colorectal
cancer using gene expression profiles. Biochemical and Biophysical Research Communications, 2012,
419, 148-153.

1.0 45

1913 The characteristics of genome-wide DNA methylation in naÃ¯ve CD4+ T cells of patients with psoriasis
or atopic dermatitis. Biochemical and Biophysical Research Communications, 2012, 422, 157-163. 1.0 49

1914 A quick guide to biomolecular network studies: Construction, analysis, applications, and resources.
Biochemical and Biophysical Research Communications, 2012, 424, 7-11. 1.0 11

1915 Enrichment Disequilibrium: A novel approach for measuring the degree of enrichment after gene
enrichment test. Biochemical and Biophysical Research Communications, 2012, 424, 563-567. 1.0 4

1916 The human phosphatase interactome: An intricate family portrait. FEBS Letters, 2012, 586, 2732-2739. 1.3 184

1917 Gene and protein expression signature of endometrial glandular and stromal compartments during
the window of implantation. Fertility and Sterility, 2012, 97, 1365-1373.e2. 0.5 43

1918
Cooperativity between inhibition of cytosolic K+ efflux and AMPK activation during suppression of
hypoxia-induced cellular apoptosis. International Journal of Biochemistry and Cell Biology, 2012, 44,
211-223.

1.2 6

1919 Dipeptidyl peptidase-IV inhibits glioma cell growth independent of its enzymatic activity. International
Journal of Biochemistry and Cell Biology, 2012, 44, 738-747. 1.2 34

1920 Overexpression of four and a half LIM domains protein 2 promotes epithelial-mesenchymal
transition-like phenotype in fish pre-osteoblasts. Biochimie, 2012, 94, 1128-1134. 1.3 7

1921 Microarray expression analysis of genes and pathways involved in growth plate cartilage injury
responses and bony repair. Bone, 2012, 50, 1081-1091. 1.4 52

1922 Co-targeting of the PI3K pathway improves the response of BRCA1 deficient breast cancer cells to
PARP1 inhibition. Cancer Letters, 2012, 319, 232-241. 3.2 45

1923 The multi-reference contrast method: Facilitating set enrichment analysis. Computers in Biology and
Medicine, 2012, 42, 188-194. 3.9 5



107

Citation Report

# Article IF Citations

1924
Health status, infection and disease in California sea lions (Zalophus californianus) studied using a
canine microarray platform and machine-learning approaches. Developmental and Comparative
Immunology, 2012, 36, 629-637.

1.0 22

1925
Global transcriptional response to ISCOM-Matrix adjuvant at the site of administration and in the
draining lymph node early after intramuscular injection in pigs. Developmental and Comparative
Immunology, 2012, 38, 17-26.

1.0 17

1926
MHC class I target recognition, immunophenotypes and proteomic profiles of natural killer cells
within the spleens of day-14 chick embryos. Developmental and Comparative Immunology, 2012, 37,
446-456.

1.0 11

1927 Transcription factors TP53 and SP1 and the osteogenic differentiation of dental stem cells.
Differentiation, 2012, 83, 10-16. 1.0 17

1928 Characterizing short read sequencing for gene discovery and RNA-Seq analysis in Crassostrea gigas.
Comparative Biochemistry and Physiology Part D: Genomics and Proteomics, 2012, 7, 94-99. 0.4 21

1929 Glycine Decarboxylase Activity Drives Non-Small Cell Lung Cancer Tumor-Initiating Cells and
Tumorigenesis. Cell, 2012, 148, 259-272. 13.5 593

1930 RYBP-PRC1 Complexes Mediate H2A Ubiquitylation at Polycomb Target Sites Independently of PRC2 and
H3K27me3. Cell, 2012, 148, 664-678. 13.5 513

1931 Personal Omics Profiling Reveals Dynamic Molecular and Medical Phenotypes. Cell, 2012, 148, 1293-1307. 13.5 1,134

1932 Inactivation of Conserved C.Â elegans Genes Engages Pathogen- and Xenobiotic-Associated Defenses.
Cell, 2012, 149, 452-466. 13.5 325

1933 Comprehensive Analysis of mRNA Methylation Reveals Enrichment in 3â€² UTRs and near Stop Codons.
Cell, 2012, 149, 1635-1646. 13.5 3,152

1934 miR-511-3p Modulates Genetic Programs of Tumor-Associated Macrophages. Cell Reports, 2012, 1, 141-154. 2.9 193

1935 Host Translational Inhibition by Pseudomonas aeruginosa Exotoxin A Triggers an Immune Response in
Caenorhabditis elegans. Cell Host and Microbe, 2012, 11, 364-374. 5.1 171

1936 Pancreatic islet proteome profile in Zucker fatty rats chronically treated with a grape seed
procyanidin extract. Food Chemistry, 2012, 135, 1948-1956. 4.2 14

1937 Comprehensive DNA copy number profile and BAC library construction of an Indian individual. Gene,
2012, 500, 186-193. 1.0 4

1938 Cloning and expression of porcine Dicer and the impact of developmental stage and culture
conditions on MicroRNA expression in porcine embryos. Gene, 2012, 501, 198-205. 1.0 33

1939 Characterizing the role of mechanical signals in gene regulatory networks using Long SAGE. Gene,
2012, 501, 153-163. 1.0 5

1940 De novo gene mutations highlight patterns of genetic and neural complexity in schizophrenia. Nature
Genetics, 2012, 44, 1365-1369. 9.4 412

1941 Identification of significant pathways in gastric cancer based on protein-protein interaction
networks and cluster analysis. Genetics and Molecular Biology, 2012, 35, 701-708. 0.6 45



108

Citation Report

# Article IF Citations

1942
Ischemic pre- and postconditioning has pronounced effects on gene expression profiles in the rat
liver after ischemia/reperfusion. American Journal of Physiology - Renal Physiology, 2012, 303,
G482-G489.

1.6 15

1943 Neuronal Elav-like (Hu) Proteins Regulate RNA Splicing and Abundance to Control Glutamate Levels
and Neuronal Excitability. Neuron, 2012, 75, 1067-1080. 3.8 190

1944 Regulation of Pluripotency and Self- Renewal of ESCs through Epigenetic- Threshold Modulation and
mRNA Pruning. Cell, 2012, 151, 576-589. 13.5 71

1945 CLIP-seq of eIF4AIII reveals transcriptome-wide mapping of the human exon junction complex. Nature
Structural and Molecular Biology, 2012, 19, 1124-1131. 3.6 197

1946 Doseâ€•dependent effects of calorie restriction on gene expression, metabolism, and tumor progression
are partially mediated by insulinâ€•like growth factorâ€•1. Cancer Medicine, 2012, 1, 275-288. 1.3 53

1947 Microarray analysis of <i>Xenopus</i> endoderm expressing Ptf1a. Genesis, 2012, 50, 853-870. 0.8 4

1948
Loss of <scp>E</scp> protein transcription factors <scp>E</scp>2<scp>A</scp> and <scp>HEB</scp>
delays memoryâ€•precursor formation during the <scp>CD</scp>8<sup>+</sup><scp>T</scp>â€•cell immune
response. European Journal of Immunology, 2012, 42, 2031-2041.

1.6 29

1949 Liver-specific ablation of KrÃ¼ppel-associated box-associated protein 1 in mice leads to
male-predominant hepatosteatosis and development of liver adenoma. Hepatology, 2012, 56, 1279-1290. 3.6 47

1950 Transcriptional profiling of human glioblastoma vessels indicates a key role of VEGFâ€•A and TGFÎ²2 in
vascular abnormalization. Journal of Pathology, 2012, 228, 378-390. 2.1 128

1951 Human and rat brain lipofuscin proteome. Proteomics, 2012, 12, 2445-2454. 1.3 39

1952 Investigation of serum proteome alterations in human glioblastoma multiforme. Proteomics, 2012, 12,
2378-2390. 1.3 55

1953 Stochastic Choice of Allelic Expression in Human Neural Stem Cells. Stem Cells, 2012, 30, 1938-1947. 1.4 53

1954 Directing Differentiation of Human Embryonic Stem Cells Toward Anterior Neural Ectoderm Using
Small Molecules. Stem Cells, 2012, 30, 1875-1884. 1.4 61

1955
Improvements in skeletal muscle strength and cardiac function induced by resveratrol during
exercise training contribute to enhanced exercise performance in rats. Journal of Physiology, 2012,
590, 2783-2799.

1.3 138

1956 The human carotid body transcriptome with focus on oxygen sensing and inflammation â€“ a
comparative analysis. Journal of Physiology, 2012, 590, 3807-3819. 1.3 54

1957 Integrating gene expression and protein-protein interaction network to prioritize cancer-associated
genes. BMC Bioinformatics, 2012, 13, 182. 1.2 110

1958 Effects of protein interaction data integration, representation and reliability on the use of network
properties for drug target prediction. BMC Bioinformatics, 2012, 13, 294. 1.2 24

1959 Bioinformatics resource manager v2.3: an integrated software environment for systems biology with
microRNA and cross-species analysis tools. BMC Bioinformatics, 2012, 13, 311. 1.2 21



109

Citation Report

# Article IF Citations

1960 A Bayesian variable selection procedure to rank overlapping gene sets. BMC Bioinformatics, 2012, 13, 73. 1.2 7

1961 Augmented annotation and orthologue analysis for Oryctolagus cuniculus: Better Bunny. BMC
Bioinformatics, 2012, 13, 84. 1.2 23

1962 Transcriptome landscape of the human placenta. BMC Genomics, 2012, 13, 115. 1.2 83

1963 Gene expression analysis of Drosophila Manf mutants reveals perturbations in membrane traffic and
major metabolic changes. BMC Genomics, 2012, 13, 134. 1.2 49

1964 Meta-analysis of Chicken â€“ Salmonella infection experiments. BMC Genomics, 2012, 13, 146. 1.2 12

1965 Enhancer identification in mouse embryonic stem cells using integrative modeling of chromatin and
genomic features. BMC Genomics, 2012, 13, 152. 1.2 60

1966 Characterization of the transcriptome profiles related to globin gene switching during in vitro
erythroid maturation. BMC Genomics, 2012, 13, 153. 1.2 23

1967 MicroRNA modulate alveolar epithelial response to cyclic stretch. BMC Genomics, 2012, 13, 154. 1.2 49

1968 Transcriptome analysis of a long-lived natural Drosophila variant: a prominent role of stress- and
reproduction-genes in lifespan extension. BMC Genomics, 2012, 13, 167. 1.2 43

1969 MicroRNA-mRNA interactions in a murine model of hyperoxia-induced bronchopulmonary dysplasia.
BMC Genomics, 2012, 13, 204. 1.2 62

1970 Transcripts with in silico predicted RNA structure are enriched everywhere in the mouse brain. BMC
Genomics, 2012, 13, 214. 1.2 12

1971 Widespread uncoupling between transcriptome and translatome variations after a stimulus in
mammalian cells. BMC Genomics, 2012, 13, 220. 1.2 113

1972 Identification of metagenes and their Interactions through Large-scale Analysis of Arabidopsis Gene
Expression Data. BMC Genomics, 2012, 13, 237. 1.2 13

1973 A genome-wide detection of copy number variations using SNP genotyping arrays in swine. BMC
Genomics, 2012, 13, 273. 1.2 86

1974 Integrated analysis of microRNA expression and mRNA transcriptome in lungs of avian influenza virus
infected broilers. BMC Genomics, 2012, 13, 278. 1.2 99

1975 Increased sensitivity of next generation sequencing-based expression profiling after globin reduction
in human blood RNA. BMC Genomics, 2012, 13, 28. 1.2 62

1976 Transcriptome analysis reveals novel patterning and pigmentation genes underlying Heliconius
butterfly wing pattern variation. BMC Genomics, 2012, 13, 288. 1.2 56

1977 Distinct and overlapping gene regulatory networks in BMP- and HDAC-controlled cell fate
determination in the embryonic forebrain. BMC Genomics, 2012, 13, 298. 1.2 11



110

Citation Report

# Article IF Citations

1978 An unbiased approach to identify genes involved in development in a turtle with
temperature-dependent sex determination. BMC Genomics, 2012, 13, 308. 1.2 8

1979 RNA-seq liver transcriptome analysis reveals an activated MHC-I pathway and an inhibited MHC-II
pathway at the early stage of vaccine immunization in zebrafish. BMC Genomics, 2012, 13, 319. 1.2 71

1980 Chips and tags suggest plant-environment interactions differ for two alpine Pachycladon species.
BMC Genomics, 2012, 13, 322. 1.2 5

1981 Brain transcriptome variation among behaviorally distinct strains of zebrafish (Danio rerio). BMC
Genomics, 2012, 13, 323. 1.2 53

1982 Differential gene expression profiling of porcine epithelial cells infected with three enterotoxigenic
Escherichia coli strains. BMC Genomics, 2012, 13, 330. 1.2 54

1983 Beyond differential expression: the quest for causal mutations and effector molecules. BMC
Genomics, 2012, 13, 356. 1.2 93

1984 Medulla oblongata transcriptome changes during presymptomatic natural scrapie and their
association with prion-related lesions. BMC Genomics, 2012, 13, 399. 1.2 12

1985 The role of Transposable Elements in shaping the combinatorial interaction of Transcription Factors.
BMC Genomics, 2012, 13, 400. 1.2 32

1986 Sequencing and analysis of a South Asian-Indian personal genome. BMC Genomics, 2012, 13, 440. 1.2 29

1987
Time-course microarrays reveal early activation of the immune transcriptome and adipokine
dysregulation leads to fibrosis in visceral adipose depots during diet-induced obesity. BMC Genomics,
2012, 13, 450.

1.2 84

1988 CTen: a web-based platform for identifying enriched cell types from heterogeneous microarray data.
BMC Genomics, 2012, 13, 460. 1.2 113

1989 Comparative genomic analysis of Geobacter sulfurreducens KN400, a strain with enhanced capacity
for extracellular electron transfer and electricity production. BMC Genomics, 2012, 13, 471. 1.2 36

1990 Conservation and divergence of chemical defense system in the tunicate Oikopleura dioica revealed by
genome wide response to two xenobiotics. BMC Genomics, 2012, 13, 55. 1.2 24

1991 Marekâ€™s disease virus infection induces widespread differential chromatin marks in inbred chicken
lines. BMC Genomics, 2012, 13, 557. 1.2 17

1992 Effects of immunostimulation on social behavior, chemical communication and genome-wide gene
expression in honey bee workers (Apis mellifera). BMC Genomics, 2012, 13, 558. 1.2 97

1993 Euchromatin islands in large heterochromatin domains are enriched for CTCF binding and
differentially DNA-methylated regions. BMC Genomics, 2012, 13, 566. 1.2 40

1994 The endocrine stress response is linked to one specific locus on chromosome 3 in a mouse model
based on extremes in trait anxiety. BMC Genomics, 2012, 13, 579. 1.2 11

1995 Heritable genome-wide variation of gene expression and promoter methylation between wild and
domesticated chickens. BMC Genomics, 2012, 13, 59. 1.2 134



111

Citation Report

# Article IF Citations

1996 Resolving candidate genes of mouse skeletal muscle QTL via RNA-Seq and expression network analyses.
BMC Genomics, 2012, 13, 592. 1.2 26

1997 Abundance of female-biased and paucity of male-biased somatically expressed genes on the mouse
X-chromosome. BMC Genomics, 2012, 13, 607. 1.2 32

1998 Transcriptome analysis of the spalax hypoxia survival response includes suppression of apoptosis and
tight control of angiogenesis. BMC Genomics, 2012, 13, 615. 1.2 28

1999 Transcriptomic and proteomic analyses of the Aspergillus fumigatus hypoxia response using an
oxygen-controlled fermenter. BMC Genomics, 2012, 13, 62. 1.2 115

2000 Analysis of the peroxisome proliferator-activated receptor-Î²/Î´ (PPARÎ²/Î´) cistrome reveals novel
co-regulatory role of ATF4. BMC Genomics, 2012, 13, 665. 1.2 40

2001 Evolutionary relationships between miRNA genes and their activity. BMC Genomics, 2012, 13, 718. 1.2 25

2002 A comprehensive survey of copy number variation in 18 diverse pig populations and identification of
candidate copy number variable genes associated with complex traits. BMC Genomics, 2012, 13, 733. 1.2 95

2003 A genome-wide signature of glucocorticoid receptor binding in neuronal PC12 cells. BMC
Neuroscience, 2012, 13, 118. 0.8 93

2004 Fluoxetine prevents development of an early stress-related molecular signature in the rat infralimbic
medial prefrontal cortex. Implications for depression?. BMC Neuroscience, 2012, 13, 125. 0.8 29

2005 Transcriptome analysis of amoeboid and ramified microglia isolated from the corpus callosum of rat
brain. BMC Neuroscience, 2012, 13, 64. 0.8 90

2006 Systems analysis of inflammatory bowel disease based on comprehensive gene information. BMC
Medical Genetics, 2012, 13, 25. 2.1 8

2007 Increased frequency of single base substitutions in a population of transcripts expressed in cancer
cells. BMC Cancer, 2012, 12, 509. 1.1 0

2008 Efficient algorithms for fast integration on large data sets from multiple sources. BMC Medical
Informatics and Decision Making, 2012, 12, 59. 1.5 10

2009
De novo sequencing, assembly and analysis of the genome of the laboratory strain Saccharomyces
cerevisiae CEN.PK113-7D, a model for modern industrial biotechnology. Microbial Cell Factories, 2012,
11, 36.

1.9 238

2010
Molecular network profiling of U373MG human glioblastoma cells following induction of apoptosis
by novel marine-derived anti-cancer 1,2,3,4-tetrahydroisoquinoline alkaloids. Cancer Cell
International, 2012, 12, 14.

1.8 15

2011 Effect of luteal-phase support on endometrial microRNA expression following controlled ovarian
stimulation. Reproductive Biology and Endocrinology, 2012, 10, 72. 1.4 17

2012 Coculture with hematopoietic stem cells protects cardiomyocytes against apoptosis via paracrine
activation of AKT. Journal of Translational Medicine, 2012, 10, 115. 1.8 12

2013 Gene expression analysis of matched ovarian primary tumors and peritoneal metastasis. Journal of
Translational Medicine, 2012, 10, 121. 1.8 21



112

Citation Report

# Article IF Citations

2014 Plasma proteomics shows an elevation of the anti-inflammatory protein APOA-IV in chronic equine
laminitis. BMC Veterinary Research, 2012, 8, 179. 0.7 14

2015 Transcriptome and proteome analysis of tyrosine kinase inhibitor treated canine mast cell tumour
cells identifies potentially kit signaling-dependent genes. BMC Veterinary Research, 2012, 8, 96. 0.7 12

2016 New insights into subcomplex assembly and modifications of centrosomal proteins. Cell Division,
2012, 7, 17. 1.1 19

2017 KrÃ¼ppel-like zinc finger proteins in end-stage COPD lungs with and without severe alpha1-antitrypsin
deficiency. Orphanet Journal of Rare Diseases, 2012, 7, 29. 1.2 13

2018 Integrated network analysis reveals a novel role for the cell cycle in 2009 pandemic influenza
virus-induced inflammation in macaque lungs. BMC Systems Biology, 2012, 6, 117. 3.0 22

2019 Clarifying off-target effects for torcetrapib using network pharmacology and reverse docking
approach. BMC Systems Biology, 2012, 6, 152. 3.0 32

2020 Gene regulation is governed by a core network in hepatocellular carcinoma. BMC Systems Biology,
2012, 6, 32. 3.0 13

2021 Centrality-based pathway enrichment: a systematic approach for finding significant pathways
dominated by key genes. BMC Systems Biology, 2012, 6, 56. 3.0 69

2022 Identifying MicroRNA-mRNA regulatory network in colorectal cancer by a combination of expression
profile and bioinformatics analysis. BMC Systems Biology, 2012, 6, 68. 3.0 119

2023
Comparison of gene expression profiling between lung fibrotic and emphysematous tissues sampled
from patients with combined pulmonary fibrosis and emphysema. Fibrogenesis and Tissue Repair, 2012,
5, 17.

3.4 21

2024 Identification of genes with a correlation between copy number and expression in gastric cancer. BMC
Medical Genomics, 2012, 5, 14. 0.7 99

2025 Genes associated with MUC5AC expression in small airway epithelium of human smokers and
non-smokers. BMC Medical Genomics, 2012, 5, 21. 0.7 49

2026 Systematically characterizing and prioritizing chemosensitivity related gene based on Gene Ontology
and protein interaction network. BMC Medical Genomics, 2012, 5, 43. 0.7 9

2027 Identification and characterization of alternative exon usage linked glioblastoma multiforme
survival. BMC Medical Genomics, 2012, 5, 59. 0.7 21

2028 Adipose Co-expression networks across Finns and Mexicans identify novel triglyceride-associated
genes. BMC Medical Genomics, 2012, 5, 61. 0.7 33

2029 Molecular network analysis of human microRNA targetome: from cancers to Alzheimerâ€™s disease.
BioData Mining, 2012, 5, 17. 2.2 36

2030 Premature expression of a muscle fibrosis axis in chronic HIV infection. Skeletal Muscle, 2012, 2, 10. 1.9 29

2031 Cytokine/chemokine patterns connect host and viral characteristics with clinics during chronic
hepatitis C. European Journal of Medical Research, 2012, 17, 9. 0.9 4



113

Citation Report

# Article IF Citations

2032 An anatomically comprehensive atlas of the adult human brain transcriptome. Nature, 2012, 489,
391-399. 13.7 2,321

2033 Reversible switching between epigenetic states in honeybee behavioral subcastes. Nature
Neuroscience, 2012, 15, 1371-1373. 7.1 305

2034 Impact of Collection and Storage of Lung Tumor Tissue on Whole Genome Expression Profiling.
Journal of Molecular Diagnostics, 2012, 14, 140-148. 1.2 36

2035 Protein Databases on the Internet. Current Protocols in Protein Science, 2012, 70, Unit2.6. 2.8 11

2036 Schizophrenia shows a unique metabolomics signature in plasma. Translational Psychiatry, 2012, 2,
e149-e149. 2.4 138

2037 Stressâ€•associated <scp>H</scp>3<scp>K</scp>4 methylation accumulates during postnatal
development and aging of rhesus macaque brain. Aging Cell, 2012, 11, 1055-1064. 3.0 44

2038
MicroRNA signature in various cell types of mouse spermatogenesis: Evidence for stageâ€•specifically
expressed miRNAâ€•221, â€•203 and â€•34bâ€•5p mediated spermatogenesis regulation. Biology of the Cell, 2012, 104,
677-692.

0.7 85

2039 GraphClust: alignment-free structural clustering of local RNA secondary structures. Bioinformatics,
2012, 28, i224-i232. 1.8 69

2041 Hepatitis B Virus Encoded X Protein Suppresses Apoptosis by Inhibition of the Caspase-Independent
Pathway. Journal of Proteome Research, 2012, 11, 4803-4813. 1.8 25

2042 Derivation, expansion and differentiation of induced pluripotent stem cells in continuous suspension
cultures. Nature Methods, 2012, 9, 509-516. 9.0 98

2043 Topological features of cancer proteins in the human NR-RTK interaction network. Journal of
Receptor and Signal Transduction Research, 2012, 32, 257-262. 1.3 5

2044 Genome-wide nucleosome positioning during embryonic stem cell development. Nature Structural and
Molecular Biology, 2012, 19, 1185-1192. 3.6 245

2045 Defining the molecular response to trastuzumab, pertuzumab and combination therapy in ovarian
cancer. British Journal of Cancer, 2012, 106, 1779-1789. 2.9 42

2046 The Oncogenic Role of miR-155 in Breast Cancer. Cancer Epidemiology Biomarkers and Prevention, 2012,
21, 1236-1243. 1.1 240

2047
Gene network analyses of first service conception in Brangus heifers: Use of genome and trait
associations, hypothalamic-transcriptome information, and transcription factors1. Journal of Animal
Science, 2012, 90, 2894-2906.

0.2 66

2048 Exome sequencing of serous endometrial tumors identifies recurrent somatic mutations in
chromatin-remodeling and ubiquitin ligase complex genes. Nature Genetics, 2012, 44, 1310-1315. 9.4 365

2049 Hepatic mi<scp>R</scp>â€•29ab1 expression modulates chronic hepatic injury. Journal of Cellular and
Molecular Medicine, 2012, 16, 2647-2654. 1.6 50

2050 Transcriptomics of coping strategies in freeâ€•swimming <i>Lepeophtheirus salmonis</i> (Copepoda)
larvae responding to abiotic stress. Molecular Ecology, 2012, 21, 6000-6014. 2.0 32



114

Citation Report

# Article IF Citations

2051 Analysis of Gene Expression and Gene Silencing in Human Macrophages. Current Protocols in
Immunology, 2012, 96, Unit 14.28.1-23. 3.6 21

2052 Time-Lapse Imaging of Neuroblastoma Cells to Determine Cell Fate upon Gene Knockdown. PLoS ONE,
2012, 7, e50988. 1.1 17

2053 Dolphin genome provides evidence for adaptive evolution of nervous system genes and a molecular
rate slowdown. Proceedings of the Royal Society B: Biological Sciences, 2012, 279, 3643-3651. 1.2 86

2054 Genetic variability of transcript abundance in pig skeletal muscle at slaughter: Relationships with
meat quality traits1. Journal of Animal Science, 2012, 90, 699-708. 0.2 13

2055
Comprehensive Phosphoproteome Analysis of INS-1 Pancreatic Beta-Cells using Various Digestion
Strategies Coupled with Liquid Chromatographyâ€“Tandem Mass Spectrometry. Journal of Proteome
Research, 2012, 11, 2206-2223.

1.8 22

2056 Using Genome-Wide Expression Profiling to Define Gene Networks Relevant to the Study of Complex
Traits. International Review of Neurobiology, 2012, 104, 91-133. 0.9 21

2057 Applying In Silico Integrative Genomics to Genetic Studies of Human Disease. International Review of
Neurobiology, 2012, 103, 133-156. 0.9 1

2058 Estrogen and retinoic acid antagonistically regulate several microRNA genes to control aerobic
glycolysis in breast cancer cells. Molecular BioSystems, 2012, 8, 3242. 2.9 40

2059
Molecular mechanisms regulating the establishment of hepatocyte polarity during human hepatic
progenitor cell differentiation into a functional hepatocyte-like phenotype. Journal of Cell Science,
2012, 125, 5800-10.

1.2 14

2060 Depletion of RUNX1/ETO in t(8;21) AML cells leads to genome-wide changes in chromatin structure and
transcription factor binding. Leukemia, 2012, 26, 1829-1841. 3.3 161

2061 Ezh2 maintains a key phase of muscle satellite cell expansion but does not regulate terminal
differentiation. Journal of Cell Science, 2013, 126, 565-579. 1.2 77

2062 Using the Bioconductor GeneAnswers Package to Interpret Gene Lists. Methods in Molecular Biology,
2012, 802, 101-112. 0.4 22

2063 Architecture of the human regulatory network derived from ENCODE data. Nature, 2012, 489, 91-100. 13.7 1,384

2064 Exome sequencing of gastric adenocarcinoma identifies recurrent somatic mutations in cell adhesion
and chromatin remodeling genes. Nature Genetics, 2012, 44, 570-574. 9.4 560

2065 Reproducible Quantification of Cancer-Associated Proteins in Body Fluids Using Targeted Proteomics.
Science Translational Medicine, 2012, 4, 142ra94. 5.8 236

2066 Exome sequencing of hepatitis B virusâ€“associated hepatocellular carcinoma. Nature Genetics, 2012, 44,
1117-1121. 9.4 353

2067 Thyroid cancer cell lines: an overview. Frontiers in Endocrinology, 2012, 3, 133. 1.5 118

2068 TNiK Is Required for Postsynaptic and Nuclear Signaling Pathways and Cognitive Function. Journal of
Neuroscience, 2012, 32, 13987-13999. 1.7 88



115

Citation Report

# Article IF Citations

2069
Interaction networks of lithium and valproate molecular targets reveal a striking enrichment of
apoptosis functional clusters and neurotrophin signaling. Pharmacogenomics Journal, 2012, 12,
328-341.

0.9 36

2070 The Importance of Changes to Microrna in the Evolution of Homo Neanderthalensis and Homo
Denisova. Archaeology, Ethnology and Anthropology of Eurasia, 2012, 40, 22-30. 0.1 3

2071 Endothelial molecules decipher the mechanisms and functional pathways in antibody-mediated
rejection. Human Immunology, 2012, 73, 1218-1225. 1.2 26

2072
Interferon regulatory factor 7 is a major hub connecting interferon-mediated responses in
virus-induced asthma exacerbations inÂ vivo. Journal of Allergy and Clinical Immunology, 2012, 129,
88-94.

1.5 111

2073
Clinical, molecular, and cellular immunologic findings in patients with SP110-associated
veno-occlusive disease with immunodeficiency syndrome. Journal of Allergy and Clinical Immunology,
2012, 130, 735-742.e6.

1.5 49

2074 Indirubin, an acting component of indigo naturalis, inhibits EGFR activation and EGF-induced CDC25B
gene expression in epidermal keratinocytes. Journal of Dermatological Science, 2012, 67, 140-146. 1.0 44

2075 An Exponential Combination Procedure for Set-Based Association Tests in Sequencing Studies.
American Journal of Human Genetics, 2012, 91, 977-986. 2.6 34

2076 Four day inhibition of prolyl oligopeptidase causes significant changes in the peptidome of rat brain,
liver and kidney. Biochimie, 2012, 94, 1849-1859. 1.3 20

2077 A pipeline for the identification and characterization of chromatin modifications derived from
ChIP-Seq datasets. Biochimie, 2012, 94, 2353-2359. 1.3 6

2078 Global gene expression and functional network analysis of gastric cancer identify extended pathway
maps and GPRC5A as a potential biomarker. Cancer Letters, 2012, 326, 105-113. 3.2 50

2079 Coordinating GWAS results with gene expression in a systems immunologic paradigm in autoimmunity.
Current Opinion in Immunology, 2012, 24, 544-551. 2.4 14

2080 AGO4 Regulates Entry into Meiosis and Influences Silencing of Sex Chromosomes in the Male Mouse
Germline. Developmental Cell, 2012, 23, 251-264. 3.1 88

2081 Sustained liver regeneration after portal vein embolization â€“ A human molecular pilot study.
Digestive and Liver Disease, 2012, 44, 681-688. 0.4 8

2082 Administration of botanicals with the diet regulates gene expression in peripheral blood cells of
Sarda sheep during ACTH challenge. Domestic Animal Endocrinology, 2012, 43, 213-226. 0.8 24

2083 Altered expression profiles of microRNAs upon arsenic exposure of human umbilical vein endothelial
cells. Environmental Toxicology and Pharmacology, 2012, 34, 381-387. 2.0 24

2084 Computational prediction of the PolyQ and CAG repeat spinocerebellar ataxia network based on
sequence identity to untranslated regions. Gene, 2012, 509, 273-281. 1.0 5

2085 Prediction of gene network models in limb muscle precursors. Gene, 2012, 509, 16-23. 1.0 8

2086 Microarray Analysis of Ageing-related Signatures and Their Expression in Tumors Based on a
Computational Biology Approach. Genomics, Proteomics and Bioinformatics, 2012, 10, 136-141. 3.0 3



116

Citation Report

# Article IF Citations

2087 Regulation of Pluripotency and Cellular Reprogramming by the Ubiquitin-Proteasome System. Cell
Stem Cell, 2012, 11, 783-798. 5.2 235

2088
Polycyclic aromatic hydrocarbons as skin carcinogens: Comparison of benzo[a]pyrene,
dibenzo[def,p]chrysene and three environmental mixtures in the FVB/N mouse. Toxicology and Applied
Pharmacology, 2012, 264, 377-386.

1.3 140

2089 In vivo corrosion, tumor outcome, and microarray gene expression for two types of muscle-implanted
tungsten alloys. Toxicology and Applied Pharmacology, 2012, 265, 128-138. 1.3 35

2090 Multifaceted genomic risk for brain function in schizophrenia. NeuroImage, 2012, 61, 866-875. 2.1 42

2091 Comparative analysis of the invasion-associated genes expression pattern in first trimester
trophoblastic (HTR-8/SVneo) and JEG-3 choriocarcinoma cells. Placenta, 2012, 33, 874-877. 0.7 38

2092 Analysis of gene expression profiles in alveolar epithelial type II-like cells differentiated from human
alveolar epithelial progenitor cells. Respiratory Investigation, 2012, 50, 110-116. 0.9 11

2093 Gene Expression Profile of Adult Human Olfactory Bulb and Embryonic Neural Stem Cell Suggests
Distinct Signaling Pathways and Epigenetic Control. PLoS ONE, 2012, 7, e33542. 1.1 38

2094 Synergetic Cooperation of microRNAs with Transcription Factors in iPS Cell Generation. PLoS ONE,
2012, 7, e40849. 1.1 21

2095 Small RNA Profile of the Cumulus-Oocyte Complex and Early Embryos in the Pig1. Biology of
Reproduction, 2012, 87, 117. 1.2 58

2096 Distinct epithelial gene expression phenotypes in childhood respiratory allergy. European Respiratory
Journal, 2012, 39, 1197-1205. 3.1 64

2097 Stromal galectin-1 expression is associated with long-term survival in resectable pancreatic ductal
adenocarcinoma. Cancer Biology and Therapy, 2012, 13, 899-907. 1.5 56

2098 Sex Modifies Genetic Effects on Residual Variance in Urinary Calcium Excretion in Rat (Rattus) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 302 Td (norvegicus). Genetics, 2012, 191, 1003-1013.1.2 22

2099 Mass spectrometry-based proteomics: existing capabilities and future directions. Chemical Society
Reviews, 2012, 41, 3912. 18.7 351

2100 Using Cloud Computing Infrastructure with CloudBioLinux, CloudMan, and Galaxy. Current
Protocols in Bioinformatics, 2012, 38, Unit11.9. 25.8 23

2101 Some Phenotype Association Tools in Galaxy: Looking for Disease SNPs in a Full Genome. Current
Protocols in Bioinformatics, 2012, 39, Unit15.2. 25.8 2

2102 Functional Characterization of Human Genes from Exon Expression and RNA Interference Results.
Methods in Molecular Biology, 2012, 910, 33-53. 0.4 0

2103 Linking Variants from Genome-Wide Association Analysis to Function via Transcriptional Network
Analysis. Methods in Molecular Biology, 2012, 910, 297-308. 0.4 0

2104 Evaluating the Potential of Quantum Dots for In Vitro Biological Studies: Effects on Gene Expression
Using Microarray Analysis. , 2012, 906, 171-183. 0



117

Citation Report

# Article IF Citations

2105 Gene and protein responses of human lung tissue explants exposed to ambient particulate matter of
different sizes. Inhalation Toxicology, 2012, 24, 966-975. 0.8 10

2106 Gold nanoparticle-mediated gene delivery induces widespread changes in the expression of innate
immunity genes. Gene Therapy, 2012, 19, 347-353. 2.3 53

2107 New Insight on the Mechanisms of Epileptogenesis in the Developing Brain. Advances and Technical
Standards in Neurosurgery, 2012, 39, 3-44. 0.2 20

2108 Dysregulation of Uterine Signaling Pathways in Progesterone Receptor-Cre Knockout of Dicer.
Molecular Endocrinology, 2012, 26, 1552-1566. 3.7 28

2109 Hypothesis-driven candidate genes for schizophrenia compared to genome-wide association results.
Psychological Medicine, 2012, 42, 607-616. 2.7 83

2110
Genome-wide transcriptome profiling of ROS scavenging and signal transduction pathways in rice
(Oryza sativa L.) in response to different types of ionizing radiation. Molecular Biology Reports, 2012,
39, 11231-11248.

1.0 62

2111 Benzothiadiazole-elicited defense priming and systemic acquired resistance against bacterial and viral
pathogens of pepper under field conditions. Plant Biotechnology Reports, 2012, 6, 373-380. 0.9 21

2112 The Membrane Stress Response Buffers Lethal Effects of Lipid Disequilibrium by Reprogramming the
Protein Homeostasis Network. Molecular Cell, 2012, 48, 16-27. 4.5 132

2113 High Genomic Instability Predicts Survival in Metastatic High-Risk Neuroblastoma. Neoplasia, 2012, 14,
823-IN10. 2.3 48

2114 Leukocyte transcriptome from chickens infected with avian pathogenic Escherichia coli identifies
pathways associated with resistance. Results in Immunology, 2012, 2, 44-53. 2.2 48

2115 Kepler for â€˜Omics Bioinformatics. Procedia Computer Science, 2012, 9, 1635-1638. 1.2 4

2116 Subchronic Oral Exposure to Benzo(a)pyrene Leads to Distinct Transcriptomic Changes in the Lungs
That Are Related to Carcinogenesis. Toxicological Sciences, 2012, 129, 213-224. 1.4 44

2117 Chemical composition is maintained in poorly conserved intrinsically disordered regions and
suggests a means for their classification. Molecular BioSystems, 2012, 8, 3262. 2.9 48

2118 Differential Gene Expression in Glioblastoma Defined by ADC Histogram Analysis: Relationship to
Extracellular Matrix Molecules and Survival. American Journal of Neuroradiology, 2012, 33, 1059-1064. 1.2 64

2119 Responder and nonresponder patients exhibit different peripheral transcriptional signatures during
major depressive episode. Translational Psychiatry, 2012, 2, e185-e185. 2.4 192

2120 Proteomic Analysis of Microvesicles Derived from Human Mesenchymal Stem Cells. Journal of
Proteome Research, 2012, 11, 839-849. 1.8 348

2121 Carbosilane Dendrimer 2G-NN16 Represses Tc17 Differentiation in Primary T CD8+ Lymphocytes.
Molecular Pharmaceutics, 2012, 9, 102-110. 2.3 12

2122 Fastbreak: a tool for analysis and visualization of structural variations in genomic data. Eurasip
Journal on Bioinformatics and Systems Biology, 2012, 2012, 15. 1.4 6



118

Citation Report

# Article IF Citations

2124 Molecular basis of acquired epileptogenesis. Handbook of Clinical Neurology / Edited By P J Vinken and
G W Bruyn, 2012, 107, 3-12. 1.0 9

2125 A genome-wide association study of Alzheimerâ€™s disease using random forests and enrichment
analysis. Science China Life Sciences, 2012, 55, 618-625. 2.3 12

2126 Mapping of lamin A- and progerin-interacting genome regions. Chromosoma, 2012, 121, 447-464. 1.0 86

2129 Molecular Markers of Early-Stage Mycosis Fungoides. Journal of Investigative Dermatology, 2012, 132,
1698-1706. 0.3 88

2130 Serum Proteome Changes in Dengue Virus-Infected Patients from a Dengue-Endemic Area of India:
Towards New Molecular Targets?. OMICS A Journal of Integrative Biology, 2012, 16, 527-536. 1.0 29

2131 DNA Methylation Profiles Define Stem Cell Identity and Reveal a Tight Embryonicâ€“Extraembryonic
Lineage Boundary. Stem Cells, 2012, 30, 2732-2745. 1.4 77

2132 Position-dependent FUS-RNA interactions regulate alternative splicing events and transcriptions.
Scientific Reports, 2012, 2, 529. 1.6 180

2133 Proteomic Analysis (GeLCâ€“MS/MS) of ePFT-Collected Pancreatic Fluid in Chronic Pancreatitis. Journal
of Proteome Research, 2012, 11, 1897-1912. 1.8 25

2134 Proteomic Characterization of Histotroph during the Preimplantation Phase of the Estrous Cycle in
Cattle. Journal of Proteome Research, 2012, 11, 3004-3018. 1.8 56

2135 Genome-scale profiling reveals a subset of genes regulated by DNA methylation that program somatic
T-cell phenotypes in humans. Genes and Immunity, 2012, 13, 388-398. 2.2 33

2136 Proteomic Analysis of Eccrine Sweat: Implications for the Discovery of Schizophrenia Biomarker
Proteins. Journal of Proteome Research, 2012, 11, 2127-2139. 1.8 119

2137 Mixed Vector Immunization With Recombinant Adenovirus and MVA Can Improve Vaccine Efficacy
While Decreasing Antivector Immunity. Molecular Therapy, 2012, 20, 1633-1647. 3.7 37

2138
Analysis of region-specific changes in gene expression upon treatment with citalopram and
desipramine reveals temporal dynamics in response to antidepressant drugs at the transcriptome
level. Psychopharmacology, 2012, 223, 281-297.

1.5 15

2139 GOFAST: An Integrated Approach for Efficient and Comprehensive Membrane Proteome Analysis.
Analytical Chemistry, 2012, 84, 9008-9014. 3.2 23

2140 Bioinformatics and Drug Discovery. Methods in Molecular Biology, 2012, , . 0.4 17

2141 Ecotoxicogenomics to Support Ecological Risk Assessment: A Case Study with Bisphenol A in Fish.
Environmental Science &amp; Technology, 2012, 46, 51-59. 4.6 95

2142 The evolution of ultraconserved elements with different phylogenetic origins. BMC Evolutionary
Biology, 2012, 12, 236. 3.2 22

2143 Comparison and evaluation of pathway-level aggregation methods of gene expression data. BMC
Genomics, 2012, 13, S26. 1.2 20



119

Citation Report

# Article IF Citations

2144 A Steiner tree-based method for biomarker discovery and classification in breast cancer metastasis.
BMC Genomics, 2012, 13, S8. 1.2 25

2145 Identification of genome-wide copy number variations among diverse pig breeds by array CGH. BMC
Genomics, 2012, 13, 725. 1.2 50

2146 An integrated approach of comparative genomics and heritability analysis of pig and human on obesity
trait: evidence for candidate genes on human chromosome 2. BMC Genomics, 2012, 13, 711. 1.2 28

2147 Novel Î²-catenin target genes identified in thalamic neurons encode modulators of neuronal
excitability. BMC Genomics, 2012, 13, 635. 1.2 36

2148 Identification of proteins binding coding and non-coding human RNAs using protein microarrays. BMC
Genomics, 2012, 13, 633. 1.2 35

2149 A novel analytical method, Birth Date Selection Mapping, detects response of the Angus (Bos taurus)
genome to selection on complex traits. BMC Genomics, 2012, 13, 606. 1.2 37

2150 Whole genome sequencing of the fish pathogen Francisella noatunensis subsp. orientalis Toba04 gives
novel insights into Francisella evolution and pathogenecity. BMC Genomics, 2012, 13, 598. 1.2 31

2151 Oocyte-somatic cells interactions, lessons from evolution. BMC Genomics, 2012, 13, 560. 1.2 40

2152 Regulatory elements of Caenorhabditis elegans ribosomal protein genes. BMC Genomics, 2012, 13, 433. 1.2 11

2153 Selective extracellular vesicle-mediated export of an overlapping set of microRNAs from multiple cell
types. BMC Genomics, 2012, 13, 357. 1.2 445

2154 Probing the Xenopus laevis inner ear transcriptome for biological function. BMC Genomics, 2012, 13,
225. 1.2 11

2155 Microarray analysis of gene expression profiles in ripening pineapple fruits. BMC Plant Biology, 2012,
12, 240. 1.6 22

2156
Quantitative proteomics reveals altered expression of extracellular matrix related proteins of human
primary dermal fibroblasts in response to sulfated hyaluronan and collagen applied as artificial
extracellular matrix. Journal of Materials Science: Materials in Medicine, 2012, 23, 3053-3065.

1.7 13

2157 Genome-wide meta-analysis of genetic susceptible genes for Type 2 Diabetes. BMC Systems Biology, 2012,
6, S16. 3.0 34

2158 Module-based subnetwork alignments reveal novel transcriptional regulators in malaria parasite
Plasmodium falciparum. BMC Systems Biology, 2012, 6, S5. 3.0 11

2159 A simple knowledge-based mining method for exploring hidden key molecules in a human biomolecular
network. BMC Systems Biology, 2012, 6, 124. 3.0 1

2160 Programming human pluripotent stem cells into white and brown adipocytes. Nature Cell Biology,
2012, 14, 209-219. 4.6 209

2161 Enhanced in Vitro Biological Activity of Synthetic 2-(2-Pyridyl) Ethyl Isothiocyanate Compared to
Natural 4-(Methylsulfinyl) Butyl Isothiocyanate. Journal of Medicinal Chemistry, 2012, 55, 9682-9692. 2.9 15



120

Citation Report

# Article IF Citations

2162 Bacterial Molecular Networks. Methods in Molecular Biology, 2012, , . 0.4 13

2163 Mining SOM expression portraits: feature selection and integrating concepts of molecular function.
BioData Mining, 2012, 5, 18. 2.2 70

2164 RIDDLE: Reflective diffusion and local extension reveal functional associations for unannotated gene
sets via proximity in a gene network. Genome Biology, 2012, 13, R125. 13.9 16

2165 Organellar proteomics reveals hundreds of novel nuclear proteins in the malaria parasite
Plasmodium falciparum. Genome Biology, 2012, 13, R108. 13.9 139

2166 Gene regulatory network inference: evaluation and application to ovarian cancer allows the
prioritization of drug targets. Genome Medicine, 2012, 4, 41. 3.6 136

2167
Tight regulation of wingless-type signaling in the articular cartilage - subchondral bone
biomechanical unit: transcriptomics in Frzb-knockout mice. Arthritis Research and Therapy, 2012, 14,
R16.

1.6 39

2168
The gene expression profiles of induced pluripotent stem cells from individuals with childhood
cerebral adrenoleukodystrophy are consistent with proposed mechanisms of pathogenesis. Stem Cell
Research and Therapy, 2012, 3, 39.

2.4 28

2169
A comparison of the efficacy of transplantation of bone marrow-derived mesenchymal stem cells and
unrestricted somatic stem cells on outcome after acute myocardial infarction. Stem Cell Research
and Therapy, 2012, 3, 36.

2.4 20

2170 Sex-specific mouse liver gene expression: genome-wide analysis of developmental changes from
pre-pubertal period to young adulthood. Biology of Sex Differences, 2012, 3, 9. 1.8 71

2171 Identification of fever and vaccine-associated gene interaction networks using ontology-based
literature mining. Journal of Biomedical Semantics, 2012, 3, 18. 0.9 26

2172 mCOPA: analysis of heterogeneous features in cancer expression data. Journal of Clinical
Bioinformatics, 2012, 2, 22. 1.2 20

2173 High-prevalence and broad spectrum of Cell Adhesion and Extracellular Matrix gene pathway
mutations in epithelial ovarian cancer. Journal of Clinical Bioinformatics, 2012, 2, 15. 1.2 4

2174 Functional repertoire, molecular pathways and diseases associated with 3D domain swapping in the
human proteome. Journal of Clinical Bioinformatics, 2012, 2, 8. 1.2 12

2175 Gene expression profiling of peripheral blood mononuclear cells in the setting of peripheral arterial
disease. Journal of Clinical Bioinformatics, 2012, 2, 6. 1.2 39

2176 A role for RNA post-transcriptional regulation in satellite cell activation. Skeletal Muscle, 2012, 2, 21. 1.9 42

2177 Analysis of miRNA and mRNA Expression Profiles Highlights Alterations in Ionizing Radiation Response
of Human Lymphocytes under Modeled Microgravity. PLoS ONE, 2012, 7, e31293. 1.1 92

2178 High Phosphorus Diet-Induced Changes in NaPi-IIb Phosphate Transporter Expression in the Rat Kidney:
DNA Microarray Analysis. PLoS ONE, 2012, 7, e29483. 1.1 31

2179 AP-1 Transcription Factors, Mucin-Type Molecules and MMPs Regulate the IL-11 Mediated Invasiveness of
JEG-3 and HTR-8/SVneo Trophoblastic Cells. PLoS ONE, 2012, 7, e29745. 1.1 26



121

Citation Report

# Article IF Citations

2180 Expression of Extracellular Matrix Components Is Disrupted in the Immature and Adult Estrogen
Receptor Î²-Null Mouse Ovary. PLoS ONE, 2012, 7, e29937. 1.1 18

2181 Microarray Analysis of HIV Resistant Female Sex Workers Reveal a Gene Expression Signature Pattern
Reminiscent of a Lowered Immune Activation State. PLoS ONE, 2012, 7, e30048. 1.1 51

2182 Circadian Rhythms of Fetal Liver Transcription Persist in the Absence of Canonical Circadian Clock
Gene Expression Rhythms In Vivo. PLoS ONE, 2012, 7, e30781. 1.1 6

2183 COUP-TFII Controls Mouse Pancreatic Î²-Cell Mass through GLP-1-Î²-Catenin Signaling Pathways. PLoS ONE,
2012, 7, e30847. 1.1 25

2184 The Transcriptional Response of Caenorhabditis elegans to Ivermectin Exposure Identifies Novel Genes
Involved in the Response to Reduced Food Intake. PLoS ONE, 2012, 7, e31367. 1.1 31

2185 A Genome-Wide Study of Cytogenetic Changes in Colorectal Cancer Using SNP Microarrays:
Opportunities for Future Personalized Treatment. PLoS ONE, 2012, 7, e31968. 1.1 44

2186 Knockdown of SF-1 and RNF31 Affects Components of Steroidogenesis, TGFÎ², and Wnt/Î²-catenin Signaling
in Adrenocortical Carcinoma Cells. PLoS ONE, 2012, 7, e32080. 1.1 24

2187 Dysregulation of Gene Expression in a Lysosomal Storage Disease Varies between Brain Regions
Implicating Unexpected Mechanisms of Neuropathology. PLoS ONE, 2012, 7, e32419. 1.1 43

2188 A Novel Dynamic Impact Approach (DIA) for Functional Analysis of Time-Course Omics Studies:
Validation Using the Bovine Mammary Transcriptome. PLoS ONE, 2012, 7, e32455. 1.1 88

2189 Integrated Epigenome Profiling of Repressive Histone Modifications, DNA Methylation and Gene
Expression in Normal and Malignant Urothelial Cells. PLoS ONE, 2012, 7, e32750. 1.1 34

2190 Genome Features of â€œDark-Flyâ€•, a Drosophila Line Reared Long-Term in a Dark Environment. PLoS ONE,
2012, 7, e33288. 1.1 28

2191 Identification of Colorectal Cancer Related Genes with mRMR and Shortest Path in Protein-Protein
Interaction Network. PLoS ONE, 2012, 7, e33393. 1.1 149

2192 Reconstruction of Monocyte Transcriptional Regulatory Network Accompanies Monocytic Functions
in Human Fibroblasts. PLoS ONE, 2012, 7, e33474. 1.1 36

2193 Functional Annotation of Hierarchical Modularity. PLoS ONE, 2012, 7, e33744. 1.1 4

2194 PTRF/Cavin-1 and MIF Proteins Are Identified as Non-Small Cell Lung Cancer Biomarkers by Label-Free
Proteomics. PLoS ONE, 2012, 7, e33752. 1.1 60

2195 Cell Fusion Reprogramming Leads to a Specific Hepatic Expression Pattern during Mouse Bone Marrow
Derived Hepatocyte Formation In Vivo. PLoS ONE, 2012, 7, e33945. 1.1 13

2196 Focused Examination of the Intestinal lamina Propria Yields Greater Molecular Insight into
Mechanisms Underlying SIV Induced Immune Dysfunction. PLoS ONE, 2012, 7, e34561. 1.1 21

2197 Discovery of Potential piRNAs from Next Generation Sequences of the Sexually Mature Porcine Testes.
PLoS ONE, 2012, 7, e34770. 1.1 18



122

Citation Report

# Article IF Citations

2198 Musashi2 Is Required for the Self-Renewal and Pluripotency of Embryonic Stem Cells. PLoS ONE, 2012,
7, e34827. 1.1 42

2199 Comparative Transcriptional Network Modeling of Three PPAR-Î±/Î³ Co-Agonists Reveals Distinct
Metabolic Gene Signatures in Primary Human Hepatocytes. PLoS ONE, 2012, 7, e35012. 1.1 17

2200 SyStemCell: A Database Populated with Multiple Levels of Experimental Data from Stem Cell
Differentiation Research. PLoS ONE, 2012, 7, e35230. 1.1 13

2201 Premature Senescence and Increased TGFÎ² Signaling in the Absence of Tgif1. PLoS ONE, 2012, 7, e35460. 1.1 24

2202 Functional and Topological Properties in Hepatocellular Carcinoma Transcriptome. PLoS ONE, 2012, 7,
e35510. 1.1 24

2203 A Novel Antibody-Based Biomarker for Chronic Algal Toxin Exposure and Sub-Acute Neurotoxicity.
PLoS ONE, 2012, 7, e36213. 1.1 35

2204 Conditional Wwox Deletion in Mouse Mammary Gland by Means of Two Cre Recombinase Approaches.
PLoS ONE, 2012, 7, e36618. 1.1 44

2205 Cis-Acting Polymorphisms Affect Complex Traits through Modifications of MicroRNA Regulation
Pathways. PLoS ONE, 2012, 7, e36694. 1.1 37

2206 Identification and Characterisation of the Early Differentiating Cells in Neural Differentiation of
Human Embryonic Stem Cells. PLoS ONE, 2012, 7, e37129. 1.1 40

2207 Circadian Desynchrony Promotes Metabolic Disruption in a Mouse Model of Shiftwork. PLoS ONE,
2012, 7, e37150. 1.1 213

2208 Influence of Neonatal Hypothyroidism on Hepatic Gene Expression and Lipid Metabolism in Adulthood.
PLoS ONE, 2012, 7, e37386. 1.1 18

2209 Expression Profiling Reveals Novel Hypoxic Biomarkers in Peripheral Blood of Adult Mice Exposed to
Chronic Hypoxia. PLoS ONE, 2012, 7, e37497. 1.1 16

2210 Peripheral Nervous System Genes Expressed in Central Neurons Induce Growth on Inhibitory
Substrates. PLoS ONE, 2012, 7, e38101. 1.1 22

2211 A New Mouse Model for Mania Shares Genetic Correlates with Human Bipolar Disorder. PLoS ONE,
2012, 7, e38128. 1.1 28

2212 Role of MXD3 in Proliferation of DAOY Human Medulloblastoma Cells. PLoS ONE, 2012, 7, e38508. 1.1 24

2213 Prenatal Arsenic Exposure Alters Gene Expression in the Adult Liver to a Proinflammatory State
Contributing to Accelerated Atherosclerosis. PLoS ONE, 2012, 7, e38713. 1.1 58

2214 Genome-Wide Association for Sensitivity to Chronic Oxidative Stress in Drosophila melanogaster.
PLoS ONE, 2012, 7, e38722. 1.1 82

2215 The Heterotrimeric Laminin Coiled-Coil Domain Exerts Anti-Adhesive Effects and Induces a Pro-Invasive
Phenotype. PLoS ONE, 2012, 7, e39097. 1.1 8



123

Citation Report

# Article IF Citations

2216 Transcriptional Responses of Resistant and Susceptible Fish Clones to the Bacterial Pathogen
Flavobacterium psychrophilum. PLoS ONE, 2012, 7, e39126. 1.1 57

2217 The Chromosome 9p21.3 Coronary Heart Disease Risk Allele Is Associated with Altered Gene Expression
in Normal Heart and Vascular Tissues. PLoS ONE, 2012, 7, e39574. 1.1 37

2218 A Minimal Connected Network of Transcription Factors Regulated in Human Tumors and Its
Application to the Quest for Universal Cancer Biomarkers. PLoS ONE, 2012, 7, e39666. 1.1 44

2219 Over Expression of Wild Type or a Catalytically Dead Mutant of SIRTUIN 6 Does Not Influence NFÎºB
Responses. PLoS ONE, 2012, 7, e39847. 1.1 29

2220 Human Embryonic Stem Cells and Embryonal Carcinoma Cells Have Overlapping and Distinct Metabolic
Signatures. PLoS ONE, 2012, 7, e39896. 1.1 45

2221 CD28 Costimulation Regulates Genome-Wide Effects on Alternative Splicing. PLoS ONE, 2012, 7, e40032. 1.1 51

2222 Use of Mutagenesis, Genetic Mapping and Next Generation Transcriptomics to Investigate Insecticide
Resistance Mechanisms. PLoS ONE, 2012, 7, e40296. 1.1 22

2223 Dynamic Changes in Ezh2 Gene Occupancy Underlie Its Involvement in Neural Stem Cell Self-Renewal
and Differentiation towards Oligodendrocytes. PLoS ONE, 2012, 7, e40399. 1.1 59

2224 Concerted Perturbation Observed in a Hub Network in Alzheimerâ€™s Disease. PLoS ONE, 2012, 7, e40498. 1.1 91

2225 Temporal Profiling of Gene Networks Associated with the Late Phase of Long-Term Potentiation In
Vivo. PLoS ONE, 2012, 7, e40538. 1.1 52

2226 Enhanced Survival of Plasmodium-Infected Mosquitoes during Starvation. PLoS ONE, 2012, 7, e40556. 1.1 28

2227 Host Gene Expression Signatures Discriminate between Ferrets Infected with Genetically Similar H1N1
Strains. PLoS ONE, 2012, 7, e40743. 1.1 12

2228 Twist1 Transcriptional Targets in the Developing Atrio-Ventricular Canal of the Mouse. PLoS ONE,
2012, 7, e40815. 1.1 10

2229 Gene Expression Profiling of Dendritic Cells in Different Physiological Stages under Cordyceps
sinensis Treatment. PLoS ONE, 2012, 7, e40824. 1.1 8

2230 Phevalin (aureusimine B)Production by Staphylococcus aureus Biofilm and Impacts on Human
Keratinocyte Gene Expression. PLoS ONE, 2012, 7, e40973. 1.1 30

2231 The Transcription Profile of Tax-3 Is More Similar to Tax-1 than Tax-2: Insights into HTLV-3 Potential
Leukemogenic Properties. PLoS ONE, 2012, 7, e41003. 1.1 28

2232 Measuring the Maturity of the Fast-Spiking Interneuron Transcriptional Program in Autism,
Schizophrenia, and Bipolar Disorder. PLoS ONE, 2012, 7, e41215. 1.1 64

2233 RNA-Seq Approach for Genetic Improvement of Meat Quality in Pig and Evolutionary Insight into the
Substrate Specificity of Animal Carbonyl Reductases. PLoS ONE, 2012, 7, e42198. 1.1 47



124

Citation Report

# Article IF Citations

2234 Distinct Cardiac Transcriptional Profiles Defining Pregnancy and Exercise. PLoS ONE, 2012, 7, e42297. 1.1 33

2235 Differences in Neural-Immune Gene Expression Response in Rat Spinal Dorsal Horn Correlates with
Variations in Electroacupuncture Analgesia. PLoS ONE, 2012, 7, e42331. 1.1 13

2236 Novel Nuclear Localization and Potential Function of Insulin-Like Growth Factor-1 Receptor/Insulin
Receptor Hybrid in Corneal Epithelial Cells. PLoS ONE, 2012, 7, e42483. 1.1 32

2237 ZNF750 Is Expressed in Differentiated Keratinocytes and Regulates Epidermal Late Differentiation
Genes. PLoS ONE, 2012, 7, e42628. 1.1 39

2238 A Mesenchymal Stromal Cell Gene Signature for Donor Age. PLoS ONE, 2012, 7, e42908. 1.1 57

2239 miRNA Regulation of Gene Expression: A Predictive Bioinformatics Analysis in the Postnatally
Developing Monkey Hippocampus. PLoS ONE, 2012, 7, e43435. 1.1 13

2240 Age-Associated Hyper-Methylated Regions in the Human Brain Overlap with Bivalent Chromatin
Domains. PLoS ONE, 2012, 7, e43840. 1.1 18

2241 Gene Network and Pathway Analysis of Mice with Conditional Ablation of Dicer in Post-Mitotic
Neurons. PLoS ONE, 2012, 7, e44060. 1.1 22

2242 Analysis of the Transcriptomes Downstream of Eyeless and the Hedgehog, Decapentaplegic and Notch
Signaling Pathways in Drosophila melanogaster. PLoS ONE, 2012, 7, e44583. 1.1 12

2243 Global MicroRNA Profiling of the Mouse Ventricles during Development of Severe Hypertrophic
Cardiomyopathy and Heart Failure. PLoS ONE, 2012, 7, e44744. 1.1 70

2244 Peripheral Blood Gene Expression as a Novel Genomic Biomarker in Complicated Sarcoidosis. PLoS
ONE, 2012, 7, e44818. 1.1 73

2245 Decorin Protein Core Affects the Global Gene Expression Profile of the Tumor Microenvironment in a
Triple-Negative Orthotopic Breast Carcinoma Xenograft Model. PLoS ONE, 2012, 7, e45559. 1.1 77

2246 Retinoic Acid Receptor-Dependent, Cell-Autonomous, Endogenous Retinoic Acid Signaling and Its
Target Genes in Mouse Collecting Duct Cells. PLoS ONE, 2012, 7, e45725. 1.1 15

2247 Lack of Innate Interferon Responses during SARS Coronavirus Infection in a Vaccination and
Reinfection Ferret Model. PLoS ONE, 2012, 7, e45842. 1.1 58

2248 Additional Selection for Insecticide Resistance in Urban Malaria Vectors: DDT Resistance in Anopheles
arabiensis from Bobo-Dioulasso, Burkina Faso. PLoS ONE, 2012, 7, e45995. 1.1 88

2249 Significance of miR-196b in Tumor-Related Epilepsy of Patients with Gliomas. PLoS ONE, 2012, 7, e46218. 1.1 24

2250 Ranking Transitive Chemical-Disease Inferences Using Local Network Topology in the Comparative
Toxicogenomics Database. PLoS ONE, 2012, 7, e46524. 1.1 42

2251 PICARA, an Analytical Pipeline Providing Probabilistic Inference about A Priori Candidates Genes
Underlying Genome-Wide Association QTL in Plants. PLoS ONE, 2012, 7, e46596. 1.1 23



125

Citation Report

# Article IF Citations

2252 Refined Mapping of a Quantitative Trait Locus on Chromosome 1 Responsible for Mouse Embryonic
Death. PLoS ONE, 2012, 7, e43356. 1.1 12

2253 Transcriptomics Comparison between Porcine Adipose and Bone Marrow Mesenchymal Stem Cells
during In Vitro Osteogenic and Adipogenic Differentiation. PLoS ONE, 2012, 7, e32481. 1.1 67

2254 Non-Gaussian Distributions Affect Identification of Expression Patterns, Functional Annotation, and
Prospective Classification in Human Cancer Genomes. PLoS ONE, 2012, 7, e46935. 1.1 24

2255 Gene and Genome Parameters of Mammalian Liver Circadian Genes (LCGs). PLoS ONE, 2012, 7, e46961. 1.1 10

2256 Early Immunologic Events at the Tick-Host Interface. PLoS ONE, 2012, 7, e47301. 1.1 47

2257 Pathways Involved in the Synergistic Activation of Macrophages by Lipoteichoic Acid and Hemoglobin.
PLoS ONE, 2012, 7, e47333. 1.1 16

2258 Simultaneous Non-Negative Matrix Factorization for Multiple Large Scale Gene Expression Datasets in
Toxicology. PLoS ONE, 2012, 7, e48238. 1.1 16

2259 Dose-Related Estrogen Effects on Gene Expression in Fetal Mouse Prostate Mesenchymal Cells. PLoS
ONE, 2012, 7, e48311. 1.1 20

2260 Functional Similarities between Pigeon â€˜Milkâ€™ and Mammalian Milk: Induction of Immune Gene
Expression and Modification of the Microbiota. PLoS ONE, 2012, 7, e48363. 1.1 33

2261 TNAP and EHD1 Are Over-Expressed in Bovine Brain Capillary Endothelial Cells after the Re-Induction
of Blood-Brain Barrier Properties. PLoS ONE, 2012, 7, e48428. 1.1 26

2262 Transcriptome Sequencing and Annotation for the Jamaican Fruit Bat (Artibeus jamaicensis). PLoS ONE,
2012, 7, e48472. 1.1 77

2263 The Proteome Response to Amyloid Protein Expression In Vivo. PLoS ONE, 2012, 7, e50123. 1.1 12

2264 Identification of Biomarkers of Human Skin Ageing in Both Genders. Wnt Signalling - A Label of Skin
Ageing?. PLoS ONE, 2012, 7, e50393. 1.1 80

2265 Combination Therapy with Gossypol Reveals Synergism against Gemcitabine Resistance in Cancer Cells
with High BCL-2 Expression. PLoS ONE, 2012, 7, e50786. 1.1 33

2266 Transcriptome Analysis Reveals Markers of Aberrantly Activated Innate Immunity in Vitiligo Lesional
and Non-Lesional Skin. PLoS ONE, 2012, 7, e51040. 1.1 83

2267 Global Profiling of Alternative Splicing Events and Gene Expression Regulated by hnRNPH/F. PLoS ONE,
2012, 7, e51266. 1.1 40

2268 Molecular Sex Differences in Human Serum. PLoS ONE, 2012, 7, e51504. 1.1 26

2269 A Systems Approach to Rheumatoid Arthritis. PLoS ONE, 2012, 7, e51508. 1.1 26



126

Citation Report

# Article IF Citations

2270 Generation of a Genome Scale Lentiviral Vector Library for EF1Î± Promoter-Driven Expression of Human
ORFs and Identification of Human Genes Affecting Viral Titer. PLoS ONE, 2012, 7, e51733. 1.1 23

2271 Genome-Wide Discovery of Small RNAs in Mycobacterium tuberculosis. PLoS ONE, 2012, 7, e51950. 1.1 70

2272 Transcriptional Program of Ciliated Epithelial Cells Reveals New Cilium and Centrosome Components
and Links to Human Disease. PLoS ONE, 2012, 7, e52166. 1.1 124

2273 Gene Expression Profiling Combined with Bioinformatics Analysis Identify Biomarkers for Parkinson
Disease. PLoS ONE, 2012, 7, e52319. 1.1 20

2274 A Genome-Wide Investigation of Expression Characteristics of Natural Antisense Transcripts in Liver
and Muscle Samples of Pigs. PLoS ONE, 2012, 7, e52433. 1.1 12

2275 Identification of Epigenetically Altered Genes in Sporadic Amyotrophic Lateral Sclerosis. PLoS ONE,
2012, 7, e52672. 1.1 132

2276 Integrated Analysis of Gene Expression Profiles Associated with Response of Platinum/Paclitaxel-Based
Treatment in Epithelial Ovarian Cancer. PLoS ONE, 2012, 7, e52745. 1.1 22

2277 Gene expression in the arcuate nucleus of heifers is affected by controlled intake of high- and
low-concentrate diets1. Journal of Animal Science, 2012, 90, 2222-2232. 0.2 38

2278 Small molecule-enrichment analysis in response to osmotic stimuli in the intervertebral disc. Genetics
and Molecular Research, 2012, 11, 3668-3675. 0.3 2

2279 Is There a Relationship between DNA Methylation and Phenotypic Plasticity in Invertebrates?. Frontiers
in Physiology, 2012, 2, 116. 1.3 132

2280 Long-Term Pioglitazone Treatment Improves Learning and Attenuates Pathological Markers in a Mouse
Model of Alzheimer's Disease. Journal of Alzheimer's Disease, 2012, 30, 943-961. 1.2 135

2281 Using Multiple Phenotype Assays and Epistasis Testing to Enhance the Reliability of RNAi Screening and
Identify Regulators of Muscle Protein Degradation. Genes, 2012, 3, 686-701. 1.0 5

2282
Genome-Wide Identification and Quantification of cis- and trans-Regulated Genes Responding to
Marekâ€™s Disease Virus Infection via Analysis of Allele-Specific Expression. Frontiers in Genetics, 2012, 2,
113.

1.1 20

2283 Identification of Identical Transcript Changes in Liver and Whole Blood during Acetaminophen
Toxicity. Frontiers in Genetics, 2012, 3, 162. 1.1 6

2284
Murine Hyperglycemic Vasculopathy and Cardiomyopathy: Whole-Genome Gene Expression Analysis
Predicts Cellular Targets and Regulatory Networks Influenced by Mannose Binding Lectin. Frontiers
in Immunology, 2012, 3, .

2.2 6

2285 Deciphering Novel Hostâ€“Herpesvirus Interactions by Virion Proteomics. Frontiers in Microbiology,
2012, 3, 181. 1.5 26

2286 Comparison of Sepsis-Induced Transcriptomic Changes in a Murine Model to Clinical Blood Samples
Identifies Common Response Patterns. Frontiers in Microbiology, 2012, 3, 284. 1.5 15

2287 Non-Biased Enrichment Does Not Improve Quantitative Proteomic Delineation of Reovirus T3D-Infected
HeLa Cell Protein Alterations. Frontiers in Microbiology, 2012, 3, 310. 1.5 6



127

Citation Report

# Article IF Citations

2288 Cortical Auditory Deafferentation Induces Long-Term Plasticity in the Inferior Colliculus of Adult
Rats: Microarray and qPCR Analysis. Frontiers in Neural Circuits, 2012, 6, 86. 1.4 9

2289 Gene Expression Microarrays in Microgravity Research: Toward the Identification of Major Space
Genes. , 0, , . 4

2290 The epigenetic profile of bladder cancer. , 0, , 323-337. 0

2291 Comparative molecular portraits of human unfertilized oocytes and primordial germ cells at 10 weeks
of gestation. International Journal of Developmental Biology, 2012, 56, 789-797. 0.3 9

2292 Interfacial stress affects rat alveolar type II cell signaling and gene expression. American Journal of
Physiology - Lung Cellular and Molecular Physiology, 2012, 303, L117-L129. 1.3 18

2293
Transcriptomic analysis identifies candidate genes and functional networks controlling the response
of porcine peripheral blood mononuclear cells to mitogenic stimulation1. Journal of Animal Science,
2012, 90, 3337-3352.

0.2 8

2294 Insight Into the Molecular Program of Meiosis. , 0, , . 0

2295 Polyglutamine Expanded Huntingtin Dramatically Alters the Genome-Wide Binding of HSF1. Journal of
Huntington's Disease, 2012, 1, 33-45. 0.9 40

2296 Genome-wide association study for intramuscular fatty acid composition in an Iberian Ã— Landrace
cross1. Journal of Animal Science, 2012, 90, 2883-2893. 0.2 63

2297 Functional Annotation of Small Noncoding RNAs Target Genes Provides Evidence for a Deregulated
Ubiquitin-Proteasome Pathway in Spinocerebellar Ataxia Type 1. Journal of Nucleic Acids, 2012, 2012, 1-11. 0.8 8

2298 Erythroid-Specific Transcriptional Changes in PBMCs from Pulmonary Hypertension Patients. PLoS
ONE, 2012, 7, e34951. 1.1 63

2299 U12-type Spliceosomal Introns of Insecta. International Journal of Biological Sciences, 2012, 8, 344-352. 2.6 13

2300 'Omics' Approaches to Understanding Interstitial Cystitis/Painful Bladder Syndrome/Bladder Pain
Syndrome. International Neurourology Journal, 2012, 16, 159. 0.5 19

2301 Mechanisms of Î±IIbÎ²3 Biogenesis in the Megakaryocyte: A Proteomics Approach. , 0, , . 0

2302
The gene expression profiles of induced pluripotent stem cells (iPSCs) generated by a non-integrating
method are more similar to embryonic stem cells than those of iPSCs generated by an integrating
method. Genetics and Molecular Biology, 2012, 35, 693-700.

0.6 15

2303 Gene Expression in Human Accessory Lacrimal Glands of Wolfring. , 2012, 53, 6738. 34

2304 Differences in Gene Expression between Strabismic and Normal Human Extraocular Muscles. , 2012, 53,
5168. 37

2305 Bioinformatics characterization of differential proteins in serum of mothers carrying Down
syndrome fetuses: combining bioinformatics and ELISA. Archives of Medical Science, 2012, 2, 183-191. 0.4 3



128

Citation Report

# Article IF Citations

2306 Data Mining in Networks of Differentially Expressed Genes during Sow Pregnancy. International
Journal of Biological Sciences, 2012, 8, 548-560. 2.6 4

2307 Co-methylated Genes in Different Adipose Depots of Pig are Associated with Metabolic, Inflammatory
and Immune Processes. International Journal of Biological Sciences, 2012, 8, 831-837. 2.6 21

2308 Bioinformatics analysis with graph-based clustering to detect gastric cancer-related pathways.
Genetics and Molecular Research, 2012, 11, 3497-3504. 0.3 14

2309
A Combination of Lipoic Acid Plus Coenzyme Q10 Induces PGC1<i>Î±</i>, a Master Switch of Energy
Metabolism, Improves Stress Response, and Increases Cellular Glutathione Levels in Cultured C2C12
Skeletal Muscle Cells. Oxidative Medicine and Cellular Longevity, 2012, 2012, 1-9.

1.9 34

2310 Suppression of cancer stemness p21-regulating mRNA and microRNA signatures in recurrent ovarian
cancer patient samples. Journal of Ovarian Research, 2012, 5, 2. 1.3 11

2311 PloGO: Plotting gene ontology annotation and abundance in multiâ€•condition proteomics experiments.
Proteomics, 2012, 12, 406-410. 1.3 30

2312 Proteomic analysis of urine exosomes by multidimensional protein identification technology
(MudPIT). Proteomics, 2012, 12, 329-338. 1.3 152

2313 The subcellular proteome of undifferentiated human embryonic stem cells. Proteomics, 2012, 12,
421-430. 1.3 16

2314 Mining proteomic data for biomedical research. Wiley Interdisciplinary Reviews: Data Mining and
Knowledge Discovery, 2012, 2, 1-13. 4.6 11

2315 Analyzing genomic data: understanding the genome. Wiley Interdisciplinary Reviews: Data Mining and
Knowledge Discovery, 2012, 2, 116-137. 4.6 0

2316 Quantitative proteomic analysis of exosomes from <scp>HIV</scp>â€•1â€•infected lymphocytic cells.
Proteomics, 2012, 12, 2203-2211. 1.3 42

2317 Biomarker discovery using a comparative omics approach in a mouse model developing heterogeneous
mammary cancer subtypes. Proteomics, 2012, 12, 2149-2157. 1.3 6

2318 Systems biology analysis of proteinâ€•drug interactions. Proteomics - Clinical Applications, 2012, 6,
102-116. 0.8 27

2319 Application of systems biology principles to protein biomarker discovery: Urinary exosomal proteome
in renal transplantation. Proteomics - Clinical Applications, 2012, 6, 268-278. 0.8 52

2320 Serumâ€•autoantibodies for discovery of prostate cancer specific biomarkers. Prostate, 2012, 72, 427-436. 1.2 33

2321 Transcriptional profiling of stroma from inflamed and resting lymph nodes defines immunological
hallmarks. Nature Immunology, 2012, 13, 499-510. 7.0 416

2322 An atlas of DNA methylomes in porcine adipose and muscle tissues. Nature Communications, 2012, 3,
850. 5.8 152

2323 Identification of Novel miR-21 Target Proteins in Multiple Myeloma Cells by Quantitative Proteomics.
Journal of Proteome Research, 2012, 11, 2078-2090. 1.8 66



129

Citation Report

# Article IF Citations

2324 PhosphoSiteAnalyzer: A Bioinformatic Platform for Deciphering Phospho Proteomes Using Kinase
Predictions Retrieved from NetworKIN. Journal of Proteome Research, 2012, 11, 3480-3486. 1.8 19

2325 Deriving transcriptional programs and functional processes from gene expression databases.
Bioinformatics, 2012, 28, 1122-1129. 1.8 3

2326 A unifying model for mTORC1-mediated regulation of mRNA translation. Nature, 2012, 485, 109-113. 13.7 1,245

2327 Mass Spectrometryâ€“Based Proteomics and Network Biology. Annual Review of Biochemistry, 2012, 81,
379-405. 5.0 382

2328 <i>In vitro</i>toxicity of acid-functionalized single-walled carbon nanotubes: Effects on murine
macrophages and gene expression profiling. Nanotoxicology, 2012, 6, 288-303. 1.6 33

2329 HIV Infection and Antiretroviral Therapy Have Divergent Effects on Mitochondria in Adipose Tissue.
Journal of Infectious Diseases, 2012, 205, 1778-1787. 1.9 45

2330 Oxidative stress and successful antioxidant treatment in models of RYR1-related myopathy. Brain, 2012,
135, 1115-1127. 3.7 114

2331 Nprl3 is required for normal development of the cardiovascular system. Mammalian Genome, 2012, 23,
404-415. 1.0 38

2332 MacroH2A1 Regulates the Balance between Self-Renewal and Differentiation Commitment in Embryonic
and Adult Stem Cells. Molecular and Cellular Biology, 2012, 32, 1442-1452. 1.1 86

2333 R-Loop Formation Is a Distinctive Characteristic of Unmethylated Human CpG Island Promoters.
Molecular Cell, 2012, 45, 814-825. 4.5 673

2334 Small RNA Sequencing Reveals MicroRNAs That Modulate Angiotensin II Effects in Vascular Smooth
Muscle Cells. Journal of Biological Chemistry, 2012, 287, 15672-15683. 1.6 76

2335 Clinical Outcome Prediction by MicroRNAs in Human Cancer: A Systematic Review. Journal of the
National Cancer Institute, 2012, 104, 528-540. 3.0 207

2336 miR-10a is aberrantly overexpressed in Nucleophosmin1 mutated acute myeloid leukaemia and its
suppression induces cell death. Molecular Cancer, 2012, 11, 8. 7.9 63

2337 MicroRNA and transcription factor co-regulatory network analysis reveals miR-19 inhibits CYLD in
T-cell acute lymphoblastic leukemia. Nucleic Acids Research, 2012, 40, 5201-5214. 6.5 119

2338 Global analysis reveals multiple pathways for unique regulation of mRNA decay in induced
pluripotent stem cells. Genome Research, 2012, 22, 1457-1467. 2.4 41

2339 Human immunodeficiency virus enhances hepatitis C virus replication by differential regulation of IFN
and TGF family genes. Journal of Medical Virology, 2012, 84, 1344-1352. 2.5 7

2340
Electroacupuncture frequencyâ€•related transcriptional response in rat arcuate nucleus revealed
regionâ€•distinctive changes in response to lowâ€• and highâ€•frequency electroacupuncture. Journal of
Neuroscience Research, 2012, 90, 1464-1473.

1.3 25

2341 Dnmt3a regulates both proliferation and differentiation of mouse neural stem cells. Journal of
Neuroscience Research, 2012, 90, 1883-1891. 1.3 59



130

Citation Report

# Article IF Citations

2342 SMAD4â€•dependent polysome RNA recruitment in human pancreatic cancer cells. Molecular
Carcinogenesis, 2012, 51, 771-782. 1.3 5

2343 Gene expression profiles of vitrified in vitroâ€• and in vivoâ€•derived bovine blastocysts. Molecular
Reproduction and Development, 2012, 79, 613-625. 1.0 43

2344 <i>Lactobacillus casei</i> Zhang stimulates lipid metabolism in hypercholesterolemic rats by affecting
gene expression in the liver. European Journal of Lipid Science and Technology, 2012, 114, 244-252. 1.0 28

2345
Genetic toxicology and toxicogenomic analysis of three cigarette smoke condensates in vitro reveals
few differences among fullâ€•flavor, blonde, and light products. Environmental and Molecular
Mutagenesis, 2012, 53, 281-296.

0.9 22

2346 Molecular perturbations restrict potential for liver repopulation of hepatocytes isolated from
non-heart-beating donor rats. Hepatology, 2012, 55, 1182-1192. 3.6 4

2347 Genome-wide expression profiling implicates a MAST3-regulated gene set in colonic mucosal
inflammation of ulcerative colitis patients. Inflammatory Bowel Diseases, 2012, 18, 1072-1080. 0.9 24

2348 Bioinformatics analysis reveals transcriptome and microRNA signatures and drug repositioning
targets for IBD and other autoimmune diseases. Inflammatory Bowel Diseases, 2012, 18, 2315-2333. 0.9 47

2349 Deep sequencing reveals predominant expression of miRâ€•21 amongst the small nonâ€•coding RNAs in
retinal microvascular endothelial cells. Journal of Cellular Biochemistry, 2012, 113, 2098-2111. 1.2 62

2350 Cytoplasmatic compartmentalization by Bcrâ€•Abl promotes TET2 lossâ€•ofâ€•function in chronic myeloid
leukemia. Journal of Cellular Biochemistry, 2012, 113, 2765-2774. 1.2 18

2351
Comparative Analysis of Different Label-Free Mass Spectrometry Based Protein Abundance Estimates
and Their Correlation with RNA-Seq Gene Expression Data. Journal of Proteome Research, 2012, 11,
2261-2271.

1.8 150

2352 Inhibition of the LSD1 (KDM1A) demethylase reactivates the all-trans-retinoic acid differentiation
pathway in acute myeloid leukemia. Nature Medicine, 2012, 18, 605-611. 15.2 584

2353
Proteomic Profiling of H-Ras-G12V Induced Hypertrophic Cardiomyopathy in Transgenic Mice Using
Comparative LC-MS Analysis of Thin Fresh-Frozen Tissue Sections. Journal of Proteome Research, 2012,
11, 1561-1570.

1.8 13

2354 Identification of novel ATP13A2 interactors and their role in Î±-synuclein misfolding and toxicity.
Human Molecular Genetics, 2012, 21, 3785-3794. 1.4 66

2355 The MuvB complex sequentially recruits B-Myb and FoxM1 to promote mitotic gene expression. Genes
and Development, 2012, 26, 474-489. 2.7 264

2356 Human Mesenchymal Stem Cellâ€“Derived Matrices for Enhanced Osteoregeneration. Science
Translational Medicine, 2012, 4, 132ra55. 5.8 104

2357 miRNA-34c regulates Notch signaling during bone development. Human Molecular Genetics, 2012, 21,
2991-3000. 1.4 210

2358 DiNuP: a systematic approach to identify regions of differential nucleosome positioning.
Bioinformatics, 2012, 28, 1965-1971. 1.8 19

2359 Histone deacetylases 1 and 2 regulate autophagy flux and skeletal muscle homeostasis in mice.
Proceedings of the National Academy of Sciences of the United States of America, 2012, 109, 1649-1654. 3.3 117



131

Citation Report

# Article IF Citations

2360 Embryonic stem cell potency fluctuates with endogenous retrovirus activity. Nature, 2012, 487, 57-63. 13.7 925

2361 Snail Regulates MyoD Binding-Site Occupancy to Direct Enhancer Switching and
Differentiation-Specific Transcription in Myogenesis. Molecular Cell, 2012, 47, 457-468. 4.5 163

2362 Responses of the embryonic epigenome to maternal diabetes. Birth Defects Research Part A: Clinical
and Molecular Teratology, 2012, 94, 770-781. 1.6 36

2363 Dietary zinc status reversibly alters both the feeding behaviors of the rats and gene expression
patterns in diencephalon. BioFactors, 2012, 38, 203-218. 2.6 5

2364 Dynamic mRNA and miRNA profiling of CHOâ€•K1 suspension cell cultures. Biotechnology Journal, 2012, 7,
500-515. 1.8 83

2365 Confined 3D microenvironment regulates early differentiation in human pluripotent stem cells.
Biotechnology and Bioengineering, 2012, 109, 3119-3132. 1.7 44

2366 Genomics of mature and immature olfactory sensory neurons. Journal of Comparative Neurology,
2012, 520, 2608-2629. 0.9 60

2367 Nonâ€•random mate choice in humans: insights from a genome scan. Molecular Ecology, 2012, 21, 587-596. 2.0 20

2368 Complement Protein C1q Directs Macrophage Polarization and Limits Inflammasome Activity during
the Uptake of Apoptotic Cells. Journal of Immunology, 2012, 188, 5682-5693. 0.4 216

2369 Sequencing of neuroblastoma identifies chromothripsis and defects in neuritogenesis genes. Nature,
2012, 483, 589-593. 13.7 775

2370 Integration analysis of quantitative proteomics and transcriptomics data identifies potential targets
of frizzledâ€•8 proteinâ€•related antiproliferative factor <i>in vivo</i>. BJU International, 2012, 110, E1138-46. 1.3 14

2371 Reprogramming of tRNA modifications controls the oxidative stress response by codon-biased
translation of proteins. Nature Communications, 2012, 3, 937. 5.8 348

2372 Computational tools for prioritizing candidate genes: boosting disease gene discovery. Nature
Reviews Genetics, 2012, 13, 523-536. 7.7 387

2373 Dynamic transitions in RNA polymerase II density profiles during transcription termination. Genome
Research, 2012, 22, 1447-1456. 2.4 42

2374 Using MCL to Extract Clusters from Networks. Methods in Molecular Biology, 2012, 804, 281-295. 0.4 374

2375 Widespread dynamic DNA methylation in response to biotic stress. Proceedings of the National
Academy of Sciences of the United States of America, 2012, 109, E2183-91. 3.3 878

2376 Analysis of SSEA1+ vs. SSEA1âˆ’ fractions of bulk-cultured XENP cell lines. Biochip Journal, 2012, 6,
99-105. 2.5 1

2377 Gene expression profiling of Bangpungtongseong-san (Bofutsushosan) and Bangkihwangki-tang
(Boiogito) administered individuals. Biochip Journal, 2012, 6, 139-148. 2.5 0



132

Citation Report

# Article IF Citations

2378 System approaches reveal the molecular networks involved in neural stem cell differentiation.
Protein and Cell, 2012, 3, 213-224. 4.8 9

2379 Study of drug function based on similarity of pathway fingerprint. Protein and Cell, 2012, 3, 132-139. 4.8 12

2380 Central nervous system endoplasmic reticulum stress in a murine model of type 2 diabetes.
Diabetologia, 2012, 55, 2276-2284. 2.9 43

2381
Time-dependent transcriptional profiling links gene expression to mitogen-activated protein kinase
kinase 4 (MKK4)-mediated suppression of omental metastatic colonization. Clinical and Experimental
Metastasis, 2012, 29, 397-408.

1.7 4

2382 Translating the Brain Transcriptome in NeuroAIDS: From Non-human Primates to Humans. Journal of
NeuroImmune Pharmacology, 2012, 7, 372-379. 2.1 32

2383
Functional Characterization and Gene Expression Profiling of Î±-Smooth Muscle Actin Expressing
Cardiomyocytes Derived from Murine Induced Pluripotent Stem Cells. Stem Cell Reviews and Reports,
2012, 8, 229-242.

5.6 8

2384 The Effects of Unilateral Naris Occlusion on Gene Expression Profiles in Mouse Olfactory Mucosa.
Journal of Molecular Neuroscience, 2012, 47, 604-618. 1.1 35

2385 Effects of Oestrogen on MicroRNA Expression in Hormone-Responsive Breast Cancer Cells. Hormones
and Cancer, 2012, 3, 65-78. 4.9 51

2386
Supratentorial and spinal pediatric ependymomas display a hypermethylated phenotype which includes
the loss of tumor suppressor genes involved in the control of cell growth and death. Acta
Neuropathologica, 2012, 123, 711-725.

3.9 38

2387 Differential gene expression profile in PBMCs from subjects with AERD and ATA: a gene marker for
AERD. Molecular Genetics and Genomics, 2012, 287, 361-371. 1.0 21

2388 Retroviral Infection of hES Cells Produces Random-like Integration Patterns. Molecules and Cells,
2012, 33, 525-532. 1.0 1

2389 Prioritization of SNPs for Genome-Wide Association Studies Using an Interaction Model of Genetic
Variation, Gene Expression, and Trait Variation. Molecules and Cells, 2012, 33, 351-362. 1.0 2

2390 Muscle-specific gene expression is underscored by differential stressor responses and coexpression
changes. Functional and Integrative Genomics, 2012, 12, 93-103. 1.4 4

2391 A Genetic Analysis of the Stinging and Guarding Behaviors of the Honey Bee. Behavior Genetics, 2012,
42, 663-674. 1.4 11

2392 NQO1 expression correlates inversely with NFÎºB activation in human breast cancer. Breast Cancer
Research and Treatment, 2012, 132, 955-968. 1.1 23

2393 Progression of ductal carcinoma in situ to invasive breast cancer is associated with gene expression
programs of EMT and myoepithelia. Breast Cancer Research and Treatment, 2012, 133, 1009-1024. 1.1 77

2394 A Restricted Spectrum of Mutations in the SMAD4 Tumor-Suppressor Gene Underlies Myhre Syndrome.
American Journal of Human Genetics, 2012, 90, 161-169. 2.6 77

2395 Genetic Architecture of MicroRNA Expression: Implications for the Transcriptome and Complex Traits.
American Journal of Human Genetics, 2012, 90, 1046-1063. 2.6 92



133

Citation Report

# Article IF Citations

2396 Cell adhesion molecules contribute to Alzheimerâ€™s disease: multiple pathway analyses of two
genomeâ€•wide association studies. Journal of Neurochemistry, 2012, 120, 190-198. 2.1 86

2397 Proteomic analysis of ageâ€•dependent changes in protein solubility identifies genes that modulate
lifespan. Aging Cell, 2012, 11, 120-127. 3.0 155

2398 Cysteineâ€• and glycineâ€•rich protein 1a is involved in spinal cord regeneration in adult zebrafish.
European Journal of Neuroscience, 2012, 35, 353-365. 1.2 29

2399 CCL5 mRNA is a marker for early fibrosis in chronic hepatitis C and is regulated by interferonâ€•Î± therapy
and tollâ€•like receptor 3 signalling. Journal of Viral Hepatitis, 2012, 19, 128-137. 1.0 11

2400
Behind the scenes of nonâ€•nodal MCL: downmodulation of genes involved in actin cytoskeleton
organization, cell projection, cell adhesion, tumour invasion, <i>TP53</i> pathway and mutated status
of immunoglobulin heavy chain genes. British Journal of Haematology, 2012, 156, 601-611.

1.2 21

2401
Proteomics <i>plus</i> genomics approaches in primary immunodeficiency: the case of immune
dysregulation, polyendocrinopathy, enteropathy, X-linked (IPEX) syndrome. Clinical and Experimental
Immunology, 2011, 167, 120-128.

1.1 22

2402 Cold tolerance and coldâ€•induced modulation of gene expression in two <i>Drosophila virilis</i>
group species with different distributions. Insect Molecular Biology, 2012, 21, 107-118. 1.0 54

2403 Differential coexpression analysis of obesity-associated networks in human subcutaneous adipose
tissue. International Journal of Obesity, 2012, 36, 137-147. 1.6 42

2404 Genome-wide analytical approaches for reverse metabolic engineering of industrially relevant
phenotypes in yeast. FEMS Yeast Research, 2012, 12, 183-196. 1.1 75

2405
Gene expression analysis of an epidermolysis bullosa simplex Dowlingâ€•Meara cell line by subtractive
hybridization: recapitulation of cellular differentiation, migration and wound healing. Experimental
Dermatology, 2012, 21, 111-117.

1.4 22

2406 Immune modulation during latent herpesvirus infection. Immunological Reviews, 2012, 245, 189-208. 2.8 125

2407
Expression of genes associated with the antigen presentation and processing pathway are
consistently regulated in early Mycobacterium avium subsp. paratuberculosis infection. Comparative
Immunology, Microbiology and Infectious Diseases, 2012, 35, 151-162.

0.7 40

2408 Molecular network of microRNA targets in Alzheimer's disease brains. Experimental Neurology, 2012,
235, 436-446. 2.0 71

2409 GPEC: A Cytoscape plug-in for random walk-based gene prioritization and biomedical evidence
collection. Computational Biology and Chemistry, 2012, 37, 17-23. 1.1 50

2410 Toxicogenomic analysis of a sustained release local anesthetic delivery system. Biomaterials, 2012, 33,
3586-3593. 5.7 10

2411 The cytotoxic and immunogenic hurdles associated with non-viral mRNA-mediated reprogramming of
human fibroblasts. Biomaterials, 2012, 33, 4059-4068. 5.7 41

2412 The protein interaction network mediated by human SH3 domains. Biotechnology Advances, 2012, 30,
4-15. 6.0 49

2413 Detection of endocrine disruptors â€“ from simple assays to whole genome scanning. Journal of
Developmental and Physical Disabilities, 2012, 35, 407-414. 3.6 8



134

Citation Report

# Article IF Citations

2414 Pathophysiology of asthma: lessons from genetic research with particular focus on severe asthma.
Journal of Internal Medicine, 2012, 272, 108-120. 2.7 24

2415 Proteomic analysis of <i>Porphyromonas gingivalis</i> exposed to nicotine and cotinine. Journal of
Periodontal Research, 2012, 47, 766-775. 1.4 14

2416 Common and novel transcriptional routes to behavioral maturation in worker and male honey bees.
Genes, Brain and Behavior, 2012, 11, 253-261. 1.1 28

2417 Global Gene Profiling of VCPâ€•associated Inclusion Body Myopathy. Clinical and Translational Science,
2012, 5, 226-234. 1.5 10

2418
Multifaceted role of nitric oxide in anâ€‚<i>in vitro</i>â€‚mouse neuronal injury model: transcriptomic
profiling defines the temporal recruitment of death signalling cascades. Journal of Cellular and
Molecular Medicine, 2012, 16, 41-58.

1.6 4

2419 Transcriptional insights on the regenerative mechanics of axotomized neurons <i>in vitro</i>.
Journal of Cellular and Molecular Medicine, 2012, 16, 789-811. 1.6 8

2420 Age-dependent changes in the transcription profile of long-lived Drosophila over-expressing
glutamate cysteine ligase. Mechanisms of Ageing and Development, 2012, 133, 401-413. 2.2 16

2421 Genome-wide expression and methylation profiling in the aged rodent brain due to early-life Pb
exposure and its relevance to aging. Mechanisms of Ageing and Development, 2012, 133, 435-443. 2.2 80

2422 DESTAF: A database of text-mined associations for reproductive toxins potentially affecting human
fertility. Reproductive Toxicology, 2012, 33, 99-105. 1.3 13

2423 Stepwise differentiation of human embryonic stem cells into early endoderm derivatives and their
molecular characterization. Stem Cell Research, 2012, 8, 335-345. 0.3 15

2424 Investigation of autoantibody profiles for cerebrospinal fluid biomarker discovery in patients with
relapsingâ€“remitting multiple sclerosis. Journal of Neuroimmunology, 2012, 242, 26-32. 1.1 18

2425 Serum proteome analysis of vivax malaria: An insight into the disease pathogenesis and host immune
response. Journal of Proteomics, 2012, 75, 3063-3080. 1.2 50

2426 Dual phosphoproteomics and chemical proteomics analysis of erlotinib and gefitinib interference in
acute myeloid leukemia cells. Journal of Proteomics, 2012, 75, 1343-1356. 1.2 79

2427 Bovine milk exosome proteome. Journal of Proteomics, 2012, 75, 1486-1492. 1.2 218

2428 Assessment of Prunus persica fruit softening using a proteomics approach. Journal of Proteomics,
2012, 75, 1618-1638. 1.2 52

2429 Label-free protein profiling of formalin-fixed paraffin-embedded (FFPE) heart tissue reveals immediate
mitochondrial impairment after ionising radiation. Journal of Proteomics, 2012, 75, 2384-2395. 1.2 35

2430 Identification of potential host proteins for influenza A virus based on topological and biological
characteristics by proteome-wide network approach. Journal of Proteomics, 2012, 75, 2500-2513. 1.2 10

2431 Proteomic analysis provides new insight into the chicken eggshell cuticle. Journal of Proteomics,
2012, 75, 2697-2706. 1.2 95



135

Citation Report

# Article IF Citations

2432 The transcription factor FOXL2: At the crossroads of ovarian physiology and pathology. Molecular
and Cellular Endocrinology, 2012, 356, 55-64. 1.6 67

2433 A genome-wide analysis of lentivector integration sites using targeted sequence capture and next
generation sequencing technology. Infection, Genetics and Evolution, 2012, 12, 1349-1354. 1.0 15

2434 Transcriptional response of Atlantic salmon (Salmo salar) after primary versus secondary exposure
to infectious salmon anemia virus (ISAV). Molecular Immunology, 2012, 51, 197-209. 1.0 25

2435 Mitochondria, oligodendrocytes and inflammation in bipolar disorder: Evidence from transcriptome
studies points to intriguing parallels with multiple sclerosis. Neurobiology of Disease, 2012, 45, 37-47. 2.1 130

2436 Better understanding of mechanisms of schizophrenia and bipolar disorder: From human gene
expression profiles to mouse models. Neurobiology of Disease, 2012, 45, 48-56. 2.1 26

2437 Microarray expression analysis in idiopathic and LRRK2-associated Parkinson's disease. Neurobiology
of Disease, 2012, 45, 462-468. 2.1 33

2438 Downregulation of cholesterol biosynthesis genes in the forebrain of ERCC1-deficient mice.
Neurobiology of Disease, 2012, 45, 1136-1144. 2.1 8

2439
DRPLA transgenic mouse substrains carrying single copy of full-length mutant human DRPLA gene
with variable sizes of expanded CAG repeats exhibit CAG repeat length- and age-dependent changes in
behavioral abnormalities and gene expression profiles. Neurobiology of Disease, 2012, 46, 336-350.

2.1 23

2440 Computational analysis of muscular dystrophy sub-types using a novel integrative scheme.
Neurocomputing, 2012, 92, 9-17. 3.5 3

2441 How does the social environment â€˜get into the mindâ€™? Epigenetics at the intersection of social and
psychiatric epidemiology. Social Science and Medicine, 2012, 74, 67-74. 1.8 163

2442
Identification of early target genes of aflatoxin B1 in human hepatocytes, inter-individual variability
and comparison with other genotoxic compounds. Toxicology and Applied Pharmacology, 2012, 258,
176-187.

1.3 54

2443 Integrative systems biology: an attempt to describe a simple weed. Current Opinion in Plant Biology,
2012, 15, 162-167. 3.5 38

2444 Transcript Level Responses of Plasmodium falciparum to Antimycin A. Protist, 2012, 163, 755-766. 0.6 5

2445
Hostâ€“pathogen gene expression profiles during infection of primary bovine mammary epithelial cells
with Escherichia coli strains associated with acute or persistent bovine mastitis. Veterinary
Microbiology, 2012, 155, 291-297.

0.8 22

2446 Analysis of gene expression in canine sino-nasal aspergillosis and idiopathic lymphoplasmacytic
rhinitis: A transcriptomic analysis. Veterinary Microbiology, 2012, 157, 143-151. 0.8 13

2447 The transcriptome of the adenovirus infected cell. Virology, 2012, 424, 115-128. 1.1 49

2448 A large-scale RNAi screen identifies functional classes of genes shaping synaptic development and
maintenance. Developmental Biology, 2012, 366, 163-171. 0.9 26

2449
Pericellular p<scp>H</scp> homeostasis is a primary function of the <scp>W</scp>arburg effect:
Inversion of metabolic systems to control lactate steady state in tumor cells. Cancer Science, 2012,
103, 422-432.

1.7 48



136

Citation Report

# Article IF Citations

2450 Validating the impact of a molecular subtype in ovarian cancer on outcomes: A study of the
<scp>OVCAD</scp> Consortium. Cancer Science, 2012, 103, 1334-1341. 1.7 59

2451 Genomeâ€•wide association analysis for feed efficiency in Angus cattle. Animal Genetics, 2012, 43, 367-374. 0.6 110

2452 Disruption of gene expression in hybrids of the fire ants <i>Solenopsis invicta</i> and <i>Solenopsis
richteri</i>. Molecular Ecology, 2012, 21, 2488-2501. 2.0 6

2453 Comparative evaluation of set-level techniques in predictive classification of gene expression samples.
BMC Bioinformatics, 2012, 13, S15. 1.2 22

2454
Fine scale analysis of gene expression in Drosophila melanogaster gonads reveals Programmed cell
death 4 promotes the differentiation of female germline stem cells. BMC Developmental Biology, 2012,
12, 4.

2.1 17

2455 RNA expression patterns in serum microvesicles from patients with glioblastoma multiforme and
controls. BMC Cancer, 2012, 12, 22. 1.1 176

2456 Downregulation of HuR as a new mechanism of doxorubicin resistance in breast cancer cells.
Molecular Cancer, 2012, 11, 13. 7.9 63

2457 Protein-based identification of quantitative trait loci associated with malignant transformation in
two HER2+ cellular models of breast cancer. Proteome Science, 2012, 10, 11. 0.7 7

2458 Identifying co-targets to fight drug resistance based on a random walk model. BMC Systems Biology,
2012, 6, 5. 3.0 22

2459 p53, a novel regulator of lipid metabolism pathways. BMC Proceedings, 2012, 6, . 1.8 1

2460 Transcriptional profiling of the murine cutaneous response during initial and subsequent
infestations with Ixodes scapularis nymphs. Parasites and Vectors, 2012, 5, 26. 1.0 36

2461 Molecular profiling of patient-derived breast cancer xenografts. Breast Cancer Research, 2012, 14, R11. 2.2 160

2462 Gene expression profiling of primary male breast cancers reveals two unique subgroups and identifies
N-acetyltransferase-1 (NAT1) as a novel prognostic biomarker. Breast Cancer Research, 2012, 14, R31. 2.2 100

2463 Transcriptional response to foraging experience in the honey bee mushroom bodies. Developmental
Neurobiology, 2012, 72, 153-166. 1.5 36

2464 Profiling of Epsteinâ€•Barr virusâ€•encoded microRNAs in nasopharyngeal carcinoma reveals potential
biomarkers and oncomirs. Cancer, 2012, 118, 698-710. 2.0 135

2465 Genome-wide identification of SNPs in microRNA genes and the SNP effects on microRNA target
binding and biogenesis. Human Mutation, 2012, 33, 254-263. 1.1 343

2466 Genome-wide analysis of familial dysautonomia and kinetin target genes with patient olfactory
ecto-mesenchymal stem cells. Human Mutation, 2012, 33, 530-540. 1.1 25

2467 Transcriptional hallmarks of noonan syndrome and noonanâ€•like syndrome with loose anagen hair.
Human Mutation, 2012, 33, 703-709. 1.1 12



137

Citation Report

# Article IF Citations

2468 Transcriptomic profiling of astrocytes treated with the Rho kinase inhibitor Fasudil reveals
cytoskeletal and proâ€•survival responses. Journal of Cellular Physiology, 2012, 227, 1199-1211. 2.0 47

2469 Cellular and molecular largeâ€•scale features of fetal adipose tissue: Is bovine perirenal adipose tissue
Brown1685. Journal of Cellular Physiology, 2012, 227, 1688-1700. 2.0 25

2470 Microarray analysis reveals ageâ€•related differences in gene expression during the development of
osteoarthritis in mice. Arthritis and Rheumatism, 2012, 64, 705-717. 6.7 190

2471 Mechanisms underlying the radioprotective properties of Î³-tocotrienol: comparative gene expression
profiling in tocol-treated endothelial cells. Genes and Nutrition, 2012, 7, 75-81. 1.2 28

2472 Systemic response to Campylobacter jejuni infection by profiling gene transcription in the spleens of
two genetic lines of chickens. Immunogenetics, 2012, 64, 59-69. 1.2 26

2473 INS GFP/w human embryonic stem cells facilitate isolation of in vitro derived insulin-producing cells.
Diabetologia, 2012, 55, 694-706. 2.9 113

2474 Microarray Profiling of Diaphyseal Bone of Rats Suffering from Hypervitaminosis A. Calcified Tissue
International, 2012, 90, 219-229. 1.5 10

2475 Revealing epigenetic patterns in gene regulation through integrative analysis of epigenetic interaction
network. Molecular Biology Reports, 2012, 39, 1701-1712. 1.0 9

2476 Transcription profiling of Prss16 (Tssp) can be used to find additional peptidase genes that are
candidates for self-peptide generation in the thymus. Molecular Biology Reports, 2012, 39, 4051-4058. 1.0 6

2477 Spectrum of large copy number variations in 26 diverse Indian populations: potential involvement in
phenotypic diversity. Human Genetics, 2012, 131, 131-143. 1.8 17

2478 Molecular characterization of circumventricular organs and third ventricle ependyma in the rat:
potential markers for periventricular tumors. Neuropathology, 2013, 33, 17-29. 0.7 16

2479 Molecular characterization of central neurocytomas: Potential markers for tumor typing and
progression. Neuropathology, 2013, 33, 149-161. 0.7 26

2480 Functional analysis of interâ€•individual transcriptome differential expression in pig longissimus
muscle. Journal of Animal Breeding and Genetics, 2013, 130, 72-78. 0.8 6

2481 The PP1 binding code: a molecularâ€•lego strategy that governs specificity. FEBS Journal, 2013, 280,
584-595. 2.2 270

2482 Transcription networks responsible for early regulation of Salmonella-induced inflammation in the
jejunum of pigs. Journal of Inflammation, 2013, 10, 18. 1.5 15

2483 In-depth mass spectrometric mapping of the human vitreous proteome. Proteome Science, 2013, 11, 22. 0.7 58

2484 Changes in the transcriptome of morula-stage bovine embryos caused by heat shock: relationship to
developmental acquisition of thermotolerance. Reproductive Biology and Endocrinology, 2013, 11, 3. 1.4 38

2485 Genetic variability in the rat Aplec C-type lectin gene cluster regulates lymphocyte trafficking and
motor neuron survival after traumatic nerve root injury. Journal of Neuroinflammation, 2013, 10, 60. 3.1 9



138

Citation Report

# Article IF Citations

2486 Transcriptional analysis of the innate immune response of ducks to different species-of-origin low
pathogenic H7 avian influenza viruses. Virology Journal, 2013, 10, 94. 1.4 21

2487
Proteomic and Functional Annotation Analysis of Injured Peripheral Nerves Reveals ApoE as a Protein
Upregulated by Injury that is Modulated by Metformin Treatment. Molecular Pain, 2013, 9,
1744-8069-9-14.

1.0 42

2488 ECM-related gene expression profile in vascular smooth muscle cells from human saphenous vein and
internal thoracic artery. Journal of Cardiothoracic Surgery, 2013, 8, 155. 0.4 15

2489 The non-negative matrix factorization toolbox for biological data mining. Source Code for Biology
and Medicine, 2013, 8, 10. 1.7 137

2490 Genetic variants and their interactions in disease risk prediction â€“ machine learning and network
perspectives. BioData Mining, 2013, 6, 5. 2.2 40

2491 Identification of new biomarker candidates for glucocorticoid induced insulin resistance using
literature mining. BioData Mining, 2013, 6, 2. 2.2 5

2492 Hyperosmotic priming of Arabidopsis seedlings establishes a long-term somatic memory accompanied
by specific changes of the epigenome. Genome Biology, 2013, 14, R59. 3.8 264

2493 Adult monozygotic twins discordant for intra-uterine growth have indistinguishable genome-wide
DNA methylation profiles. Genome Biology, 2013, 14, R44. 13.9 34

2494 Interactions between immunity, proliferation and molecular subtype in breast cancer prognosis.
Genome Biology, 2013, 14, R34. 13.9 168

2495 Retrotransposition of gene transcripts leads to structural variation in mammalian genomes. Genome
Biology, 2013, 14, R22. 13.9 102

2496 Inferring the kinetics of stochastic gene expression from single-cell RNA-sequencing data. Genome
Biology, 2013, 14, R7. 13.9 180

2497 Genome-wide analysis reveals downregulation of miR-379/miR-656 cluster in human cancers. Biology
Direct, 2013, 8, 10. 1.9 69

2498 Transcriptional analysis of Clostridium beijerinckii NCIMB 8052 to elucidate role of furfural stress
during acetone butanol ethanol fermentation. Biotechnology for Biofuels, 2013, 6, 66. 6.2 76

2499
Bovine milk proteome: Quantitative changes in normal milk exosomes, milk fat globule membranes and
whey proteomes resulting from Staphylococcus aureus mastitis. Journal of Proteomics, 2013, 82,
141-154.

1.2 158

2500 Genomic positions of co-expressed genes: echoes of chromosome organisation in gene expression
data. BMC Research Notes, 2013, 6, 229. 0.6 11

2501 Role of Lung Pericytes and Resident Fibroblasts in the Pathogenesis of Pulmonary Fibrosis. American
Journal of Respiratory and Critical Care Medicine, 2013, 188, 820-830. 2.5 317

2502 Increased gene expression of FOXP1 in patients with autism spectrum disorders. Molecular Autism,
2013, 4, 23. 2.6 53

2503 Genome-wide identification of transcriptional targets of RORA reveals direct regulation of multiple
genes associated with autism spectrum disorder. Molecular Autism, 2013, 4, 14. 2.6 99



139

Citation Report

# Article IF Citations

2504 Sex-biased gene expression in the developing brain: implications for autism spectrum disorders.
Molecular Autism, 2013, 4, 10. 2.6 28

2505 Whole-genome sequencing in an autism multiplex family. Molecular Autism, 2013, 4, 8. 2.6 76

2506 Genomic analysis of the ecdysone steroid signal at metamorphosis onset using ecdysoneless and
EcRnull Drosophila melanogaster mutants. Genes and Genomics, 2013, 35, 21-46. 0.5 10

2507 Reduced succinate dehydrogenase B expression is associated with growth and de-differentiation of
colorectal cancer cells. Tumor Biology, 2013, 34, 2337-2347. 0.8 31

2508 A human skeletal muscle interactome centered on proteins involved in muscular dystrophies: LGMD
interactome. Skeletal Muscle, 2013, 3, 3. 1.9 36

2509 Global Proteome Analysis of the NCI-60 Cell Line Panel. Cell Reports, 2013, 4, 609-620. 2.9 276

2510 Hepatitis C virus/human interactome identifies SMURF2 and the viral protease as critical elements for
the control of TGFâ€•Î² signaling. FASEB Journal, 2013, 27, 4027-4040. 0.2 16

2511 Transcriptional regulation by nicotine in dopaminergic neurons. Biochemical Pharmacology, 2013, 86,
1074-1083. 2.0 27

2512 The Mll2 branch of the COMPASS family regulates bivalent promoters in mouse embryonic stem cells.
Nature Structural and Molecular Biology, 2013, 20, 1093-1097. 3.6 165

2513 Dystrophin deficiency leads to disturbance of LAMP1-vesicle-associated protein secretion. Cellular
and Molecular Life Sciences, 2013, 70, 2159-2174. 2.4 55

2514 Microarray gene expression profiling analysis combined with bioinformatics in multiple sclerosis.
Molecular Biology Reports, 2013, 40, 3731-3737. 1.0 14

2515 Toxicogenomic Studies of Human Neural Cells Following Exposure to Organophosphorus Chemical
Warfare Nerve Agent VX. Neurochemical Research, 2013, 38, 916-934. 1.6 10

2516 Gene Expression Analysis in Cardiac Tissues From Infants Identifies Candidate Agents for Tetralogy of
Fallot. Pediatric Cardiology, 2013, 34, 1637-1644. 0.6 5

2517 The CRAPome: a contaminant repository for affinity purificationâ€“mass spectrometry data. Nature
Methods, 2013, 10, 730-736. 9.0 1,353

2518 More targets, more pathways and more clues for mutant p53. Oncogenesis, 2013, 2, e54-e54. 2.1 52

2519 Proteomics as a tool to explore human milk in health and disease. Journal of Proteomics, 2013, 88,
47-57. 1.2 37

2520 Human housekeeping genes, revisited. Trends in Genetics, 2013, 29, 569-574. 2.9 1,091

2521 Structurally distinct polycyclic aromatic hydrocarbons induce differential transcriptional
responses in developing zebrafish. Toxicology and Applied Pharmacology, 2013, 272, 656-670. 1.3 73



140

Citation Report

# Article IF Citations

2522 Integrative genomics identifies APOE Îµ4 effectors in Alzheimer's disease. Nature, 2013, 500, 45-50. 13.7 148

2523 Genetic programs in human and mouse early embryos revealed by single-cell RNAâ€‰sequencing. Nature,
2013, 500, 593-597. 13.7 859

2524 Brk regulates wing disc growth in part via repression of Myc expression. EMBO Reports, 2013, 14,
261-268. 2.0 33

2525 Mass spectrometry-based identification and characterisation of lysine and arginine methylation in the
human proteome. Molecular BioSystems, 2013, 9, 2231. 2.9 141

2526 Spatial and temporal transcriptomics of<i>Schistosoma japonicum</i>-induced hepatic granuloma
formation reveals novel roles for neutrophils. Journal of Leukocyte Biology, 2013, 94, 353-365. 1.5 71

2527 miRNA expression profiling in a human stem cell-based model as a tool for developmental
neurotoxicity testing. Cell Biology and Toxicology, 2013, 29, 239-257. 2.4 59

2528 Orchestrated Intron Retention Regulates Normal Granulocyte Differentiation. Cell, 2013, 154, 583-595. 13.5 408

2529 Dissecting the mechanisms responsible for the multiple insecticide resistance phenotype in Anopheles
gambiae s.s., M form, from VallÃ©e du Kou, Burkina Faso. Gene, 2013, 519, 98-106. 1.0 111

2530 ETS factors reprogram the androgen receptor cistrome and prime prostate tumorigenesis in response
to PTEN loss. Nature Medicine, 2013, 19, 1023-1029. 15.2 251

2531 Analysis of the combined action of miR-143 and miR-145 on oncogenic pathways in colorectal cancer
cells reveals a coordinate program of gene repression. Oncogene, 2013, 32, 4806-4813. 2.6 159

2532
High throughput screening for inhibitors of REST in neural derivatives of human embryonic stem
cells reveals a chemical compound that promotes expression of neuronal genes. Stem Cells, 2013, 31,
1816-1828.

1.4 69

2533 Transcriptome Profiling of Gill Tissue in Regionally Bred and Globally Farmed Rainbow Trout Strains
Reveals Different Strategies for Coping with Thermal Stress. Marine Biotechnology, 2013, 15, 445-460. 1.1 75

2534 Whole transcriptome sequencing of the aging rat brain reveals dynamic RNA changes in the dark
matter of the genome. Age, 2013, 35, 763-776. 3.0 94

2535 Lowered expression levels of a tumor suppressor gene â€” Caveolin-1 within dysregulated gene
networks of Fanconi anemia. Gene, 2013, 527, 521-528. 1.0 10

2536 Roscovitine sensitizes leukemia and lymphoma cells to tumor necrosis factor-related
apoptosis-inducing ligand-induced apoptosis. Leukemia and Lymphoma, 2013, 54, 372-380. 0.6 11

2537 Valproic acid-induced gene expression responses in rat whole embryo culture and comparison across
in vitro developmental and non-developmental models. Reproductive Toxicology, 2013, 41, 57-66. 1.3 13

2538 New insight into the pathogenesis of retinopathy of prematurity: assessment of whole-genome
expression. Pediatric Research, 2013, 73, 476-483. 1.1 16

2539 Pharmacologic inhibition of epigenetic modification reveals targets of aberrant promoter
methylation in ewing sarcoma. Pediatric Blood and Cancer, 2013, 60, 1437-1446. 0.8 10



141

Citation Report

# Article IF Citations

2540 Distinct transcriptional profiles of angioblasts derived from human embryonic stem cells.
Experimental Cell Research, 2013, 319, 1136-1145. 1.2 5

2541 A tripartite transcription factor network regulates primordial germ cell specification in mice. Nature
Cell Biology, 2013, 15, 905-915. 4.6 240

2542 Mapping of Immune-Mediated Disease Genes. Annual Review of Genomics and Human Genetics, 2013, 14,
325-353. 2.5 113

2543 The haplotype-resolved genome and epigenome of the aneuploid HeLa cancer cell line. Nature, 2013, 500,
207-211. 13.7 302

2544 Qualitative Rather than Quantitative Changes Are Hallmarks of Fibroblasts in Bleomycin-Induced
Pulmonary Fibrosis. American Journal of Pathology, 2013, 183, 758-773. 1.9 73

2545
Potent Elastase Inhibitors from Cyanobacteria: Structural Basis and Mechanisms Mediating
Cytoprotective and Anti-Inflammatory Effects in Bronchial Epithelial Cells. Journal of Medicinal
Chemistry, 2013, 56, 1276-1290.

2.9 64

2546 Transcriptional Network Analysis for the Regulation of Left Ventricular Hypertrophy and
Microvascular Remodeling. Journal of Cardiovascular Translational Research, 2013, 6, 931-944. 1.1 13

2547 Genomic Signatures of Pregnancy-Associated Breast Cancer Epithelia and Stroma and their Regulation
by Estrogens and Progesterone. Hormones and Cancer, 2013, 4, 140-153. 4.9 46

2548 Examples of sequence conservation analyses capture a subset of mouse long non-coding RNAs sharing
homology with fish conserved genomic elements. BMC Bioinformatics, 2013, 14, S14. 1.2 16

2549 A survey of protein interaction data and multigenic inherited disorders. BMC Bioinformatics, 2013, 14,
47. 1.2 4

2550 Suboptimal evolutionary novel environments promote singular altered gravity responses of
transcriptome during Drosophila metamorphosis. BMC Evolutionary Biology, 2013, 13, 133. 3.2 8

2551 Breed, sex and anatomical location-specific gene expression profiling of the porcine skeletal muscles.
BMC Genetics, 2013, 14, 53. 2.7 7

2552 Genome-wide association study of antibody response to Newcastle disease virus in chicken. BMC
Genetics, 2013, 14, 42. 2.7 32

2553
Differential impacts of juvenile hormone, soldier head extract and alternate caste phenotypes on host
and symbiont transcriptome composition in the gut of the termite Reticulitermes flavipes. BMC
Genomics, 2013, 14, 491.

1.2 16

2554 Analysis of copy number variants by three detection algorithms and their association with body size
in horses. BMC Genomics, 2013, 14, 487. 1.2 49

2555 Deep brain stimulation modulates nonsense-mediated RNA decay in Parkinsonâ€™s patients leukocytes.
BMC Genomics, 2013, 14, 478. 1.2 14

2556 Variable promoter methylation contributes to differential expression of key genes in human
placenta-derived venous and arterial endothelial cells. BMC Genomics, 2013, 14, 475. 1.2 32

2557 Coexpression analysis of large cancer datasets provides insight into the cellular phenotypes of the
tumour microenvironment. BMC Genomics, 2013, 14, 469. 1.2 39



142

Citation Report

# Article IF Citations

2558 Gene expression differences during the heterogeneous progression of peripheral atherosclerosis in
familial hypercholesterolemic swine. BMC Genomics, 2013, 14, 443. 1.2 9

2559 Large-scale integrative network-based analysis identifies common pathways disrupted by copy number
alterations across cancers. BMC Genomics, 2013, 14, 440. 1.2 21

2560 The duration of gastrin treatment affects global gene expression and molecular responses involved
in ER stress and anti-apoptosis. BMC Genomics, 2013, 14, 429. 1.2 18

2561 Hypothalamic and amygdalar cell lines differ markedly in mitochondrial rather than nuclear encoded
gene expression. BMC Genomics, 2013, 14, 413. 1.2 3

2562 Genetic heterogeneity revealed by sequence analysis of Mycobacterium tuberculosis isolates from
extra-pulmonary tuberculosis patients. BMC Genomics, 2013, 14, 404. 1.2 15

2563 Expression profiling of genes regulated by Fra-1/AP-1 transcription factor during bleomycin-induced
pulmonary fibrosis. BMC Genomics, 2013, 14, 381. 1.2 19

2564 Time-dependent changes in gene expression induced by secreted amyloid precursor protein-alpha in the
rat hippocampus. BMC Genomics, 2013, 14, 376. 1.2 35

2565 Sleep is not just for the brain: transcriptional responses to sleep in peripheral tissues. BMC Genomics,
2013, 14, 362. 1.2 88

2566 RNA-seq analysis of single bovine blastocysts. BMC Genomics, 2013, 14, 350. 1.2 61

2567 Characterization of human plasma-derived exosomal RNAs by deep sequencing. BMC Genomics, 2013, 14,
319. 1.2 860

2568 Functional transcriptomic analysis of the role of MAB-5/Hox in Q neuroblast migration in
Caenorhabditis elegans. BMC Genomics, 2013, 14, 304. 1.2 15

2569 Alterations in gene expression in Caenorhabditis elegans associated with organophosphate pesticide
intoxication and recovery. BMC Genomics, 2013, 14, 291. 1.2 34

2570 Copy number variants in locally raised Chinese chicken genomes determined using array comparative
genomic hybridization. BMC Genomics, 2013, 14, 262. 1.2 29

2571 Long-range transcriptional regulation by the p110 CUX1 homeodomain protein on theENCODE array.
BMC Genomics, 2013, 14, 258. 1.2 26

2572 A zebrafish high throughput screening system used for Staphylococcus epidermidis infection marker
discovery. BMC Genomics, 2013, 14, 255. 1.2 57

2573 Extensive circadian and light regulation of the transcriptome in the malaria mosquito Anopheles
gambiae. BMC Genomics, 2013, 14, 218. 1.2 69

2574 The transcript catalogue of the short-lived fish Nothobranchius furzeri provides insights into
age-dependent changes of mRNA levels. BMC Genomics, 2013, 14, 185. 1.2 52

2575
A combined strategy involving Sanger and 454 pyrosequencing increases genomic resources to aid in
the management of reproduction, disease control and genetic selection in the turbot (Scophthalmus) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 57 Td (maximus). BMC Genomics, 2013, 14, 180.1.2 44



143

Citation Report

# Article IF Citations

2576 Genome-wide detection of copy number variations using high-density SNP genotyping platforms in
Holsteins. BMC Genomics, 2013, 14, 131. 1.2 87

2577 Massive screening of copy number population-scale variation in Bos taurus genome. BMC Genomics,
2013, 14, 124. 1.2 48

2578 Comparative transcriptomics of early dipteran development. BMC Genomics, 2013, 14, 123. 1.2 41

2579 Combined ChIP-Seq and transcriptome analysis identifies AP-1/JunD as a primary regulator of oxidative
stress and IL-1Î² synthesis in macrophages. BMC Genomics, 2013, 14, 92. 1.2 24

2580 A predictive signature gene set for discriminating active from latent tuberculosis in Warao
Amerindian children. BMC Genomics, 2013, 14, 74. 1.2 69

2581 Genome-wide analysis of human hotspot intersected genes highlights the roles of meiotic
recombination in evolution and disease. BMC Genomics, 2013, 14, 67. 1.2 5

2582
Comparison and contrast of genes and biological pathways responding to Marekâ€™s disease virus
infection using allele-specific expression and differential expression in broiler and layer chickens.
BMC Genomics, 2013, 14, 64.

1.2 40

2583 Genetic architecture of gene expression in the chicken. BMC Genomics, 2013, 14, 13. 1.2 15

2584 Inferring evolution of gene duplicates using probabilistic models and nonparametric belief
propagation. BMC Genomics, 2013, 14, S15. 1.2 1

2585 Identification of differences in microRNA transcriptomes between porcine oxidative and glycolytic
skeletal muscles. BMC Molecular Biology, 2013, 14, 7. 3.0 45

2586 PLANEX: the plant co-expression database. BMC Plant Biology, 2013, 13, 83. 1.6 52

2587 Effects of hypoxia on human cancer cell line chemosensitivity. BMC Cancer, 2013, 13, 331. 1.1 126

2588 Derepression of Cancer/Testis Antigens in cancer is associated with distinct patterns of DNA
Hypomethylation. BMC Cancer, 2013, 13, 144. 1.1 41

2589 Transposon activation mutagenesis as a screening tool for identifying resistance to cancer
therapeutics. BMC Cancer, 2013, 13, 93. 1.1 23

2590 Molecular profiling of cutaneous squamous cell carcinomas and actinic keratoses from organ
transplant recipients. BMC Cancer, 2013, 13, 58. 1.1 83

2591 Ecto- and endoparasite induce similar chemical and brain neurogenomic responses in the honey bee
(Apis mellifera). BMC Ecology, 2013, 13, 25. 3.0 57

2592 Dynamically regulated miRNA-mRNA networks revealed by exercise. BMC Physiology, 2013, 13, 9. 3.6 102

2593 Microarray gene expression profiling of neural tissues in bovine spastic paresis. BMC Veterinary
Research, 2013, 9, 122. 0.7 8



144

Citation Report

# Article IF Citations

2594 Maximizing capture of gene co-expression relationships through pre-clustering of input expression
samples: an Arabidopsis case study. BMC Systems Biology, 2013, 7, 44. 3.0 22

2595 Stat and interferon genes identified by network analysis differentially regulate primitive and
definitive erythropoiesis. BMC Systems Biology, 2013, 7, 38. 3.0 18

2596 Multilevel omic data integration in cancer cell lines: advanced annotation and emergent properties.
BMC Systems Biology, 2013, 7, 14. 3.0 55

2597 Curation-free biomodules mechanisms in prostate cancer predict recurrent disease. BMC Medical
Genomics, 2013, 6, S4. 0.7 9

2598
Genome-wide expression profiling and functional characterization of SCA28 lymphoblastoid cell lines
reveal impairment in cell growth and activation of apoptotic pathways. BMC Medical Genomics, 2013, 6,
22.

0.7 14

2599 Analysis of a gene co-expression network establishes robust association between Col5a2 and ischemic
heart disease. BMC Medical Genomics, 2013, 6, 13. 0.7 34

2600 Changes in transcriptome of native nasal epithelium expressing F508del-CFTR and intersecting data
from comparable studies. Respiratory Research, 2013, 14, 38. 1.4 61

2601 Global profiling of prolactin-modulated transcripts in breast cancer in vivo. Molecular Cancer, 2013,
12, 59. 7.9 26

2602 Gene expression profiling reveals distinct features of various porcine adipose tissues. Lipids in Health
and Disease, 2013, 12, 75. 1.2 16

2603 Phosphoproteomics Study on the Activated PKCÎ´-Induced Cell Death. Journal of Proteome Research,
2013, 12, 4280-4301. 1.8 8

2604
Extracellular matrix of adipogenically differentiated mesenchymal stem cells reveals a network of
collagen filaments, mostly interwoven by hexagonal structural units. Matrix Biology, 2013, 32,
452-465.

1.5 25

2605 Tiling Arrays. Methods in Molecular Biology, 2013, , . 0.4 2

2606 Computer-Assisted Annotation of Murine Sertoli Cell Small RNA Transcriptome1. Biology of
Reproduction, 2013, 88, 3. 1.2 25

2607 Network motifs in the transcriptional regulation network of cervical carcinoma cells respond to
EGF. Archives of Gynecology and Obstetrics, 2013, 287, 771-777. 0.8 12

2608 Computational methodology for ChIPâ€•seq analysis. Quantitative Biology, 2013, 1, 54-70. 0.3 24

2609 Personal genomes, quantitative dynamic omics and personalized medicine. Quantitative Biology, 2013, 1,
71-90. 0.3 29

2610 Pathway Analysis of the Human Brain Transcriptome in Disease. Journal of Molecular Neuroscience,
2013, 51, 28-36. 1.1 17

2611 A Systematic Analysis of Genomic Changes in Tg2576 Mice. Molecular Neurobiology, 2013, 47, 883-891. 1.9 4



145

Citation Report

# Article IF Citations

2612 An EST dataset for Metasequoia glyptostroboides buds: the first EST resource for molecular
genomics studies in Metasequoia. Planta, 2013, 237, 755-770. 1.6 10

2613 Identification of circulating microRNAs in HNF1A-MODY carriers. Diabetologia, 2013, 56, 1743-1751. 2.9 26

2614 Effects of extracellular YB-1 protein on cultured cells of human breast cancer. Biochemistry
(Moscow) Supplement Series A: Membrane and Cell Biology, 2013, 7, 21-28. 0.3 1

2615 The p38 MAPK PMK-1 shows heat-induced nuclear translocation, supports chaperone expression, and
affects the heat tolerance of Caenorhabditis elegans. Cell Stress and Chaperones, 2013, 18, 293-306. 1.2 43

2616 Candidate Agents for Papillary Thyroid Cancer Identified by Gene Expression Analysis. Pathology and
Oncology Research, 2013, 19, 597-604. 0.9 3

2617 Lactobacillus paracasei and Lactobacillus plantarum strains downregulate proinflammatory genes in
an ex vivo system of cultured human colonic mucosa. Genes and Nutrition, 2013, 8, 165-180. 1.2 35

2618 microRNA and transcription factor mediated regulatory network for ovarian cancer. Tumor Biology,
2013, 34, 3219-3225. 0.8 8

2619 Genome-Wide Profiling of In Vivo LPS-Responsive Genes in Splenic Myeloid Cells. Molecules and Cells,
2013, 35, 498-513. 1.0 5

2620 A Nutrigenomic Framework to Identify Time-Resolving Responses of Hepatic Genes in Diet-Induced
Obese Mice. Molecules and Cells, 2013, 36, 25-38. 1.0 6

2621 Bioinformatics analysis reveals potential candidate drugs for different subtypes of glioma.
Neurological Sciences, 2013, 34, 1139-1143. 0.9 10

2622 Social regulation of maternal traits in nest-founding bumble bee (<i>Bombus terrestris</i>) queens.
Journal of Experimental Biology, 2013, 216, 3474-3482. 0.8 29

2623 Restoring polyamines protects from age-induced memory impairment in an autophagy-dependent
manner. Nature Neuroscience, 2013, 16, 1453-1460. 7.1 283

2624 Genome sequencing of 161 Mycobacterium tuberculosis isolates from China identifies genes and
intergenic regions associated with drug resistance. Nature Genetics, 2013, 45, 1255-1260. 9.4 426

2625 Serum amyloid A upsurge precedes standard biomarkers of hepatotoxicity in ritodrine-injected mice.
Toxicology, 2013, 305, 79-88. 2.0 10

2626 Integrative analysis revealed the molecular mechanism underlying <scp>RBM</scp>10â€•mediated splicing
regulation. EMBO Molecular Medicine, 2013, 5, 1431-1442. 3.3 106

2627 Single-cell RNA-Seq profiling of human preimplantation embryos and embryonic stem cells. Nature
Structural and Molecular Biology, 2013, 20, 1131-1139. 3.6 1,416

2628 Adult c-kitpos Cardiac Stem Cells Are Necessary and Sufficient for Functional Cardiac Regeneration
and Repair. Cell, 2013, 154, 827-842. 13.5 469

2629 CCN2 plays a key role in extracellular matrix gene expression in severe hypertrophic cardiomyopathy
and heart failure. Journal of Molecular and Cellular Cardiology, 2013, 62, 164-178. 0.9 46



146

Citation Report

# Article IF Citations

2630
Epigenetic Signatures May Explain the Relationship between Socioeconomic Position and Risk of
Mental Illness: Preliminary Findings from an Urban Community-Based Sample. Biodemography and
Social Biology, 2013, 59, 68-84.

0.4 31

2631 Modulation of BK Channel by MicroRNA-9 in Neurons After Exposure to HIV and Methamphetamine.
Journal of NeuroImmune Pharmacology, 2013, 8, 1210-1223. 2.1 25

2632 Proteomics in Foods. , 2013, , . 10

2633 Characterization of the EGFR interactome reveals associated protein complex networks and
intracellular receptor dynamics. Proteomics, 2013, 13, 3131-3144. 1.3 54

2634 Next Generation Sequencing in Cancer Research. , 2013, , . 5

2635 An Arrayed Genome-Scale Lentiviral-Enabled Short Hairpin RNA Screen Identifies Lethal and Rescuer
Gene Candidates. Assay and Drug Development Technologies, 2013, 11, 173-190. 0.6 15

2636 Where do health benefits of flavonoids come from? Insights from flavonoid targets and their
evolutionary history. Biochemical and Biophysical Research Communications, 2013, 434, 701-704. 1.0 54

2637 Quantitative Proteomics Profiling of Primary Lung Adenocarcinoma Tumors Reveals Functional
Perturbations in Tumor Metabolism. Journal of Proteome Research, 2013, 12, 3934-3943. 1.8 40

2638 Myeloid calcifying cells promote atherosclerotic calcification via paracrine activity and allograft
inflammatory factor-1 overexpression. Basic Research in Cardiology, 2013, 108, 368. 2.5 28

2639
Cardiac primitive cells become committed to a cardiac fate in adult human heart with chronic
ischemic disease but fail to acquire mature phenotype: genetic and phenotypic study. Basic Research in
Cardiology, 2013, 108, 320.

2.5 28

2640 Identification of drug candidate for osteoporosis by computational bioinformatics analysis of gene
expression profile. European Journal of Medical Research, 2013, 18, 5. 0.9 8

2641 Codeletion of 1p and 19q determines distinct gene methylation and expression profiles in IDH-mutated
oligodendroglial tumors. Acta Neuropathologica, 2013, 126, 277-289. 3.9 49

2642 Epigenetic regulation of cholinergic receptor M1 (CHRM1) by histone H3K9me3 impairs Ca2+ signaling
in Huntingtonâ€™s disease. Acta Neuropathologica, 2013, 125, 727-739. 3.9 48

2643 New Directions in Networks and Systems Approaches to Cardiovascular Disease. Current Genetic
Medicine Reports, 2013, 1, 15-20. 1.9 0

2644 Myofibrillogenesis regulator-1 promotes cell adhesion and migration in human hepatoma cells.
Science Bulletin, 2013, 58, 3007-3014. 1.7 5

2645 Effects of Sleep and Wake on Oligodendrocytes and Their Precursors. Journal of Neuroscience, 2013,
33, 14288-14300. 1.7 213

2646 Genome-wide signatures of convergent evolution in echolocating mammals. Nature, 2013, 502, 228-231. 13.7 321

2647 Deletion of TOP3Î², a component of FMRP-containing mRNPs, contributes to neurodevelopmental
disorders. Nature Neuroscience, 2013, 16, 1228-1237. 7.1 144



147

Citation Report

# Article IF Citations

2648 Glutathione peroxidase activity is neuroprotective in models of Huntington's disease. Nature
Genetics, 2013, 45, 1249-1254. 9.4 117

2649 The small molecule, genistein, increases hepcidin expression in human hepatocytes. Hepatology, 2013,
58, 1315-1325. 3.6 66

2650 Transcriptomic analysis of inbreeding depression in coldâ€•sensitive <i>Drosophila melanogaster</i>
shows upregulation of the immune response. Journal of Evolutionary Biology, 2013, 26, 1890-1902. 0.8 49

2651 Effect of IR laser on myoblasts: a proteomic study. Molecular BioSystems, 2013, 9, 1147. 2.9 22

2652 Quantitative clinical proteomic study of autopsied human infarcted brain specimens to elucidate the
deregulated pathways in ischemic stroke pathology. Journal of Proteomics, 2013, 91, 556-568. 1.2 36

2653 Ndrg2 is a PGC-1Î±/ERRÎ± target gene that controls protein synthesis and expression of contractile-type
genes in C2C12 myotubes. Biochimica Et Biophysica Acta - Molecular Cell Research, 2013, 1833, 3112-3123. 1.9 19

2654
Knockdown of the cochaperone SGTA results in the suppression of androgen and PI3K/Akt signaling
and inhibition of prostate cancer cell proliferation. International Journal of Cancer, 2013, 133,
2812-2823.

2.3 21

2655 Generating Mammalian Sirtuin Tools for Protein-Interaction Analysis. Methods in Molecular Biology,
2013, 1077, 69-78. 0.4 0

2656 DYX1C1 is required for axonemal dynein assembly and ciliary motility. Nature Genetics, 2013, 45,
995-1003. 9.4 256

2657 Deciphering the host-pathogen protein interface in chikungunya virus-mediated sickness. Archives of
Virology, 2013, 158, 1159-1172. 0.9 14

2658 Crowdsourcing in proteomics: public resources lead to better experiments. Amino Acids, 2013, 44,
1129-1137. 1.2 26

2659 Translatome analysis of CHO cells to identify key growth genes. Journal of Biotechnology, 2013, 167,
215-224. 1.9 28

2660 Proteomics of the milk fat globule membrane from <i>Camelus dromedarius</i>. Proteomics, 2013, 13,
1180-1184. 1.3 27

2661 The CRTC1-SIK1 Pathway Regulates Entrainment of the Circadian Clock. Cell, 2013, 154, 1100-1111. 13.5 175

2662 Evaluation of Right and Left Ventricular Diastolic Filling. Journal of Cardiovascular Translational
Research, 2013, 6, 623-639. 1.1 39

2663 Challenges in biomarker discovery: combining expert insights with statistical analysis of complex
omics data. Expert Opinion on Medical Diagnostics, 2013, 7, 37-51. 1.6 154

2664 The Epidermis Comprises Autonomous Compartments Maintained by Distinct Stem Cell Populations.
Cell Stem Cell, 2013, 13, 471-482. 5.2 268

2665
Developmental exposure of fetal ovaries and fetal germ cells to endometriosis in an endometriosis
model causes differential gene expression in the preimplantation embryos of the first-generation
andÂ second-generation embryos. Fertility and Sterility, 2013, 100, 1436-1443.

0.5 8



148

Citation Report

# Article IF Citations

2666 Spdef Null Mice Lack Conjunctival Goblet Cells and Provide a Model of Dry Eye. American Journal of
Pathology, 2013, 183, 35-48. 1.9 84

2667 Silica-induced Chronic Inflammation Promotes Lung Carcinogenesis in the Context of an
Immunosuppressive Microenvironment. Neoplasia, 2013, 15, 913-IN18. 2.3 33

2668 Weight Loss after Gastric Bypass Surgery in Human Obesity Remodels Promoter Methylation. Cell
Reports, 2013, 3, 1020-1027. 2.9 236

2669 Sensory-Neuron Subtype-Specific Transcriptional Programs Controlling Dendrite Morphogenesis:
Genome-wide Analysis of Abrupt and Knot/Collier. Developmental Cell, 2013, 27, 530-544. 3.1 60

2670 Role of BMPs in the regulation of sclerostin as revealed by an epigenetic modifier of human bone
cells. Molecular and Cellular Endocrinology, 2013, 369, 27-34. 1.6 28

2671 Targeted Disruption of Hotair Leads to Homeotic Transformation and Gene Derepression. Cell Reports,
2013, 5, 3-12. 2.9 289

2672 Combined Wnt/Î²-Catenin, Met, and CXCL12/CXCR4 Signals Characterize Basal Breast Cancer and Predict
Disease Outcome. Cell Reports, 2013, 5, 1214-1227. 2.9 66

2673 A Comprehensive Gene Expression Analysis of Resistance Formation upon Metronomic
Cyclophosphamide Therapy. Translational Oncology, 2013, 6, 1-IN3. 1.7 35

2674 Stress-Induced Isoforms of MDM2 and MDM4 Correlate with High-Grade Disease and an Altered
Splicing Network in Pediatric Rhabdomyosarcoma. Neoplasia, 2013, 15, 1049-IN8. 2.3 19

2675
Whole-blood gene expression profiling in ankylosing spondylitis identifies novel candidate genes that
may contribute to the inflammatory and tissue-destructive disease aspects. Cellular Immunology, 2013,
286, 59-64.

1.4 6

2676 Mycobacterial growth inhibition in murine splenocytes as a surrogate for protection against
Mycobacterium tuberculosis (M.Â tb). Tuberculosis, 2013, 93, 551-557. 0.8 45

2677 The Histone H3 Methyltransferase G9A Epigenetically Activates the Serine-Glycine Synthesis Pathway to
Sustain Cancer Cell Survival and Proliferation. Cell Metabolism, 2013, 18, 896-907. 7.2 194

2678 Gene expression profiling to identify potentially relevant disease outcomes and support human health
risk assessment for carbon black nanoparticle exposure. Toxicology, 2013, 303, 83-93. 2.0 50

2679 Identification of RorÎ² targets in cultured osteoblasts and in human bone. Biochemical and Biophysical
Research Communications, 2013, 440, 768-773. 1.0 17

2680
A functional genomic approach reveals the transcriptional role of EDD in the expression and
function of angiogenesis regulator ACVRL1. Biochimica Et Biophysica Acta - Gene Regulatory
Mechanisms, 2013, 1829, 1309-1319.

0.9 10

2681 ADAR Regulates RNA Editing, Transcript Stability, and Gene Expression. Cell Reports, 2013, 5, 849-860. 2.9 169

2682 Lysine Succinylation Is a Frequently Occurring Modification in Prokaryotes and Eukaryotes and
Extensively Overlaps with Acetylation. Cell Reports, 2013, 4, 842-851. 2.9 619

2683
Methylmercury exposure increases lipocalin related (lpr) and decreases activated in blocked unfolded
protein response (abu) genes and specific miRNAs in Caenorhabditis elegans. Toxicology Letters, 2013,
222, 189-196.

0.4 22



149

Citation Report

# Article IF Citations

2684 The DNA Methylomes of Serous Borderline Tumors Reveal Subgroups With Malignant- or Benign-Like
Profiles. American Journal of Pathology, 2013, 182, 668-677. 1.9 13

2685
Su1785 Differences in the Degree of Cerulein Induced Chronic Pancreatitis in C57BL/6 Mouse
Substrains Lead to New Insights in Identification of Potential Risk Factors in the Development of
Chronic Pancreatitis. Gastroenterology, 2013, 144, S-476.

0.6 0

2686
Pediatric rhabdoid tumors of kidney and brain show many differences in gene expression but share
dysregulation of cell cycle and epigenetic effector genes. Pediatric Blood and Cancer, 2013, 60,
1095-1102.

0.8 40

2687 Vitamin C facilitates pluripotent stem cell maintenance by promoting pluripotency gene transcription.
Biochimie, 2013, 95, 2107-2113. 1.3 31

2688 Identification of Factors Associated With Sural Nerve Regeneration and Degeneration in Diabetic
Neuropathy. Diabetes Care, 2013, 36, 4043-4049. 4.3 31

2689 Presence of Twist1-Positive Neoplastic Cells in the Stroma ofÂ Chromosome-Unstable Colorectal
Tumors. Gastroenterology, 2013, 145, 647-657.e15. 0.6 49

2690 Dispersion and domestication shaped the genome of bread wheat. Plant Biotechnology Journal, 2013,
11, 564-571. 4.1 79

2691 Age-independent co-expression of antimicrobial gene clusters in the blood of septic patients.
International Journal of Antimicrobial Agents, 2013, 42, S2-S7. 1.1 5

2692 YGA: Identifying distinct biological features between yeast gene sets. Gene, 2013, 518, 26-34. 1.0 6

2693
Constitutive Activation of Signal Transducer and Activator of Transcription 3 (STAT3) and Nuclear
Factor ÎºB Signaling in Glioblastoma Cancer Stem Cells Regulates the Notch Pathway. Journal of
Biological Chemistry, 2013, 288, 26167-26176.

1.6 166

2694 The Liver Connexin32 Interactome Is a Novel Plasma Membrane-Mitochondrial Signaling Nexus. Journal
of Proteome Research, 2013, 12, 2597-2610. 1.8 45

2695 Batch Effects and Pathway Analysis: Two Potential Perils in Cancer Studies Involving DNA Methylation
Array Analysis. Cancer Epidemiology Biomarkers and Prevention, 2013, 22, 1052-1060. 1.1 78

2696 Global Impact of Salmonella Pathogenicity Island 2-secreted Effectors on the Host Phosphoproteome.
Molecular and Cellular Proteomics, 2013, 12, 1632-1643. 2.5 36

2697 Molecular Networks of DYX1C1 Gene Show Connection to Neuronal Migration Genes and Cytoskeletal
Proteins. Biological Psychiatry, 2013, 73, 583-590. 0.7 38

2698
Activated Pancreatic Stellate Cells Sequester CD8+ T Cells to Reduce Their Infiltration of the
Juxtatumoral Compartment of Pancreatic Ductal Adenocarcinoma. Gastroenterology, 2013, 145,
1121-1132.

0.6 439

2699 In vivo regulation of gene transcription by alpha- and gamma-tocopherol in murine T lymphocytes.
Archives of Biochemistry and Biophysics, 2013, 538, 111-119. 1.4 31

2700 Genetic Mapping with Multiple Levels of Phenotypic Information Reveals Determinants of Lymphocyte
Glucocorticoid Sensitivity. American Journal of Human Genetics, 2013, 93, 735-743. 2.6 23

2701 Development of a new in vitro skin sensitization assay (Epidermal Sensitization Assay; EpiSensA) using
reconstructed human epidermis. Toxicology in Vitro, 2013, 27, 2213-2224. 1.1 42



150

Citation Report

# Article IF Citations

2702 Predicting the host protein interactors ofChandipura virususing a structural similarity-based
approach. Pathogens and Disease, 2013, 69, n/a-n/a. 0.8 14

2703 Cerebrospinal fluid miRNA profile in HIVâ€•encephalitis. Journal of Cellular Physiology, 2013, 228,
1070-1075. 2.0 53

2704 Mining Order-Preserving Submatrices from Data with Repeated Measurements. IEEE Transactions on
Knowledge and Data Engineering, 2013, 25, 1587-1600. 4.0 7

2705 Genome-wide analysis of A-to-I RNA editing by single-molecule sequencing in Drosophila. Nature
Structural and Molecular Biology, 2013, 20, 1333-1339. 3.6 132

2706 Insights from human genetic studies into the pathways involved in osteoarthritis. Nature Reviews
Rheumatology, 2013, 9, 573-583. 3.5 94

2707 Comparative analysis of gene expression profiles of acute hepatic failure and that of liver
regeneration in rat. Gene, 2013, 528, 59-66. 1.0 6

2708 Defective sphingosine 1-phosphate receptor 1 (S1P1) phosphorylation exacerbates TH17-mediated
autoimmune neuroinflammation. Nature Immunology, 2013, 14, 1166-1172. 7.0 135

2709 Silver Nanowire Exposure Results in Internalization and Toxicity to Daphnia magna. ACS Nano, 2013, 7,
10681-10694. 7.3 117

2710 Predicting functional gene interactions with the hierarchical interaction score. Nature Methods,
2013, 10, 1089-1092. 9.0 27

2711 Condensin I associates with structural and gene regulatory regions in vertebrate chromosomes.
Nature Communications, 2013, 4, 2537. 5.8 70

2712
Pulmonary instillation of low doses of titanium dioxide nanoparticles in mice leads to particle
retention and gene expression changes in the absence of inflammation. Toxicology and Applied
Pharmacology, 2013, 269, 250-262.

1.3 91

2713 Random Forests approach for identifying additive and epistatic single nucleotide polymorphisms
associated with residual feed intake in dairy cattle. Journal of Dairy Science, 2013, 96, 6716-6729. 1.4 56

2714 Expression and regulation of intergenic long noncoding RNAs during T cell development and
differentiation. Nature Immunology, 2013, 14, 1190-1198. 7.0 414

2715 The DNA methylation landscape of small cell lung cancer suggests a differentiation defect of
neuroendocrine cells. Oncogene, 2013, 32, 3559-3568. 2.6 67

2716 An epigenetic signature of developmental potential in neural stem cells and early neurons. Stem Cells,
2013, 31, 1868-1880. 1.4 41

2717 Classification of topological domains based on gene expression and regulation. Genome, 2013, 56,
415-423. 0.9 2

2718 Unraveling the mode of action of an obesogen: Mechanistic analysis of the model obesogen
tributyltin in the 3T3-L1 cell line. Molecular and Cellular Endocrinology, 2013, 370, 52-64. 1.6 44

2719 Human Epidermal Stem Cell Function Is Regulated by Circadian Oscillations. Cell Stem Cell, 2013, 13,
745-753. 5.2 117



151

Citation Report

# Article IF Citations

2720 Heat shock instructs hESCs to exit from the self-renewal program through negative regulation of
OCT4 by SAPK/JNK and HSF1 pathway. Stem Cell Research, 2013, 11, 1323-1334. 0.3 21

2721 Iodine-131 dose-dependent gene expression: alterations in both normal and tumour thyroid tissues of
post-Chernobyl thyroid cancers. British Journal of Cancer, 2013, 109, 2286-2294. 2.9 30

2722 MicroRNA-based molecular classification of non-BRCA1/2 hereditary breast tumours. British Journal
of Cancer, 2013, 109, 2724-2734. 2.9 23

2723 Multiple Sclerosis Immunology. , 2013, , . 7

2724 Hierarchical Mechanisms for Direct Reprogramming of Fibroblasts to Neurons. Cell, 2013, 155, 621-635. 13.5 531

2725 Analysis of DNA methylation change induced by Dnmt3b in mouse hepatocytes. Biochemical and
Biophysical Research Communications, 2013, 434, 873-878. 1.0 15

2726 Proteomic analysis of the SIRT6 interactome: novel links to genome maintenance and cellular stress
signaling. Scientific Reports, 2013, 3, 3085. 1.6 38

2727 Vitamin C modulates TET1 function during somatic cell reprogramming. Nature Genetics, 2013, 45,
1504-1509. 9.4 266

2728 The 140-kD Isoform of CD56 (NCAM1) Directs the Molecular Pathogenesis of Ischemic Cardiomyopathy.
American Journal of Pathology, 2013, 182, 1205-1218. 1.9 21

2729 Cumulative Haploinsufficiency and Triplosensitivity Drive Aneuploidy Patterns and Shape the Cancer
Genome. Cell, 2013, 155, 948-962. 13.5 695

2730 Understanding the Regulation of Estivation in a Freshwater Snail through iTRAQ-Based Comparative
Proteomics. Journal of Proteome Research, 2013, 12, 5271-5280. 1.8 47

2731 COUP-TFII Regulates Human Endometrial Stromal Genes Involved in Inflammation. Molecular
Endocrinology, 2013, 27, 2041-2054. 3.7 45

2732
Global gene expression analysis reveals pathway differences between teratogenic and non-teratogenic
exposure concentrations of bisphenol A and 17Î²-estradiol in embryonic zebrafish. Reproductive
Toxicology, 2013, 38, 89-101.

1.3 39

2733 Mer receptor tyrosine kinase is a therapeutic target in preâ€“B-cell acute lymphoblastic leukemia. Blood,
2013, 122, 1599-1609. 0.6 62

2734 Germline copy number variation of genes involved in chromatin remodelling in families suggestive of
Li-Fraumeni syndrome with brain tumours. European Journal of Human Genetics, 2013, 21, 1369-1376. 1.4 25

2735
Identification of Proteins at Active, Stalled, and Collapsed Replication Forks Using Isolation of
Proteins on Nascent DNA (iPOND) Coupled with Mass Spectrometry. Journal of Biological Chemistry,
2013, 288, 31458-31467.

1.6 202

2736 Proteomic analysis of human dental cementum and alveolar bone. Journal of Proteomics, 2013, 91,
544-555. 1.2 77

2737 Quantifying protein interaction dynamics by SWATH mass spectrometry: application to the 14-3-3
system. Nature Methods, 2013, 10, 1246-1253. 9.0 302



152

Citation Report

# Article IF Citations

2738 Systems-Level Overview of Host Protein Phosphorylation During Shigella flexneri Infection Revealed
by Phosphoproteomics. Molecular and Cellular Proteomics, 2013, 12, 2952-2968. 2.5 50

2739 Naturally occurring plant polyphenols as potential therapies for inherited neuromuscular diseases.
Future Medicinal Chemistry, 2013, 5, 2091-2101. 1.1 11

2740 The MLL3/MLL4 Branches of the COMPASS Family Function as Major Histone H3K4 Monomethylases at
Enhancers. Molecular and Cellular Biology, 2013, 33, 4745-4754. 1.1 329

2741
Transgenic 6F tomatoes act on the small intestine to prevent systemic inflammation and dyslipidemia
caused by Western diet and intestinally derived lysophosphatidic acid. Journal of Lipid Research, 2013,
54, 3403-3418.

2.0 60

2742 The Polycomb Protein Ezh2 Regulates Differentiation and Plasticity of CD4+ T Helper Type 1 and Type 2
Cells. Immunity, 2013, 39, 819-832. 6.6 260

2743 Proteomic analysis of seminal plasma from infertile patients with oligoasthenoteratozoospermia due
to oxidative stress and comparison with fertile volunteers. Fertility and Sterility, 2013, 100, 355-366.e2. 0.5 37

2744 The microglial sensome revealed by direct RNA sequencing. Nature Neuroscience, 2013, 16, 1896-1905. 7.1 1,244

2745 The glycan structure in recombinant human FSH affects endocrine activity and global gene expression
in human granulosa cells. Molecular and Cellular Endocrinology, 2013, 366, 68-80. 1.6 22

2746 The Ets Transcription Factor EHF as a Regulator of Cornea Epithelial Cell Identity. Journal of
Biological Chemistry, 2013, 288, 34304-34324. 1.6 52

2747 Genome scale analysis of differential mRNA expression of Helicoverpa zea insect cells infected with a
H. armigera baculovirus. Virology, 2013, 444, 158-170. 1.1 25

2748 Cell-type, allelic, and genetic signatures in the human pancreatic beta cell transcriptome. Genome
Research, 2013, 23, 1554-1562. 2.4 161

2749 Tmem88a mediates GATA-dependent specification of cardiomyocyte progenitors by restricting WNT
signaling. Development (Cambridge), 2013, 140, 3787-3798. 1.2 19

2750 The Arabidopsis NAC Transcription Factor ANAC096 Cooperates with bZIP-Type Transcription Factors in
Dehydration and Osmotic Stress Responses. Plant Cell, 2013, 25, 4708-4724. 3.1 240

2751 Pervasive Antisense Transcription Is Evolutionarily Conserved in Budding Yeast. Molecular Biology
and Evolution, 2013, 30, 409-421. 3.5 22

2752 Gene expression changes associated with erlotinib response in glioma cell lines. European Journal of
Cancer, 2013, 49, 1641-1653. 1.3 35

2753 Protein Interaction Network of the Mammalian Hippo Pathway Reveals Mechanisms of
Kinase-Phosphatase Interactions. Science Signaling, 2013, 6, rs15. 1.6 411

2754 PRC2 binds active promoters and contacts nascent RNAs in embryonic stem cells. Nature Structural
and Molecular Biology, 2013, 20, 1258-1264. 3.6 281

2755 Induction of ATF3 Gene Network by Triglyceride-Rich Lipoprotein Lipolysis Products Increases Vascular
Apoptosis and Inflammation. Arteriosclerosis, Thrombosis, and Vascular Biology, 2013, 33, 2088-2096. 1.1 62



153

Citation Report

# Article IF Citations

2756 CHIR99021 promotes self-renewal of mouse embryonic stem cells by modulation of protein-encoding
gene and long intergenic non-coding RNA expression. Experimental Cell Research, 2013, 319, 2684-2699. 1.2 38

2757 Histone Deacetylase Inhibition Promotes Osteoblast Maturation by Altering the Histone H4 Epigenome
and Reduces Akt Phosphorylation. Journal of Biological Chemistry, 2013, 288, 28783-28791. 1.6 78

2758 Identification of Liver Cancer Progenitors Whose Malignant Progression Depends on Autocrine IL-6
Signaling. Cell, 2013, 155, 384-396. 13.5 384

2759 The evolution of evolvability in microRNA target sites in vertebrates. Genome Research, 2013, 23,
1810-1816. 2.4 53

2760 Network cluster analysis of proteinâ€“protein interaction network identified biomarker for early
onset colorectal cancer. Molecular Biology Reports, 2013, 40, 6561-6568. 1.0 29

2761 Prioritization of candidate genes for cattle reproductive traits, based on protein-protein
interactions, gene expression, and text-mining. Physiological Genomics, 2013, 45, 400-406. 1.0 7

2762 Differential proteome analysis of serum proteins associated with the development of type 2 diabetes
mellitus in the KK-Ay mouse model using the iTRAQ technique. Journal of Proteomics, 2013, 84, 40-51. 1.2 23

2763 Genomics and epigenomics of renal cell carcinoma. Seminars in Cancer Biology, 2013, 23, 10-17. 4.3 78

2764 Genetic lesions associated with chronic lymphocytic leukemia transformation to Richter syndrome.
Journal of Experimental Medicine, 2013, 210, 2273-2288. 4.2 255

2765
Refined Preparation and Use of Anti-diglycine Remnant (K-Îµ-GG) Antibody Enables Routine Quantification
of 10,000s of Ubiquitination Sites in Single Proteomics Experiments. Molecular and Cellular
Proteomics, 2013, 12, 825-831.

2.5 279

2766 Mbd2 Promotes Foxp3 Demethylation and T-Regulatory-Cell Function. Molecular and Cellular Biology,
2013, 33, 4106-4115. 1.1 86

2767 Drafting the CLN3 Protein Interactome in SH-SY5Y Human Neuroblastoma Cells: A Label-free
Quantitative Proteomics Approach. Journal of Proteome Research, 2013, 12, 2101-2115. 1.8 42

2768 Procyanidins Modulate MicroRNA Expression in Pancreatic Islets. Journal of Agricultural and Food
Chemistry, 2013, 61, 355-363. 2.4 35

2769 Biological effects induced by BSA-stabilized silica nanoparticles in mammalian cell lines.
Chemico-Biological Interactions, 2013, 204, 28-38. 1.7 35

2770
Toxicogenomic outcomes predictive of forestomach carcinogenesis following exposure to
benzo(a)pyrene: Relevance to human cancer risk. Toxicology and Applied Pharmacology, 2013, 273,
269-280.

1.3 33

2771 Novel Blood Collection Method Allows Plasma Proteome Analysis from Single Zebrafish. Journal of
Proteome Research, 2013, 12, 1580-1590. 1.8 99

2772 The Evolution of Small Insertions and Deletions in the Coding Genes of Drosophila melanogaster.
Molecular Biology and Evolution, 2013, 30, 2699-2708. 3.5 6

2773 Comparative genomics boosts target prediction for bacterial small RNAs. Proceedings of the National
Academy of Sciences of the United States of America, 2013, 110, E3487-96. 3.3 208



154

Citation Report

# Article IF Citations

2774 EHMT1 controls brown adipose cell fate and thermogenesis through the PRDM16 complex. Nature,
2013, 504, 163-167. 13.7 272

2775 Widespread Aggregation and Neurodegenerative Diseases Are Associated with Supersaturated
Proteins. Cell Reports, 2013, 5, 781-790. 2.9 245

2776 TFEB regulates lysosomal proteostasis. Human Molecular Genetics, 2013, 22, 1994-2009. 1.4 110

2777 Primate Transcript and Protein Expression Levels Evolve Under Compensatory Selection Pressures.
Science, 2013, 342, 1100-1104. 6.0 215

2778 Gene expression in amygdala as a function of differential trait anxiety levels in genetically
heterogeneous NIH-HS rats. Behavioural Brain Research, 2013, 252, 422-431. 1.2 20

2779 Exploring variation-aware contig graphs for (comparative) metagenomics using MaryGold.
Bioinformatics, 2013, 29, 2826-2834. 1.8 29

2780 Role of Tet1 in erasure of genomic imprinting. Nature, 2013, 504, 460-464. 13.7 199

2781
Temperature and CO <sub>2</sub> additively regulate physiology, morphology and genomic responses
of larval sea urchins, <i>Strongylocentrotus purpuratus</i>. Proceedings of the Royal Society B:
Biological Sciences, 2013, 280, 20130155.

1.2 98

2782 Genome-wide methylation analysis shows similar patterns in Barrettâ€™s esophagus and esophageal
adenocarcinoma. Carcinogenesis, 2013, 34, 2750-2756. 1.3 42

2783 Genome-wide Map of Nuclear Protein Degradation Shows NCoR1 Turnover as a Key to Mitochondrial
Gene Regulation. Cell, 2013, 155, 1380-1395. 13.5 45

2784 Topics in Applied Statistics. Springer Proceedings in Mathematics and Statistics, 2013, , . 0.1 2

2785 A methodological and functional proteomic approach of human follicular fluid en route for oocyte
quality evaluation. Journal of Proteomics, 2013, 90, 61-76. 1.2 46

2786 Extracellular Vesicle-Mediated Transfer of a Novel Long Noncoding RNA TUC339: A Mechanism of
Intercellular Signaling in Human Hepatocellular Cancer. Genes and Cancer, 2013, 4, 261-272. 0.6 277

2787 Novel antioxidants are not toxic to normal tissues but effectively kill cancer cells. Cancer Biology
and Therapy, 2013, 14, 907-915. 1.5 9

2788 Staufen2 Regulates Neuronal Target RNAs. Cell Reports, 2013, 5, 1511-1518. 2.9 78

2789 Inflammatory factors gene polymorphism in recurrent oral ulceration. Journal of Oral Pathology
and Medicine, 2013, 42, 528-534. 1.4 11

2790 MicroRNA-146 function in the innate immune transcriptome response of zebrafish embryos to
Salmonella typhimurium infection. BMC Genomics, 2013, 14, 696. 1.2 110

2791 Genome-wide probabilistic reconciliation analysis across vertebrates. BMC Bioinformatics, 2013, 14,
S10. 1.2 13



155

Citation Report

# Article IF Citations

2792
Pyroptosis and adaptive immunity mechanisms are promptly engendered in mesenteric lymph-nodes
during pig infections with Salmonella enterica serovar Typhimurium. Veterinary Research, 2013, 44,
120.

1.1 15

2793 A robust prognostic signature for hormone-positive node-negative breast cancer. Genome Medicine,
2013, 5, 92. 3.6 18

2794 Gene- and exon-expression profiling reveals an extensive LPS-induced response in immune cells in
patients with cirrhosis. Journal of Hepatology, 2013, 58, 936-948. 1.8 66

2795 Differential proteomic profiling in human spermatozoa that did or did not result in pregnancy via IVF
and AID. Proteomics - Clinical Applications, 2013, 7, 850-858. 0.8 44

2796 Obesity Activates a Program of Lysosomal-Dependent Lipid Metabolism in Adipose Tissue Macrophages
Independently of Classic Activation. Cell Metabolism, 2013, 18, 816-830. 7.2 404

2797 Gene expression patterns combined with bioinformatics analysis identify genes associated with
cholangiocarcinoma. Computational Biology and Chemistry, 2013, 47, 192-197. 1.1 19

2798 SHANK3 overexpression causes manic-like behaviour with unique pharmacogenetic properties. Nature,
2013, 503, 72-77. 13.7 323

2799 Transcriptome-wide identification of RNA binding sites by CLIP-seq. Methods, 2013, 63, 32-40. 1.9 28

2800 The functional genetic link of NLGN4X knockdown and neurodevelopment in neural stem cells. Human
Molecular Genetics, 2013, 22, 3749-3760. 1.4 37

2801 Transcriptome study of differential expression in schizophrenia. Human Molecular Genetics, 2013, 22,
5001-5014. 1.4 73

2802 Divergent MicroRNA Targetomes of Closely Related Circulating Strains of a Polyomavirus. Journal of
Virology, 2013, 87, 11135-11147. 1.5 23

2803 Exploring the effects of seasonality and chemical pollution on the hepatopancreas transcriptome of
the <scp>M</scp>anila clam. Molecular Ecology, 2013, 22, 2157-2172. 2.0 32

2804 Reconstruction of the experimentally supported human protein interactome: what can we learn?. BMC
Systems Biology, 2013, 7, 96. 3.0 28

2805 Platelet-activating factor induces proliferation in differentiated keratinocytes. Molecular and
Cellular Biochemistry, 2013, 384, 83-94. 1.4 14

2806 Deep sequencing reveals increased DNA methylation in chronic rat epilepsy. Acta Neuropathologica,
2013, 126, 741-756. 3.9 172

2807 A novel in silico reverse-transcriptomics-based identification and blood-based validation of a panel of
sub-type specific biomarkers in lung cancer. BMC Genomics, 2013, 14, S5. 1.2 22

2808 Semantic integration of gene expression analysis tools and data sources using software connectors.
BMC Genomics, 2013, 14, S2. 1.2 4

2809 A novel approach to minimize false discovery rate in genome-wide data analysis. BMC Systems Biology,
2013, 7, S1. 3.0 2



156

Citation Report

# Article IF Citations

2810 RMaNI: Regulatory Module Network Inference framework. BMC Bioinformatics, 2013, 14, S14. 1.2 6

2811 Analysis of schizophrenia and hepatocellular carcinoma genetic network with corresponding
modularity and pathways: novel insights to the immune system. BMC Genomics, 2013, 14, S10. 1.2 19

2812 The role of retinoic acid in hepatic lipid homeostasis defined by genomic binding and transcriptome
profiling. BMC Genomics, 2013, 14, 575. 1.2 57

2813 Quantitative proteomics reveals regulatory differences in the chondrocyte secretome from human
medial and lateral femoral condyles in osteoarthritic patients. Proteome Science, 2013, 11, 43. 0.7 32

2814 Transcriptome analysis of human tissues and cell lines reveals one dominant transcript per gene.
Genome Biology, 2013, 14, R70. 13.9 219

2815 Large scale variation in DNA copy number in chicken breeds. BMC Genomics, 2013, 14, 398. 1.2 55

2816 Single nucleotide polymorphisms and haplotypes associated with feed efficiency in beef cattle. BMC
Genetics, 2013, 14, 94. 2.7 52

2817 Integrative genetic, epigenetic and pathological analysis of paraganglioma reveals complex
dysregulation of NOTCH signaling. Acta Neuropathologica, 2013, 126, 575-594. 3.9 27

2818 HeLa cell response proteome alterations induced by mammalian reovirus T3D infection. Virology
Journal, 2013, 10, 202. 1.4 5

2819 Experimental characterization of the human non-sequence-specific nucleic acid interactome. Genome
Biology, 2013, 14, R81. 13.9 7

2820 New network topology approaches reveal differential correlation patterns in breast cancer. BMC
Systems Biology, 2013, 7, 78. 3.0 47

2821 Host serum miR-223 is a potential new biomarker for Schistosoma japonicum infection and the
response to chemotherapy. Parasites and Vectors, 2013, 6, 272. 1.0 61

2822 Distinct polyadenylation landscapes of diverse human tissues revealed by a modified PA-seq strategy.
BMC Genomics, 2013, 14, 615. 1.2 43

2823 Using context-specific effect of miRNAs to identify functional associations between miRNAs and gene
signatures. BMC Bioinformatics, 2013, 14, S1. 1.2 50

2824 Microarray profiling reveals suppressed interferon stimulated gene program in fibroblasts from
scleroderma-associated interstitial lung disease. Respiratory Research, 2013, 14, 80. 1.4 81

2825 Genes involved in thoracic exoskeleton formation during the pupal-to-adult molt in a social insect
model, Apis mellifera. BMC Genomics, 2013, 14, 576. 1.2 28

2826 The impact of breed and tissue compartment on the response of pig macrophages to
lipopolysaccharide. BMC Genomics, 2013, 14, 581. 1.2 83

2827 Systematic review of genome-wide gene expression studies of bipolar disorder. BMC Psychiatry, 2013,
13, 213. 1.1 70



157

Citation Report

# Article IF Citations

2828 Molecular fingerprinting reflects different histotypes and brain region in low grade gliomas. BMC
Cancer, 2013, 13, 387. 1.1 13

2829 Inferring the expression variability of human transposable element-derived exons by linear model
analysis of deep RNA sequencing data. BMC Genomics, 2013, 14, 584. 1.2 6

2830 PKIS: computational identification of protein kinases for experimentally discovered protein
phosphorylation sites. BMC Bioinformatics, 2013, 14, 247. 1.2 43

2831 Human growth is associated with distinct patterns of gene expression in evolutionarily conserved
networks. BMC Genomics, 2013, 14, 547. 1.2 56

2832 MicroRNAs implicated in dysregulation of gene expression following human lung transplantation.
Translational Respiratory Medicine, 2013, 1, . 3.8 22

2833 Transcriptional profiling reveals progeroid Ercc1 -/Î” mice as a model system for glomerular aging. BMC
Genomics, 2013, 14, 559. 1.2 15

2834 Genome-wide analysis of H4K5 acetylation associated with fear memory in mice. BMC Genomics, 2013, 14,
539. 1.2 47

2835 Identification and systematic annotation of tissue-specific differentially methylated regions using the
Illumina 450k array. Epigenetics and Chromatin, 2013, 6, 26. 1.8 192

2836 GOParGenPy: a high throughput method to generate Gene Ontology data matrices. BMC
Bioinformatics, 2013, 14, 242. 1.2 5

2837 A mutation in the c-Fos gene associated with congenital generalized lipodystrophy. Orphanet Journal
of Rare Diseases, 2013, 8, 119. 1.2 32

2838 Label-free mass spectrometry proteome quantification of human embryonic kidney cells following 24
hours of sialic acid overproduction. Proteome Science, 2013, 11, 38. 0.7 13

2839 Differences in microRNA expression during tumor development in the transition and peripheral zones
of the prostate. BMC Cancer, 2013, 13, 362. 1.1 10

2840 A network model of genomic hormone interactions underlying dementia and its translational
validation through serendipitous off-target effect. Journal of Translational Medicine, 2013, 11, 177. 1.8 2

2841 Correlated mRNAs and miRNAs from co-expression and regulatory networks affect porcine muscle
and finally meat properties. BMC Genomics, 2013, 14, 533. 1.2 54

2842 Ets-1 global gene expression profile reveals associations with metabolism and oxidative stress in
ovarian and breast cancers. Cancer & Metabolism, 2013, 1, 17. 2.4 37

2843 Oncogenic transformation of mammary epithelial cells by transforming growth factor beta
independent of mammary stem cell regulation. Cancer Cell International, 2013, 13, 74. 1.8 6

2844 Gene Expression Profile and Functional Analysis of Alzheimerâ€™s Disease. American Journal of
Alzheimer's Disease and Other Dementias, 2013, 28, 693-701. 0.9 16

2845 The dynamics of pyrethroid resistance in Anopheles arabiensis from Zanzibar and an assessment of the
underlying genetic basis. Parasites and Vectors, 2013, 6, 343. 1.0 70



158

Citation Report

# Article IF Citations

2846 Quantitative proteomic analysis of sphere-forming stem-like oral cancer cells. Stem Cell Research and
Therapy, 2013, 4, 156. 2.4 21

2847 Multi-task feature selection in microarray data by binary integer programming. BMC Proceedings, 2013,
7, S5. 1.8 4

2848 Conceptualization of molecular findings by mining gene annotations. BMC Proceedings, 2013, 7, S2. 1.8 5

2849 Divergent transcription is associated with promoters of transcriptional regulators. BMC Genomics,
2013, 14, 914. 1.2 95

2850 Distinct DNA methylation patterns of cognitive impairment and trisomy 21 in down syndrome. BMC
Medical Genomics, 2013, 6, 58. 0.7 75

2851 A genome wide study of genetic adaptation to high altitude in feral Andean Horses of the pÃ¡ramo. BMC
Evolutionary Biology, 2013, 13, 273. 3.2 37

2852
Network-based differential gene expression analysis suggests cell cycle related genes regulated by
E2F1 underlie the molecular difference between smoker and non-smoker lung adenocarcinoma. BMC
Bioinformatics, 2013, 14, 365.

1.2 19

2853 Establishing an osteosarcoma associated protein-protein interaction network to explore the
pathogenesis of osteosarcoma. European Journal of Medical Research, 2013, 18, 57. 0.9 3

2854 HOXC9 directly regulates distinct sets of genes to coordinate diverse cellular processes during
neuronal differentiation. BMC Genomics, 2013, 14, 830. 1.2 24

2855 Gene expression profiling analysis of hepatocellular carcinoma. European Journal of Medical
Research, 2013, 18, 44. 0.9 3

2856 Gene Expression Profiling Reveals Regulation of ERK Phosphorylation by Androgen-Induced Tumor
Suppressor U19/EAF2 in the Mouse Prostate. Cancer Microenvironment, 2013, 6, 247-261. 3.1 14

2857 Molecular events in the cell types of the olfactory epithelium during adult neurogenesis. Molecular
Brain, 2013, 6, 49. 1.3 33

2858 Prioritizing genes responsible for host resistance to influenza using network approaches. BMC
Genomics, 2013, 14, 816. 1.2 3

2859 Genetic factors involved in risk for methamphetamine intake and sensitization. Mammalian Genome,
2013, 24, 446-458. 1.0 24

2860 A chronological expression profile of gene activity during embryonic mouse brain development.
Mammalian Genome, 2013, 24, 459-472. 1.0 7

2861 A systems biology approach using metabolomic data reveals genes and pathways interacting to
modulate divergent growth in cattle. BMC Genomics, 2013, 14, 798. 1.2 76

2862 Development of a versatile enrichment analysis tool reveals associations between the maternal brain
and mental health disorders, including autism. BMC Neuroscience, 2013, 14, 147. 0.8 30

2863 Pleiotropic Constraints, Expression Level, and the Evolution of miRNA Sequences. Journal of
Molecular Evolution, 2013, 77, 206-220. 0.8 7



159

Citation Report

# Article IF Citations

2864 The Drosophila early ovarian transcriptome provides insight to the molecular causes of
recombination rate variation across genomes. BMC Genomics, 2013, 14, 794. 1.2 19

2865 ChIP-seq in steatohepatitis and normal liver tissue identifies candidate disease mechanisms related to
progression to cancer. BMC Medical Genomics, 2013, 6, 50. 0.7 8

2866
The periodontal pathogen Porphyromonas gingivalis changes the gene expression in vascular smooth
muscle cells involving the TGFbeta/Notch signalling pathway and increased cell proliferation. BMC
Genomics, 2013, 14, 770.

1.2 29

2867 Co-expression network analysis and genetic algorithms for gene prioritization in preeclampsia. BMC
Medical Genomics, 2013, 6, 51. 0.7 29

2868 Vitamin D related genes in lung development and asthma pathogenesis. BMC Medical Genomics, 2013, 6,
47. 0.7 61

2870 Cytokine-induced changes in the gene expression profile of a human cerebral microvascular
endothelial cell-line, hCMEC/D3. Fluids and Barriers of the CNS, 2013, 10, 27. 2.4 40

2871 High-Content siRNA Screen Reveals Global ENaC Regulators and Potential Cystic Fibrosis Therapy
Targets. Cell, 2013, 154, 1390-1400. 13.5 50

2872 A Transcriptomic Network Identified in Uninfected Macrophages Responding to Inflammation
Controls Intracellular Pathogen Survival. Cell Host and Microbe, 2013, 14, 357-368. 5.1 44

2873
Feed restriction, but not l-carnitine infusion, alters the liver transcriptome by inhibiting sterol
synthesis and mitochondrial oxidative phosphorylation and increasing gluconeogenesis in
mid-lactation dairy cows. Journal of Dairy Science, 2013, 96, 2201-2213.

1.4 40

2874
Sperm-Associated Antigen 4, a Novel Hypoxia-Inducible Factor 1 Target, Regulates Cytokinesis, and Its
Expression Correlates with the Prognosis of Renal Cell Carcinoma. American Journal of Pathology,
2013, 182, 2191-2203.

1.9 27

2875
Expression profiling of 519 kinase genes in matched malignant peripheral nerve sheath
tumor/plexiform neurofibroma samples is discriminatory and identifies mitotic regulators BUB1B, PBK
and NEK2 as overexpressed with transformation. Modern Pathology, 2013, 26, 930-943.

2.9 29

2876 Shaping development through mechanical strain: the transcriptional basis of dietâ€•induced phenotypic
plasticity in a cichlid fish. Molecular Ecology, 2013, 22, 4516-4531. 2.0 85

2877 Lack of the p42 form of C/EBPÎ± leads to spontaneous immortalization and lineage infidelity of
committed myeloid progenitors. Experimental Hematology, 2013, 41, 882-893.e16. 0.2 8

2878
Predicting distinct organization of transcription factor binding sites on the promoter regions: a new
genome-based approach to expand human embryonic stem cell regulatory network. Gene, 2013, 531,
212-219.

1.0 38

2879 An InÂ Vivo RNAi Screening Approach to Identify Host Determinants of Virus Replication. Cell Host and
Microbe, 2013, 14, 346-356. 5.1 39

2880 Targeting mammalian organelles with internalizing phage (iPhage) libraries. Nature Protocols, 2013, 8,
1916-1939. 5.5 28

2881 Androgen-responsive long noncoding RNA CTBP1-AS promotes prostate cancer. EMBO Journal, 2013, 32,
1665-1680. 3.5 243

2882 Constitutive activation of RANK disrupts mammary cell fate leading to tumorigenesis. Stem Cells, 2013,
31, 1954-1965. 1.4 40



160

Citation Report

# Article IF Citations

2883 In silico analysis of stomach lineage specific gene set expression pattern in gastric cancer.
Biochemical and Biophysical Research Communications, 2013, 439, 539-546. 1.0 2

2884 Global profiling of stimulus-induced polyadenylation in cells using a poly(A) trap. Nature Chemical
Biology, 2013, 9, 671-673. 3.9 50

2885 Transcriptomic responses of European flounder (Platichthys flesus) liver to a brominated flame
retardant mixture. Aquatic Toxicology, 2013, 142-143, 45-52. 1.9 17

2886 Transcriptional alterations in model host, Nicotiana benthamiana, in response to infection by South
African cassava mosaic virus. European Journal of Plant Pathology, 2013, 137, 765-785. 0.8 9

2887 Tissue Specific Phosphorylation of Mitochondrial Proteins Isolated from Rat Liver, Heart Muscle, and
Skeletal Muscle. Journal of Proteome Research, 2013, 12, 4327-4339. 1.8 28

2888 The influence of parental effects on transcriptomic landscape during early development in brook
charr (Salvelinus fontinalis, Mitchill). Heredity, 2013, 110, 484-491. 1.2 21

2889 Non-Darwinian dynamics in therapy-induced cancer drug resistance. Nature Communications, 2013, 4,
2467. 5.8 244

2890 Small heat shock proteins Hspb7 and Hspb12 regulate early steps of cardiac morphogenesis.
Developmental Biology, 2013, 381, 389-400. 0.9 28

2891 First Proteomic Exploration of Protein-Encoding Genes on Chromosome 1 in Human Liver, Stomach,
and Colon. Journal of Proteome Research, 2013, 12, 67-80. 1.8 20

2892 H3K9 methylation is a barrier during somatic cell reprogramming into iPSCs. Nature Genetics, 2013, 45,
34-42. 9.4 440

2893 Insights into TREM2 biology by network analysis of human brain gene expression data. Neurobiology
of Aging, 2013, 34, 2699-2714. 1.5 145

2894 Cyclin D1 Determines Estrogen Signaling in the Mammary Gland In Vivo. Molecular Endocrinology,
2013, 27, 1415-1428. 3.7 59

2895 SEX DIFFERENCES IN DNA METHYLATION MAY CONTRIBUTE TO RISK OF PTSD AND DEPRESSION: A REVIEW OF
EXISTING EVIDENCE. Depression and Anxiety, 2013, 30, 1151-1160. 2.0 49

2896
Phenotypic plasticity in the hepatic transcriptome of the <scp>E</scp>uropean common frog
(<i><scp>R</scp>ana temporaria</i>): the interplay between environmental induction and
geographical lineage on developmental response. Molecular Ecology, 2013, 22, 5608-5623.

2.0 13

2897 Two gene co-expression modules differentiate psychotics and controls. Molecular Psychiatry, 2013, 18,
1308-1314. 4.1 160

2898 Hira-Dependent Histone H3.3 Deposition Facilitates PRC2 Recruitment at Developmental Loci in ES Cells.
Cell, 2013, 155, 107-120. 13.5 242

2899 Underlying functional genomics of fat deposition in adipose tissue. Gene, 2013, 521, 122-128. 1.0 64

2900 BMP10 as a potent inducer of trophoblast differentiation in human embryonic and induced pluripotent
stem cells. Biomaterials, 2013, 34, 9789-9802. 5.7 41



161

Citation Report

# Article IF Citations

2901 Reciprocal Inhibition between Intracellular Antiviral Signaling and the RNAi Machinery in Mammalian
Cells. Cell Host and Microbe, 2013, 14, 435-445. 5.1 165

2902 Dysregulation of Npas2 leads to altered metabolic pathways in a murine knockout model. Molecular
Genetics and Metabolism, 2013, 110, 378-387. 0.5 22

2903 Placental Macrophages Are Impaired in Chorioamnionitis, an Infectious Pathology of the Placenta.
Journal of Immunology, 2013, 191, 5501-5514. 0.4 60

2904 Comparative proteomics and physiological characterization of Arabidopsis thaliana seedlings in
responses to Ochratoxin A. Plant Molecular Biology, 2013, 82, 321-337. 2.0 13

2905 The experimental renal cell carcinoma model in the chick embryo. Angiogenesis, 2013, 16, 181-194. 3.7 46

2906 Prednisolone induces the Wnt signalling pathway in 3T3-L1 adipocytes. Archives of Physiology and
Biochemistry, 2013, 119, 52-64. 1.0 8

2907

<mml:math xmlns:mml="http://www.w3.org/1998/Math/MathML"><mml:mi>s</mml:mi></mml:math>-core
network decomposition: A generalization of<mml:math
xmlns:mml="http://www.w3.org/1998/Math/MathML"><mml:mi>k</mml:mi></mml:math>-core analysis to
weighted networks. Physical Review E, 2013, 88, 062819.

0.8 72

2908 Pathway Pattern-based prediction of active drug components and gene targets from H1N1 influenza's
treatment with maxingshigan-yinqiaosan formula. Molecular BioSystems, 2013, 9, 375. 2.9 17

2909
NÎµ-Carboxymethyllysine (CML), a Maillard reaction product, stimulates serotonin release and activates
the receptor for advanced glycation end products (RAGE) in SH-SY5Y cells. Food and Function, 2013, 4,
1111.

2.1 21

2910 Identification of complex relationship between protein kinases and substrates during the cell cycle of
<scp>H</scp>e<scp>L</scp>a cells by phosphoproteomic analysis. Proteomics, 2013, 13, 1233-1246. 1.3 2

2911 Characterization of drugâ€•induced transcriptional modules: towards drug repositioning and
functional understanding. Molecular Systems Biology, 2013, 9, 662. 3.2 110

2912 Integrative genomics of gene and metabolic regulation by estrogen receptors Î± and Î², and their
coregulators. Molecular Systems Biology, 2013, 9, 676. 3.2 81

2913 Brain gene expression differences are associated with abnormal tail biting behavior in pigs. Genes,
Brain and Behavior, 2013, 12, 275-281. 1.1 41

2914 Differential effects of insemination volume and substance on reproductive changes in honey bee
queens (<i><scp>A</scp>pis mellifera</i>â€…<scp>L</scp>.). Insect Molecular Biology, 2013, 22, 233-244. 1.0 31

2915 Oxygenâ€•induced transcriptional dynamics in human osteoblasts are most prominent at the onset of
mineralization. Journal of Cellular Physiology, 2013, 228, 1863-1872. 2.0 8

2916
Estrus synchronization and ovarian hyperâ€•stimulation treatments have negligible effects on cumulus
oocyte complex gene expression whereas induction of ovulation causes major expression changes.
Molecular Reproduction and Development, 2013, 80, 102-117.

1.0 22

2917
<scp>HOTAIR</scp>, a prognostic factor in esophageal squamous cell carcinoma, inhibits
<scp>WIF</scp>â€•1 expression and activates <scp>W</scp>nt pathway. Cancer Science, 2013, 104,
1675-1682.

1.7 223

2918 Zebrafish Expression Ontology of Gene Sets (ZEOGS): A Tool to Analyze Enrichment of Zebrafish
Anatomical Terms in Large Gene Sets. Zebrafish, 2013, 10, 303-315. 0.5 17



162

Citation Report

# Article IF Citations

2919 Proteomic Identification of VEGF-dependent Protein Enrichment to Membrane Caveolar-raft
Microdomains in Endothelial Progenitor Cells. Molecular and Cellular Proteomics, 2013, 12, 1926-1938. 2.5 9

2920 Understanding cellular function and disease with comparative pathway analysis. Genome Medicine,
2013, 5, 64. 3.6 4

2921 5-Aza-2â€²-Deoxycytidine Has Minor Effects on Differentiation in Human Thyroid Cancer Cell Lines, But
Modulates Genes That Are Involved in Adaptation <i>In Vitro</i>. Thyroid, 2013, 23, 317-328. 2.4 6

2922 Application of Machine Learning to Proteomics Data: Classification and Biomarker Identification in
Postgenomics Biology. OMICS A Journal of Integrative Biology, 2013, 17, 595-610. 1.0 171

2923 Microarray analysis of oral mucosal epithelial cell sheet. Tissue Engineering and Regenerative
Medicine, 2013, 10, 362-370. 1.6 9

2924 Hedgehog Signaling Regulates MyoD Expression and Activity. Journal of Biological Chemistry, 2013,
288, 4389-4404. 1.6 45

2925 Novel Effects of Chromosome Y on Cardiac Regulation, Chromatin Remodeling, and Neonatal
Programming in Male Mice. Endocrinology, 2013, 154, 4746-4756. 1.4 14

2926 25-Hydroxycholesterol Activates the Integrated Stress Response to Reprogram Transcription and
Translation in Macrophages. Journal of Biological Chemistry, 2013, 288, 35812-35823. 1.6 64

2927 MicroRNA 218 Acts as a Tumor Suppressor by Targeting Multiple Cancer Phenotype-associated Genes in
Medulloblastoma. Journal of Biological Chemistry, 2013, 288, 1918-1928. 1.6 100

2928 Evolution of the Pygmy Phenotype: Evidence of Positive Selection from Genome-wide Scans in African,
Asian, and Melanesian Pygmies. Human Biology, 2013, 85, 251-284. 0.4 66

2929 Clinical drug resistance linked to interconvertible phenotypic and functional states of
tumor-propagating cells in multiple myeloma. Blood, 2013, 121, 318-328. 0.6 112

2930 Circadian patterns of gene expression in the human brain and disruption in major depressive disorder.
Proceedings of the National Academy of Sciences of the United States of America, 2013, 110, 9950-9955. 3.3 477

2931 Detecting mutual functional gene clusters from multiple related diseases. , 2013, , . 0

2932 Arabidopsis <i>Enhanced Drought Tolerance1/HOMEODOMAIN GLABROUS11</i> Confers Drought
Tolerance in Transgenic Rice without Yield Penalty Â  Â . Plant Physiology, 2013, 162, 1378-1391. 2.3 194

2933 GSK3 inhibition prevents lethal GVHD in mice. Experimental Hematology, 2013, 41, 39-55.e10. 0.2 14

2934 Feedforward and feedback regulation of the MAPK and PI3K oscillatory circuit in breast cancer.
Cellular Signalling, 2013, 25, 26-32. 1.7 24

2935 A graph spectrum based geometric biclustering algorithm. Journal of Theoretical Biology, 2013, 317,
200-211. 0.8 8

2936 In-depth proteomic analysis of the human sperm reveals complex protein compositions. Journal of
Proteomics, 2013, 79, 114-122. 1.2 174



163

Citation Report

# Article IF Citations

2937 Ontogeny of erythroid gene expression. Blood, 2013, 121, e5-e13. 0.6 150

2938
Prognostic Significance of Progesterone Receptorâ€“Positive Tumor Cells Within
Immunohistochemically Defined Luminal A Breast Cancer. Journal of Clinical Oncology, 2013, 31,
203-209.

0.8 464

2939
Rapid and Deep Profiling of Human Induced Pluripotent Stem Cell Proteome by One-shot
NanoLCâ€“MS/MS Analysis with Meter-scale Monolithic Silica Columns. Journal of Proteome Research,
2013, 12, 214-221.

1.8 55

2940
Expression of <i>Neurogenin 1</i> in Mouse Embryonic Stem Cells Directs the Differentiation of
Neuronal Precursors and Identifies Unique Patterns of Downâ€•stream Gene Expression. Developmental
Dynamics, 2013, 242, 230-253.

0.8 16

2941 Histone deacetylase 1 and 2 are essential for normal T-cell development and genomic stability in mice.
Blood, 2013, 121, 1335-1344. 0.6 125

2942 Inhibiting EGF Receptor or SRC Family Kinase Signaling Overcomes BRAF Inhibitor Resistance in
Melanoma. Cancer Discovery, 2013, 3, 158-167. 7.7 300

2943 Enrichment of Plasma Membrane Proteins Using Nanoparticle Pellicles: Comparison between Silica and
Higher Density Nanoparticles. Journal of Proteome Research, 2013, 12, 1134-1141. 1.8 23

2944

Conserved hostâ€“pathogen PPIs Globally conserved inter-species bacterial PPIs based conserved
host-pathogen interactome derived novel target in<i>C. pseudotuberculosis</i>,<i>C.
diphtheriae</i>,<i>M. tuberculosis</i>,<i>C. ulcerans</i>,<i>Y. pestis</i>, and<i>E. coli</i>targeted
by<i>Piper betel</i>compounds. Integrative Biology (United Kingdom), 2013, 5, 495-509.

0.6 24

2945 Identifying RNA editing sites using RNA sequencing data alone. Nature Methods, 2013, 10, 128-132. 9.0 322

2946 Transforming Pluripotency: An Exon-Level Study of Malignancy-Specific Transcripts in Human
Embryonal Carcinoma and Embryonic Stem Cells. Stem Cells and Development, 2013, 22, 1136-1146. 1.1 17

2947 Exome-based linkage disequilibrium maps of individual genes: functional clustering and relationship
to disease. Human Genetics, 2013, 132, 233-243. 1.8 15

2948 Broad RNA Interferenceâ€“Mediated Antiviral Immunity and Virus-Specific Inducible Responses in
<i>Drosophila</i>. Journal of Immunology, 2013, 190, 650-658. 0.4 224

2949 Differentially expressed genes in cisplatin-induced premature ovarian failure in rats. Animal
Reproduction Science, 2013, 137, 205-213. 0.5 12

2950 Pâ€•cadherin functional role is dependent on Eâ€•cadherin cellular context: a proof of concept using the
breast cancer model. Journal of Pathology, 2013, 229, 705-718. 2.1 68

2951 Interactions of miR-323/miR-326/miR-329 and miR-130a/miR-155/miR-210 as prognostic indicators for
clinical outcome of glioblastoma patients. Journal of Translational Medicine, 2013, 11, 10. 1.8 162

2952
Vulnerability versus resilience to prenatal stress in male and female rats; Implications from gene
expression profiles in the hippocampus and frontal cortex. European Neuropsychopharmacology, 2013,
23, 1226-1246.

0.3 99

2953
Gene profiling identifies commonalities in neuronal pathways in excitotoxicity: Evidence favouring
cell cycle re-activation in concert with oxidative stress. Neurochemistry International, 2013, 62,
719-730.

1.9 13

2954 Selective Elimination of Human Pluripotent Stem Cells by an Oleate Synthesis Inhibitor Discovered in a
High-Throughput Screen. Cell Stem Cell, 2013, 12, 167-179. 5.2 277



164

Citation Report

# Article IF Citations

2955 Genome-wide Chromatin State Transitions Associated with Developmental and Environmental Cues.
Cell, 2013, 152, 642-654. 13.5 473

2956 Genomic and Proteomic Profiling Reveals Reduced Mitochondrial Function and Disruption of the
Neuromuscular Junction Driving Rat Sarcopenia. Molecular and Cellular Biology, 2013, 33, 194-212. 1.1 228

2957 The Blood Transcriptional Signature of Chronic Hepatitis C Virus Is Consistent with an Ongoing
Interferon-Mediated Antiviral Response. Journal of Interferon and Cytokine Research, 2013, 33, 15-23. 0.5 41

2958 Pathway hunting by random survival forests. Bioinformatics, 2013, 29, 99-105. 1.8 33

2959 Ring1b bookmarks genes in pancreatic embryonic progenitors for repression in adult Î² cells. Genes and
Development, 2013, 27, 52-63. 2.7 33

2960 Control of somatic tissue differentiation by the long non-coding RNA TINCR. Nature, 2013, 493, 231-235. 13.7 810

2961 Transcript and protein profiling identifies signaling, growth arrest, apoptosis, and NF-ÎºB survival
signatures following GNRH receptor activation. Endocrine-Related Cancer, 2013, 20, 123-136. 1.6 10

2962 Identification of a CpG Island Methylator Phenotype in Adrenocortical Carcinomas. Journal of
Clinical Endocrinology and Metabolism, 2013, 98, E174-E184. 1.8 110

2963 Mammalian cells acquire epigenetic hallmarks of human cancer during immortalization. Nucleic Acids
Research, 2013, 41, 182-195. 6.5 42

2964 Improved proteomic profiling of the cell surface of culture-expanded human bone marrow
multipotent stromal cells. Journal of Proteomics, 2013, 78, 1-14. 1.2 32

2965 AhR-mediated changes in global gene expression in rat liver progenitor cells. Archives of Toxicology,
2013, 87, 681-698. 1.9 34

2966 Distinct Developmental Signatures of Human Abdominal and Gluteal Subcutaneous Adipose Tissue
Depots. Journal of Clinical Endocrinology and Metabolism, 2013, 98, 362-371. 1.8 145

2967 In-depth Membrane Proteomic Study of Breast Cancer Tissues for the Generation of a
Chromosome-based Protein List. Journal of Proteome Research, 2013, 12, 208-213. 1.8 20

2968 Pathway analysis in blood cells of pigs infected with classical swine fever virus: comparison of pigs
that develop a chronic form of infection or recover. Archives of Virology, 2013, 158, 325-339. 0.9 18

2969 Analysis of the Gene Expression Profile of Curcumin-Treated Kidney on Endotoxin-Induced Renal
Inflammation. Inflammation, 2013, 36, 80-93. 1.7 4

2970 Proteomics, transcriptomics and lipidomics of exosomes and ectosomes. Proteomics, 2013, 13, 1554-1571. 1.3 416

2971 Xist RNA Is a Potent Suppressor of Hematologic Cancer in Mice. Cell, 2013, 152, 727-742. 13.5 445

2972 In vitro maturation of oocytes alters gene expression and signaling pathways in bovine cumulus cells.
Molecular Reproduction and Development, 2013, 80, 166-182. 1.0 72



165

Citation Report

# Article IF Citations

2973 Piwi induces piRNA-guided transcriptional silencing and establishment of a repressive chromatin
state. Genes and Development, 2013, 27, 390-399. 2.7 429

2974 The Prrx1 homeodomain transcription factor plays a central role in pancreatic regeneration and
carcinogenesis. Genes and Development, 2013, 27, 288-300. 2.7 101

2975 mRNA expression, splicing and editing in the embryonic and adult mouse cerebral cortex. Nature
Neuroscience, 2013, 16, 499-506. 7.1 130

2976

High Resolution Quantitative Proteomics of HeLa Cells Protein Species Using Stable Isotope Labeling
with Amino Acids in Cell Culture(SILAC), Two-Dimensional Gel Electrophoresis(2DE) and Nano-Liquid
Chromatograpohy Coupled to an LTQ-OrbitrapMass Spectrometer. Molecular and Cellular
Proteomics, 2013, 12, 529-538.

2.5 101

2977 NANOG-dependent function of TET1 and TET2 in establishment of pluripotency. Nature, 2013, 495,
370-374. 13.7 376

2978 Mitosis Is a Source of Potential Markers for Screening and Survival and Therapeutic Targets in
Cervical Cancer. PLoS ONE, 2013, 8, e55975. 1.1 74

2979 High-fidelity promoter profiling reveals widespread alternative promoter usage and
transposon-driven developmental gene expression. Genome Research, 2013, 23, 169-180. 2.4 176

2980 Genomeâ€•wide profiling of bone reveals differentially methylated regions in osteoporosis and
osteoarthritis. Arthritis and Rheumatism, 2013, 65, 197-205. 6.7 133

2981 Global expression profiling of globose basal cells and neurogenic progression within the olfactory
epithelium. Journal of Comparative Neurology, 2013, 521, 833-859. 0.9 44

2982 Bioactive 3D cell culture system minimizes cellular stress and maintains the <i>in vivo</i>â€•like
morphological complexity of astroglial cells. Glia, 2013, 61, 432-440. 2.5 100

2983 Microarray analysis of <i>Drosophila dicerâ€•2</i> mutants reveals potential regulation of
mitochondrial metabolism by endogenous siRNAs. Journal of Cellular Biochemistry, 2013, 114, 418-427. 1.2 10

2984 Influence of maternal low protein diet during pregnancy on hepatic gene expression signature in
juvenile female porcine offspring. Molecular Nutrition and Food Research, 2013, 57, 277-290. 1.5 13

2985 The emerging field of chemoâ€• and pharmacoproteomics. Proteomics - Clinical Applications, 2013, 7,
171-180. 0.8 15

2986 Systems biology approaches to finding novel pain mediators. Wiley Interdisciplinary Reviews: Systems
Biology and Medicine, 2013, 5, 11-35. 6.6 42

2987 A Systematic Mammalian Genetic Interaction Map Reveals Pathways Underlying Ricin Susceptibility.
Cell, 2013, 152, 909-922. 13.5 332

2988 Proteome-wide mapping of cholesterol-interacting proteins in mammalian cells. Nature Methods, 2013,
10, 259-264. 9.0 350

2989 S-linked protein homocysteinylation: identifying targets based on structural, physicochemical and
proteinâ€“protein interactions of homocysteinylated proteins. Amino Acids, 2013, 44, 1307-1316. 1.2 7

2990 PLK1 Signaling in Breast Cancer Cells Cooperates with Estrogen Receptor-Dependent Gene
Transcription. Cell Reports, 2013, 3, 2021-2032. 2.9 59



166

Citation Report

# Article IF Citations

2991 Characterization and Analysis of the Composition and Dynamics of the Mammalian Riboproteome. Cell
Reports, 2013, 4, 1276-1287. 2.9 50

2992 Modeling Clear Cell Sarcomagenesis in the Mouse: Cell of Origin Differentiation State Impacts Tumor
Characteristics. Cancer Cell, 2013, 23, 215-227. 7.7 51

2993 An immunoaffinity purification method for the proteomic analysis of ubiquitinated protein complexes.
Analytical Biochemistry, 2013, 440, 227-236. 1.1 25

2994 Analysis of the STAT3 interactome using in-situ biotinylation and SILAC. Journal of Proteomics, 2013,
94, 370-386. 1.2 10

2995 Identification of novel target genes involved in Indian Fanconi anemia patients using microarray. Gene,
2013, 531, 444-450. 1.0 8

2996 Exploring the utility of human DNA methylation arrays for profiling mouse genomic DNA. Genomics,
2013, 102, 38-46. 1.3 36

2997 Placental invasion, preeclampsia risk and adaptive molecular evolution at the origin of the great apes:
Evidence from genome-wide analyses. Placenta, 2013, 34, 127-132. 0.7 55

2998 Deletion of miRNA processing enzyme Dicer in POMC-expressing cells leads to pituitary dysfunction,
neurodegeneration and development of obesity. Molecular Metabolism, 2013, 2, 74-85. 3.0 79

2999 Liver-Primed Memory T Cells Generated under Noninflammatory Conditions Provide Anti-infectious
Immunity. Cell Reports, 2013, 3, 779-795. 2.9 65

3000 The Roles of FMRP-Regulated Genes in Autism Spectrum Disorder: Single- and Multiple-Hit Genetic
Etiologies. American Journal of Human Genetics, 2013, 93, 825-839. 2.6 60

3001 Global Changes in the Mammary Epigenome Are Induced by Hormonal Cues and Coordinated by Ezh2.
Cell Reports, 2013, 3, 411-426. 2.9 117

3002
Genes involved in the transition from normal epithelium to intraepithelial neoplasia are associated
with colorectal cancer patient survival. Biochemical and Biophysical Research Communications, 2013,
435, 282-288.

1.0 11

3003 Mapping calcium phosphate activated gene networks as a strategy forÂ targeted osteoinduction of
human progenitors. Biomaterials, 2013, 34, 4612-4621. 5.7 49

3004 Guided exploration of genomic risk for gray matter abnormalities in schizophrenia using parallel
independent component analysis with reference. NeuroImage, 2013, 83, 384-396. 2.1 48

3005 Genome Sequencing Reveals Loci under Artificial Selection that Underlie Disease Phenotypes in the
Laboratory Rat. Cell, 2013, 154, 691-703. 13.5 154

3006 Gene set control analysis predicts hematopoietic control mechanisms from genome-wide
transcription factor binding data. Experimental Hematology, 2013, 41, 354-366.e14. 0.2 15

3007
Mutation at the folate receptor 4 locus modulates gene expression profiles in the mouse uterus in
response to periconceptional folate supplementation. Biochimica Et Biophysica Acta - Molecular Basis
of Disease, 2013, 1832, 1653-1661.

1.8 8

3008 Crosstalk between B16 melanoma cells and B-1 lymphocytes induces global changes in tumor cell gene
expression. Immunobiology, 2013, 218, 1293-1303. 0.8 11



167

Citation Report

# Article IF Citations

3009 Low abundance of respiratory nitrate reductase is essential for Escherichia coli in resistance to
aminoglycoside and cephalosporin. Journal of Proteomics, 2013, 87, 78-88. 1.2 27

3010 An iTRAQ-based mitoproteomics approach for profiling the nephrotoxicity mechanisms of ochratoxin
A in HEK 293 cells. Journal of Proteomics, 2013, 78, 398-415. 1.2 53

3011 Genomic response to selection for postponed senescence in Drosophila. Mechanisms of Ageing and
Development, 2013, 134, 79-88. 2.2 12

3012 Preeclamptic Plasma Induces Transcription Modifications Involving the AP-1 Transcriptional Regulator
JDP2 in Endothelial Cells. American Journal of Pathology, 2013, 183, 1993-2006. 1.9 22

3013 Loss of androgen receptor promotes adipogenesis but suppresses osteogenesis in bone marrow
stromal cells. Stem Cell Research, 2013, 11, 938-950. 0.3 21

3014 Metastatic Lesions with and without Interleukin-18â€“Dependent Genes in Advanced-Stage Melanoma
Patients. American Journal of Pathology, 2013, 183, 69-82. 1.9 12

3015 Context-Dependent Wiring of Sox2 Regulatory Networks for Self-Renewal of Embryonic and
Trophoblast Stem Cells. Molecular Cell, 2013, 52, 380-392. 4.5 122

3016 Identification of avian RIG-I responsive genes during influenza infection. Molecular Immunology, 2013,
54, 89-97. 1.0 62

3017 Sost and its paralog Sostdc1 coordinate digit number in a Gli3-dependent manner. Developmental
Biology, 2013, 383, 90-105. 0.9 47

3018 Increased CNV-Region deletions in mild cognitive impairment (MCI) and Alzheimer's disease (AD)
subjects in the ADNI sample. Genomics, 2013, 102, 112-122. 1.3 23

3019 Expression profile analyses of human HCT-116 colon cancer cell line before and after serum induction.
Gene, 2013, 517, 236-239. 1.0 0

3020 CREB phosphorylation regulates striatal transcriptional responses in the self-administration model
of methamphetamine addiction in the rat. Neurobiology of Disease, 2013, 58, 132-143. 2.1 115

3021 Quantitative proteomics of auditory fear conditioning. Biochemical and Biophysical Research
Communications, 2013, 434, 87-94. 1.0 15

3022 HIV gp120 induced gene expression signatures in vaginal epithelial cells. Microbes and Infection, 2013,
15, 806-815. 1.0 17

3023 Transcriptome Analysis Identifies Regulators of Hematopoietic Stem and Progenitor Cells. Stem Cell
Reports, 2013, 1, 266-280. 2.3 100

3024 A preliminary study of the whole-genome expression profile of sporadic and monogenic early-onset
Alzheimer's disease. Neurobiology of Aging, 2013, 34, 1772-1778. 1.5 87

3025 Peri-pubertal gonadotropin-releasing hormone agonist treatment affects sex biased gene expression
of amygdala in sheep. Psychoneuroendocrinology, 2013, 38, 3115-3127. 1.3 9

3026 Bisphosphonates Target B Cells to Enhance Humoral Immune Responses. Cell Reports, 2013, 5, 323-330. 2.9 39



168

Citation Report

# Article IF Citations

3027
The TGR5 gene is expressed in human subcutaneous adipose tissue and is associated with obesity,
weight loss and resting metabolic rate. Biochemical and Biophysical Research Communications, 2013,
433, 563-566.

1.0 35

3028 Identification of candidate genes involved in marble color pattern formation in genus Salmo.
Comparative Biochemistry and Physiology Part D: Genomics and Proteomics, 2013, 8, 244-249. 0.4 12

3029
Quantitative site-specific reactivity profiling of S-nitrosylation in mouse skeletal muscle using
cysteinyl peptide enrichment coupled with mass spectrometry. Free Radical Biology and Medicine, 2013,
57, 68-78.

1.3 61

3030
Induced CYP3A4 Expression in Confluent Huh7 Hepatoma Cells as a Result of Decreased Cell
Proliferation and Subsequent Pregnane X Receptor Activation. Molecular Pharmacology, 2013, 83,
659-670.

1.0 34

3031 Molecular and morphologic characterization of superficialâ€• and deepâ€•subcutaneous adipose tissue
subdivisions in human obesity. Obesity, 2013, 21, 2562-2570. 1.5 57

3032 Functional Lysine Modification by an Intrinsically Reactive Primary Glycolytic Metabolite. Science,
2013, 341, 549-553. 6.0 169

3033 Genomic analyses identify distinct patterns of selection in domesticated pigs and Tibetan wild boars.
Nature Genetics, 2013, 45, 1431-1438. 9.4 472

3034 Bcl2-associated Athanogene 3 Interactome Analysis Reveals a New Role in Modulating Proteasome
Activity. Molecular and Cellular Proteomics, 2013, 12, 2804-2819. 2.5 62

3035 <scp>C</scp>olorado potato beetle (<scp>C</scp>oleoptera) gut transcriptome analysis: expression
of <scp>RNA</scp> interferenceâ€•related genes. Insect Molecular Biology, 2013, 22, 668-684. 1.0 62

3036 Somatic cells regulate maternal mRNA translation and developmental competence of mouse oocytes.
Nature Cell Biology, 2013, 15, 1415-1423. 4.6 128

3037 Oncofuse: a computational framework for the prediction of the oncogenic potential of gene fusions.
Bioinformatics, 2013, 29, 2539-2546. 1.8 87

3038 Candidate Blood Proteome Markers of Alzheimer's Disease Onset and Progression: A Systematic Review
and Replication Study. Journal of Alzheimer's Disease, 2013, 38, 515-531. 1.2 160

3039 Characterization of Carbonic Anhydrase IX Interactome Reveals Proteins Assisting Its Nuclear
Localization in Hypoxic Cells. Journal of Proteome Research, 2013, 12, 282-292. 1.8 43

3040 Social insect genomes exhibit dramatic evolution in gene composition and regulation while
preserving regulatory features linked to sociality. Genome Research, 2013, 23, 1235-1247. 2.4 205

3041 Dual Pten/Tp53 Suppression Promotes Sarcoma Progression by Activating Notch Signaling. American
Journal of Pathology, 2013, 182, 2015-2027. 1.9 21

3042 MYCN-mediated overexpression of mitotic spindle regulatory genes and loss of p53-p21 function
jointly support the survival of tetraploid neuroblastoma cells. Cancer Letters, 2013, 331, 35-45. 3.2 21

3043 Characterization of the Drosophila Atlastin Interactome Reveals VCP as a Functionally Related
Interactor. Journal of Genetics and Genomics, 2013, 40, 297-306. 1.7 11

3044 Neonatal mesenchymal-like cells adapt to surrounding cells. Stem Cell Research, 2013, 11, 634-646. 0.3 9



169

Citation Report

# Article IF Citations

3045 Signaling Network Assessment of Mutations and Copy Number Variations Predict Breast Cancer
Subtype-Specific Drug Targets. Cell Reports, 2013, 5, 216-223. 2.9 106

3046

Two-dimensional liquid chromatographyâ€“tandem mass spectrometry coupled with isobaric tags for
relative and absolute quantification (iTRAQ) labeling approach revealed first proteome profiles of
pulmonary alveolar macrophages infected with porcine circovirus type 2. Journal of Proteomics, 2013,
79, 72-86.

1.2 44

3047 Global transcriptional analysis of model of persistent FMDV infection reveals critical role of host
cells in persistence. Veterinary Microbiology, 2013, 162, 321-329. 0.8 14

3048 lncRNA expression signatures in response to enterovirus 71 infection. Biochemical and Biophysical
Research Communications, 2013, 430, 629-633. 1.0 69

3049 Integrated high-resolution array CGH and SKY analysis of homozygous deletions and other genomic
alterations present in malignant mesothelioma cell lines. Cancer Genetics, 2013, 206, 191-205. 0.2 23

3050 Neurotoxic effect of subacute benzo(a)pyrene exposure on gene and protein expression in
Sprague-Dawley rats. Environmental Toxicology and Pharmacology, 2013, 36, 648-658. 2.0 22

3051
Long-term exposure to sorafenib of liver cancer cells induces resistance with
epithelial-to-mesenchymal transition, increased invasion and risk of rebound growth. Cancer Letters,
2013, 329, 74-83.

3.2 154

3052 Affinity analysis of differentially expressed genes in hepatocytes expressing HCV core genotype 1b or
3a. BioSystems, 2013, 114, 64-68. 0.9 2

3053 BACH2: A marker of DNA damage and ageing. DNA Repair, 2013, 12, 982-992. 1.3 24

3054 A new method for post Genome-Wide Association Study (GWAS) analysis of colorectal cancer in
Taiwan. Gene, 2013, 518, 107-113. 1.0 12

3055 Epsteinâ€“Barr virus-positive nodal peripheral T cell lymphomas: Clinicopathologic and gene expression
profiling study. Pathology Research and Practice, 2013, 209, 448-454. 1.0 25

3056 TGF-Î² signaling in stromal cells acts upstream of FGF-10 to regulate epithelial stem cell growth in the
adult lung. Stem Cell Research, 2013, 11, 1222-1233. 0.3 77

3057 Identification of dysregulated microRNAs in lymphocytes from children with Down syndrome. Gene,
2013, 530, 278-286. 1.0 27

3058 Dysfunctional co-expression network analysis of familial hypercholesterolemia. Journal of
Cardiology, 2013, 62, 58-62. 0.8 2

3059 Aspirin insensitive thrombophilia: Transcript profiling of blood identifies platelet abnormalities and
HLA restriction. Gene, 2013, 520, 131-138. 1.0 10

3060 Mast cell activation and neutrophil recruitment promotes early and robust inflammation in the
meninges in EAE. Journal of Autoimmunity, 2013, 42, 50-61. 3.0 150

3061 Gene expression in hippocampus as a function of differential trait anxiety levels in genetically
heterogeneous NIH-HS rats. Behavioural Brain Research, 2013, 257, 129-139. 1.2 24

3062 Effect of Lactobacillus brevis 119-2 isolated from Tsuda kabu red turnips on cholesterol levels in
cholesterol-administered rats. Journal of Bioscience and Bioengineering, 2013, 116, 45-51. 1.1 12



170

Citation Report

# Article IF Citations

3063 Dose response analysis of monophthalates in the murine embryonic stem cell test assessed by
cardiomyocyte differentiation and gene expression. Reproductive Toxicology, 2013, 35, 81-88. 1.3 27

3064
Towards an integrative soil health assessment strategy: A three tier (integrative biomarker response)
approach with Eisenia fetida applied to soils subjected to chronic metal pollution. Science of the
Total Environment, 2013, 442, 344-365.

3.9 44

3065 Ptaquiloside reduces NK cell activities by enhancing metallothionein expression, which is prevented
by selenium. Toxicology, 2013, 304, 100-108. 2.0 13

3066 BDgene: A Genetic Database for Bipolar Disorder and Its Overlap With Schizophrenia and Major
Depressive Disorder. Biological Psychiatry, 2013, 74, 727-733. 0.7 47

3067 Maize toxin degrades peritrophic matrix proteins and stimulates compensatory transcriptome
responses in fall armyworm midgut. Insect Biochemistry and Molecular Biology, 2013, 43, 280-291. 1.2 45

3068 Ovine subclinical mastitis: Proteomic analysis of whey and milk fat globules unveils putative
diagnostic biomarkers in milk. Journal of Proteomics, 2013, 83, 144-159. 1.2 30

3069
Histologically Unstable Asymptomatic Carotid Plaques Have Altered Expression of Genes Involved in
Chemokine Signalling Leading to Localised Plaque Inflammation and Rupture. European Journal of
Vascular and Endovascular Surgery, 2013, 45, 121-127.

0.8 15

3070
Hypoxia-Independent Downregulation of Hypoxia-Inducible Factor 1 Targets by Androgen Deprivation
Therapy in Prostate Cancer. International Journal of Radiation Oncology Biology Physics, 2013, 87,
753-760.

0.4 21

3071
Differences in the Degree of Cerulein-Induced Chronic Pancreatitis in C57BL/6 Mouse Substrains Lead
to New Insights in Identification of Potential Risk Factors in the Development of Chronic Pancreatitis.
American Journal of Pathology, 2013, 183, 692-708.

1.9 58

3072 Unraveling modulators of platelet reactivity in cardiovascular patients using omics strategies:
Towards a network biology paradigm. Translational Proteomics, 2013, 1, 25-37. 1.2 5

3073 Identification of Molecular Subtypes of Gastric Cancer With Different Responses to PI3-Kinase
Inhibitors and 5-Fluorouracil. Gastroenterology, 2013, 145, 554-565. 0.6 381

3074 Gender differences in the bronchoalveolar lavage cell proteome of patients with chronic obstructive
pulmonary disease. Journal of Allergy and Clinical Immunology, 2013, 131, 743-751.e9. 1.5 58

3075 Three Meta-Analyses Define a Set of Commonly Overexpressed Genes from Microarray Datasets on
Astrocytomas. Molecular Neurobiology, 2013, 47, 325-336. 1.9 9

3076
Murine Cytomegalovirus (MCMV) Infection Upregulates P38 MAP kinase in Aortas of Apo E KO Mice: a
Molecular Mechanism for MCMV-Induced Acceleration of Atherosclerosis. Journal of Cardiovascular
Translational Research, 2013, 6, 54-64.

1.1 22

3077 Porcine colonization of the Americas: a 60k SNP story. Heredity, 2013, 110, 321-330. 1.2 58

3078 Differentially regulated gene expression associated with hepatitis C virus clearance. Journal of
General Virology, 2013, 94, 534-542. 1.3 8

3079 Associations between muscle gene expression pattern and technological and sensory meat traits
highlight new biomarkers for pork quality assessment. Meat Science, 2013, 95, 744-754. 2.7 29

3080 Recurrent somatic mutation of FAT1 in multiple human cancers leads to aberrant Wnt activation.
Nature Genetics, 2013, 45, 253-261. 9.4 324



171

Citation Report

# Article IF Citations

3081 Evolutionary conservation of the polyproline II conformation surrounding intrinsically disordered
phosphorylation sites. Protein Science, 2013, 22, 405-417. 3.1 50

3082 Cyclophilin D Extramitochondrial Signaling Controls Cell Cycle Progression and Chemokine-directed
Cell Motility*. Journal of Biological Chemistry, 2013, 288, 5553-5561. 1.6 39

3083 Defining the extracellular matrix using proteomics. International Journal of Experimental Pathology,
2013, 94, 75-92. 0.6 137

3084 The RNA Pol II Elongation Factor Ell3 Marks Enhancers in ES Cells and Primes Future Gene Activation.
Cell, 2013, 152, 144-156. 13.5 83

3085 Fertility and Germline Stem Cell Maintenance under Different Diets Requires nhr-114/HNF4 in C.Â elegans.
Current Biology, 2013, 23, 607-613. 1.8 99

3086 Proteomic analysis of endothelial cell secretome: A means of studying the pleiotropic effects of
Hmg-CoA reductase inhibitors. Journal of Proteomics, 2013, 78, 346-361. 1.2 37

3087 OASL1 inhibits translation of the type I interferonâ€“regulating transcription factor IRF7. Nature
Immunology, 2013, 14, 346-355. 7.0 120

3088 Comprehensive DNA methylation analysis of peripheral blood cells derived from patients with
first-episode schizophrenia. Journal of Human Genetics, 2013, 58, 91-97. 1.1 91

3089 Landscape of the PARKIN-dependent ubiquitylome in response to mitochondrial depolarization. Nature,
2013, 496, 372-376. 13.7 851

3090 Age-associated changes in gene expression in human brain and isolated neurons. Neurobiology of
Aging, 2013, 34, 1199-1209. 1.5 65

3091 Epigenetic Vestiges of Early Developmental Adversity: Childhood Stress Exposure and DNA Methylation
in Adolescence. Child Development, 2013, 84, 58-75. 1.7 362

3092 Increased anaerobic metabolism is a distinctive signature in a colorectal cancer cellular model of
resistance to antiepidermal growth factor receptor antibody. Proteomics, 2013, 13, 866-877. 1.3 21

3093 Saccharinae Bioinformatics Resources. , 2013, , 303-330. 0

3094 Shared and distinct transcriptional programs underlie the hybrid nature of iNKT cells. Nature
Immunology, 2013, 14, 90-99. 7.0 106

3095 Recognition of Methylated Peptides by <i>Drosophila melanogaster</i> Polycomb Chromodomain.
Journal of Proteome Research, 2013, 12, 1467-1477. 1.8 5

3096 Transcriptomic signature to oxidative stress exposure at the time of embryonic genome activation in
bovine blastocysts. Molecular Reproduction and Development, 2013, 80, 297-314. 1.0 30

3097 Predicting cancer drug mechanisms of action using molecular network signatures. Molecular
BioSystems, 2013, 9, 1604. 2.9 28

3098 Transcriptome analysis reveals upregulation of bitter taste receptors in severe asthmatics. European
Respiratory Journal, 2013, 42, 65-78. 3.1 130



172

Citation Report

# Article IF Citations

3099 The microRNAs within the DLK1-DIO3 genomic region: involvement in disease pathogenesis. Cellular
and Molecular Life Sciences, 2013, 70, 795-814. 2.4 246

3100 H3K4me3 Interactions with TAF3 Regulate Preinitiation Complex Assembly and Selective Gene
Activation. Cell, 2013, 152, 1021-1036. 13.5 353

3101 Comparison of Whole-Genome DNA Methylation Patterns in Whole Blood, Saliva, and Lymphoblastoid
Cell Lines. Behavior Genetics, 2013, 43, 168-176. 1.4 68

3102 Absence of cumulus cells during in vitro maturation affects lipid metabolism in bovine oocytes.
American Journal of Physiology - Endocrinology and Metabolism, 2013, 304, E599-E613. 1.8 76

3103 Circadian acetylome reveals regulation of mitochondrial metabolic pathways. Proceedings of the
National Academy of Sciences of the United States of America, 2013, 110, 3339-3344. 3.3 133

3104 Proteomics and Phosphoproteomics Analysis of Human Lens Fiber Cell Membranes. , 2013, 54, 1135. 61

3105 Genetic Schizophrenia Risk Variants Jointly Modulate Total Brain and White Matter Volume. Biological
Psychiatry, 2013, 73, 525-531. 0.7 119

3106 COPI transport complexes bind to specific RNAs in neuronal cells. Human Molecular Genetics, 2013, 22,
729-736. 1.4 40

3107 Contribution of copy number variants involving nonsense-mediated mRNA decay pathway genes to
neuro-developmental disorders. Human Molecular Genetics, 2013, 22, 1816-1825. 1.4 120

3108 Genome-wide localization of exosome components to active promoters and chromatin insulators in
Drosophila. Nucleic Acids Research, 2013, 41, 2963-2980. 6.5 42

3109 Molecular characterization of the transition to mid-life in Caenorhabditis elegans. Age, 2013, 35,
689-703. 3.0 14

3110
Temporal mapping of CEBPA and CEBPB binding during liver regeneration reveals dynamic occupancy
and specific regulatory codes for homeostatic and cell cycle gene batteries. Genome Research, 2013,
23, 592-603.

2.4 73

3111 Circular RNAs are abundant, conserved, and associated with ALU repeats. Rna, 2013, 19, 141-157. 1.6 3,535

3112 Impact of brief exercise on peripheral blood NK cell gene and microRNA expression in young adults.
Journal of Applied Physiology, 2013, 114, 628-636. 1.2 95

3113 Intricate interplay between astrocytes and motor neurons in ALS. Proceedings of the National
Academy of Sciences of the United States of America, 2013, 110, E756-65. 3.3 132

3114 Gene Regulatory Networks Mediating Canonical Wnt Signal-Directed Control of Pluripotency and
Differentiation in Embryo Stem Cells. Stem Cells, 2013, 31, 2667-2679. 1.4 89

3115 Systems Biology Approaches for Discovering Biomarkers for Traumatic Brain Injury. Journal of
Neurotrauma, 2013, 30, 1101-1116. 1.7 55

3116 Intersection of selenoproteins and kinase signalling. Biochimica Et Biophysica Acta - Proteins and
Proteomics, 2013, 1834, 1279-1284. 1.1 8



173

Citation Report

# Article IF Citations

3117 Heritable Remodeling of Yeast Multicellularity by an Environmentally Responsive Prion. Cell, 2013, 153,
153-165. 13.5 166

3118 Integration of Metabolic and Gene Regulatory Networks Modulates the C.Â elegans Dietary Response.
Cell, 2013, 153, 253-266. 13.5 136

3119 A Network of Cytosolic Factors Targets SRP-Independent Proteins to the Endoplasmic Reticulum. Cell,
2013, 152, 1134-1145. 13.5 166

3120 Expression Profiling in Glaucomatous Human Lamina Cribrosa Cells Based on Graph-clustering
Approach. Current Eye Research, 2013, 38, 767-773. 0.7 3

3121 Genetic Networks Inducing Invasive Growth in <i>Saccharomyces cerevisiae</i> Identified Through
Systematic Genome-Wide Overexpression. Genetics, 2013, 193, 1297-1310. 1.2 44

3122 Altered microRNA profiles in bronchoalveolar lavage fluid exosomes in asthmatic patients. Journal of
Allergy and Clinical Immunology, 2013, 131, 894-903.e8. 1.5 266

3123 The Î± Crystallin Domain of Small Heat Shock Protein b8 (Hspb8) Acts as Survival and Differentiation
Factor in Adult Hippocampal Neurogenesis. Journal of Neuroscience, 2013, 33, 5785-5796. 1.7 27

3124 Gene transcription and biomarker responses in the clam Ruditapes philippinarum after exposure to
ibuprofen. Aquatic Toxicology, 2013, 126, 17-29. 1.9 120

3125 Dicer Deficiency Reveals MicroRNAs Predicted to Control Gene Expression in the Developing Adrenal
Cortex. Molecular Endocrinology, 2013, 27, 754-768. 3.7 27

3126 Kruppel-like factor 5 controls villus formation and initiation of cytodifferentiation in the embryonic
intestinal epithelium. Developmental Biology, 2013, 375, 128-139. 0.9 38

3127 Quantitative global phosphoproteomics of human umbilical vein endothelial cells after activation of
the Rap signaling pathway. Molecular BioSystems, 2013, 9, 732. 2.9 8

3128 A Y2H-seq approach defines the human protein methyltransferase interactome. Nature Methods, 2013,
10, 339-342. 9.0 99

3129 Impaired autophagy, chaperone expression, and protein synthesis in response to critical illness
interventions in porcine skeletal muscle. Physiological Genomics, 2013, 45, 477-486. 1.0 27

3130 Next-generation sequencing reveals genomic features in the Japanese quail. Genomics, 2013, 101, 345-353. 1.3 69

3131
Distribution of Disease-Associated Copy Number Variants Across Distinct Disorders of Cognitive
Development. Journal of the American Academy of Child and Adolescent Psychiatry, 2013, 52,
414-430.e14.

0.3 28

3132 Master Transcription Factors and Mediator Establish Super-Enhancers at Key Cell Identity Genes. Cell,
2013, 153, 307-319. 13.5 3,202

3133 Gene Expression Analysis of Bovine Oocytes With High Developmental Competence Obtained From
FSHâ€•Stimulated Animals. Molecular Reproduction and Development, 2013, 80, 428-440. 1.0 35

3134 Interaction between p53 and estradiol pathways in transcriptional responses to chemotherapeutics.
Cell Cycle, 2013, 12, 1211-1224. 1.3 32



174

Citation Report

# Article IF Citations

3135 RNA localization in the honeybee (Apis mellifera) oocyte reveals insights about the evolution of RNA
localization mechanisms. Developmental Biology, 2013, 375, 193-201. 0.9 5

3136 A reference transcriptome and inferred proteome for the salamander Notophthalmus viridescens.
Experimental Cell Research, 2013, 319, 1187-1197. 1.2 49

3137 Mitochondrial hormesis links lowâ€•dose arsenite exposure to lifespan extension. Aging Cell, 2013, 12,
508-517. 3.0 125

3138 Comprehensive Expression Analyses of Neural Cell-Type-Specific miRNAs Identify New Determinants of
the Specification and Maintenance of Neuronal Phenotypes. Journal of Neuroscience, 2013, 33, 5127-5137. 1.7 233

3139 Dynamics of the Striped Bass (<i>Morone saxatilis</i>) Ovary Proteome Reveal a Complex Network of
the Translasome. Journal of Proteome Research, 2013, 12, 1691-1699. 1.8 34

3140 Sterol regulatory elementâ€“binding proteins are essential for the metabolic programming of effector
T cells and adaptive immunity. Nature Immunology, 2013, 14, 489-499. 7.0 394

3141 SH3 interactome conserves general function over specific form. Molecular Systems Biology, 2013, 9,
652. 3.2 61

3142 Divergence of Mammalian Higher Order Chromatin Structure Is Associated with Developmental Loci.
PLoS Computational Biology, 2013, 9, e1003017. 1.5 36

3143 A Sequence-Based Variation Map of Zebrafish. Zebrafish, 2013, 10, 15-20. 0.5 40

3144 The nascent polypeptide-associated complex is a key regulator of proteostasis. EMBO Journal, 2013, 32,
1451-1468. 3.5 131

3145 Systems-level characterization and engineering of oxidative stress tolerance in Escherichia coli
under anaerobic conditions. Molecular BioSystems, 2013, 9, 285-295. 2.9 20

3146 MePR: A Novel Human Mesenchymal Progenitor Model with Characteristics of Pluripotency. Stem
Cells and Development, 2013, 22, 2368-2383. 1.1 19

3147 MicroRNA-382 expression is elevated in the olfactory neuroepithelium of schizophrenia patients.
Neurobiology of Disease, 2013, 55, 1-10. 2.1 55

3148 Cathepsin D deficiency induces cytoskeletal changes and affects cell migration pathways in the brain.
Neurobiology of Disease, 2013, 50, 107-119. 2.1 23

3149 In vitro effects of aldehydes present in tobacco smoke on gene expression in human lung alveolar
epithelial cells. Toxicology in Vitro, 2013, 27, 1072-1081. 1.1 36

3150 Proteomics in Milk and Milk Processing. , 2013, , 223-245. 2

3151 Accelerated High-Yield Generation of Limb-Innervating Motor Neurons from Human Stem Cells.
Journal of Neuroscience, 2013, 33, 574-586. 1.7 230

3152 ER-stress-induced transcriptional regulation increases protein synthesis leading to cellÂ death. Nature
Cell Biology, 2013, 15, 481-490. 4.6 1,315



175

Citation Report

# Article IF Citations

3153 <i>Drosophila</i> H1 Regulates the Genetic Activity of Heterochromatin by Recruitment of Su(var)3-9.
Science, 2013, 340, 78-81. 6.0 93

3154 In vitro bioactivity and biocompatibility evaluation of bulk nanostructured titanium in osteoblast-like
cells by quantitative proteomic analysis. Journal of Materials Chemistry B, 2013, 1, 1926. 2.9 10

3155 <scp>RNA</scp>seqâ€•based transcriptome analysis of <i><scp>L</scp>actuca sativa</i> infected by the
fungal necrotroph <i><scp>B</scp>otrytis cinerea</i>. Plant, Cell and Environment, 2013, 36, 1992-2007. 2.8 129

3156 Inâ€•depth proteomic analyses of exosomes isolated from expressed prostatic secretions in urine.
Proteomics, 2013, 13, 1667-1671. 1.3 131

3157 Transcriptional data: a new gateway to drug repositioning?. Drug Discovery Today, 2013, 18, 350-357. 3.2 209

3158 iTRAQ proteome analysis reflects a progressed differentiation state of epiblast derived versus inner
cell mass derived murine embryonic stem cells. Journal of Proteomics, 2013, 90, 38-51. 1.2 10

3159 The transcriptional landscape of Î±Î² T cell differentiation. Nature Immunology, 2013, 14, 619-632. 7.0 256

3160 Bioinformatic progress and applications in metaproteogenomics for bridging the gap between
genomic sequences and metabolic functions in microbial communities. Proteomics, 2013, 13, 2786-2804. 1.3 46

3161 Minipig and beagle animal model genomes aid species selection in pharmaceutical discovery and
development. Toxicology and Applied Pharmacology, 2013, 270, 149-157. 1.3 61

3162 Genome-wide Kinase-Chromatin Interactions Reveal the Regulatory Network of ERK Signaling in Human
Embryonic Stem Cells. Molecular Cell, 2013, 50, 844-855. 4.5 88

3163 Gene expression profiling identifies different sub-types of retinoblastoma. British Journal of Cancer,
2013, 109, 512-525. 2.9 73

3164 Influenza A Infection of Primary Human Airway Epithelial Cells Up-Regulates Proteins Related to
Purine Metabolism and Ubiquitin-Related Signaling. Journal of Proteome Research, 2013, 12, 3139-3151. 1.8 35

3165 Molecular Mechanisms of Toxicity of Silver Nanoparticles in Zebrafish Embryos. Environmental
Science &amp; Technology, 2013, 47, 8005-8014. 4.6 198

3166 Exonuclease hDIS3L2 specifies an exosome-independent 3â€²-5â€² degradation pathway of human cytoplasmic
mRNA. EMBO Journal, 2013, 32, 1855-1868. 3.5 136

3167
Redundancy Control in Pathway Databases (ReCiPa): An Application for Improving Gene-Set Enrichment
Analysis in Omics Studies and â€œBig Dataâ€• Biology. OMICS A Journal of Integrative Biology, 2013, 17,
414-422.

1.0 37

3168 Skeletal muscle transcriptome profiles related to different training intensities and detraining in
Standardbred horses: A search for overtraining biomarkers. Veterinary Journal, 2013, 197, 717-723. 0.6 5

3169 Gut transcriptome of replete adult female cattle ticks, Rhipicephalus (Boophilus) microplus, feeding
upon a Babesia bovis-infected bovine host. Parasitology Research, 2013, 112, 3075-3090. 0.6 37

3170 Analysis of the inheritance pattern of a Chinese family with phaeochromocytomas through whole
exome sequencing. Gene, 2013, 526, 164-169. 1.0 6



176

Citation Report

# Article IF Citations

3171 Neuron Enriched Nuclear Proteome Isolated from Human Brain. Journal of Proteome Research, 2013,
12, 3193-3206. 1.8 60

3172 Chronic nicotine exposure systemically alters microRNA expression profiles during post-embryonic
stages in<i>Caenorhabditis elegans</i>. Journal of Cellular Physiology, 2013, 229, n/a-n/a. 2.0 22

3173 Expression of miR-126 and miR-508-5p in endothelial progenitor cells is associated with the prognosis
of chronic heart failure patients. International Journal of Cardiology, 2013, 168, 2082-2088. 0.8 91

3174 Single-cell transcriptomics reveals bimodality in expression and splicing in immune cells. Nature, 2013,
498, 236-240. 13.7 1,103

3175
Genomeâ€•wide promoter methylation analysis identifies epigenetic silencing of
<scp><i>MAPK</i></scp><i>13</i> in primary cutaneous melanoma. Pigment Cell and Melanoma
Research, 2013, 26, 542-554.

1.5 52

3176 Molecular models of the cardiorenal syndrome. Electrophoresis, 2013, 34, 1649-1656. 1.3 3

3177 Broad spectrum detection and â€œbarcodingâ€• of water pollutants by a genome-wide bacterial sensor
array. Water Research, 2013, 47, 3782-3790. 5.3 17

3178 Changes in granulosa cells' gene expression associated with increased oocyte competence in bovine.
Reproduction, 2013, 145, 555-565. 1.1 74

3179
Multitissue Molecular, Genomic, and Developmental Effects of the Deepwater Horizon Oil Spill on
Resident Gulf Killifish (Fundulus grandis). Environmental Science &amp; Technology, 2013, 47,
5074-5082.

4.6 276

3180 Displacement of N/Q-rich Peptides on TiO<sub>2</sub> Beads Enhances the Depth and Coverage of
Yeast Phosphoproteome Analyses. Journal of Proteome Research, 2013, 12, 2905-2913. 1.8 27

3181 Research Resource: Small RNA-seq of Human Granulosa Cells Reveals miRNAs in FSHR and Aromatase
Genes. Molecular Endocrinology, 2013, 27, 1128-1141. 3.7 49

3182 Genetic Determinants of Susceptibility to Mycobacterial Infections: IRF8, A New Kid on the Block.
Advances in Experimental Medicine and Biology, 2013, 783, 45-80. 0.8 35

3183 Architectural Protein Subclasses Shape 3D Organization of Genomes during Lineage Commitment. Cell,
2013, 153, 1281-1295. 13.5 1,050

3184 CONVERGENCE AND DIVERGENCE DURING THE ADAPTATION TO SIMILAR ENVIRONMENTS BY AN AUSTRALIAN
GROUNDSEL. Evolution; International Journal of Organic Evolution, 2013, 67, 2515-2529. 1.1 66

3185 A General Molecular Affinity Strategy for Global Detection and Proteomic Analysis of Lysine
Methylation. Molecular Cell, 2013, 50, 444-456. 4.5 143

3186
Comparative metatranscriptomic signatures of wood and paper feeding in the gut of the termite
<i><scp>R</scp>eticulitermes flavipes</i> (<scp>I</scp>soptera: <scp>R</scp>hinotermitidae). Insect
Molecular Biology, 2013, 22, 155-171.

1.0 58

3187 Molecular characterization of toxicity mechanism of single-walled carbon nanotubes. Biomaterials,
2013, 34, 5661-5669. 5.7 81

3188 RNA-Seq reveals differentially expressed isoforms and novel splice variants in buccal mucosal cancer.
Gene, 2013, 516, 24-32. 1.0 11



177

Citation Report

# Article IF Citations

3189
Adult ovarian granulosa cell tumor transcriptomics: prevalence of FOXL2 target genes misregulation
gives insights into the pathogenic mechanism of the p.Cys134Trp somatic mutation. Oncogene, 2013, 32,
2739-2746.

2.6 49

3190 High-resolution analysis with novel cell-surface markers identifies routes to iPS cells. Nature, 2013,
499, 88-91. 13.7 149

3191 miR-34b regulates multiciliogenesis during organ formation in zebrafish. Development (Cambridge),
2013, 140, 2755-2764. 1.2 47

3192 A Sympathetic Neuron Autonomous Role for Egr3-Mediated Gene Regulation in Dendrite
Morphogenesis and Target Tissue Innervation. Journal of Neuroscience, 2013, 33, 4570-4583. 1.7 35

3193 Î²1- and Î±v-class integrins cooperate to regulate myosinÂ II during rigidity sensing of fibronectin-based
microenvironments. Nature Cell Biology, 2013, 15, 625-636. 4.6 386

3194 Identification of target genes of PAX3-FOXO1 in alveolar rhabdomyosarcoma. Oncology Reports, 2013,
30, 968-978. 1.2 25

3195 CBFÎ² Stabilizes HIV Vif to Counteract APOBEC3 at the Expense of RUNX1 Target Gene Expression.
Molecular Cell, 2013, 49, 632-644. 4.5 108

3196 KCNIP4 as a candidate gene for personality disorders and adult ADHD. European
Neuropsychopharmacology, 2013, 23, 436-447. 0.3 30

3197
Transdifferentiation of mesenchymal stem cells-derived adipogenic-differentiated cells into
osteogenic- or chondrogenic-differentiated cells proceeds via dedifferentiation and have a
correlation with cell cycle arresting and driving genes. Differentiation, 2013, 85, 78-90.

1.0 51

3198 Impaired Transcriptional Response of the Murine Heart to Cigarette Smoke in the Setting of High Fat
Diet and Obesity. Chemical Research in Toxicology, 2013, 26, 1034-1042. 1.7 11

3199 Prenatal smoke exposure: Effects on infant auditory system and placental gene expression.
Neurotoxicology and Teratology, 2013, 38, 61-71. 1.2 8

3200 A genome-wide association study of seasonal pattern mania identifies NF1A as a possible susceptibility
gene for bipolar disorder. Journal of Affective Disorders, 2013, 145, 200-207. 2.0 39

3201 Identification of adenovirus-encoded small RNAs by deep RNA sequencing. Virology, 2013, 442, 148-155. 1.1 14

3202
Adaptation of a Commonly Used, Chemically Defined Medium for Human Embryonic Stem Cells to
Stable Isotope Labeling with Amino Acids in Cell Culture. Journal of Proteome Research, 2013, 12,
3233-3245.

1.8 10

3203 Recalibrating Equus evolution using the genome sequence of an early Middle Pleistocene horse.
Nature, 2013, 499, 74-78. 13.7 717

3204 <scp>GABI</scp>â€•<scp>DUPLO</scp>: a collection of double mutants to overcome genetic redundancy
in <i><scp>A</scp>rabidopsis thaliana</i>. Plant Journal, 2013, 75, 157-171. 2.8 48

3205 Visualization and Analysis of Biological Networks. Methods in Molecular Biology, 2013, 1021, 63-88. 0.4 21

3206
OLYMPUS: An automated hybrid clustering method in time series gene expression. Case study: Host
response after Influenza A (H1N1) infection. Computer Methods and Programs in Biomedicine, 2013, 111,
650-661.

2.6 6



178

Citation Report

# Article IF Citations

3207 Integrated molecular analysis of clear-cell renal cell carcinoma. Nature Genetics, 2013, 45, 860-867. 9.4 955

3208 Comprehensive Profiling of N-Linked Glycosylation Sites in HeLa Cells Using Hydrazide Enrichment.
Journal of Proteome Research, 2013, 12, 248-259. 1.8 21

3209 Chromatin Modifications as Determinants of Muscle Stem Cell Quiescence and Chronological Aging.
Cell Reports, 2013, 4, 189-204. 2.9 463

3210
Layered Signaling Regulatory Networks Analysis of Gene Expression Involved in Malignant
Tumorigenesis of Non-Resolving Ulcerative Colitis via Integration of Cross-Study Microarray
Profiles. PLoS ONE, 2013, 8, e67142.

1.1 12

3211 The adjuvant effect of MF59 is due to the oil-in-water emulsion formulation, none of the individual
components induce a comparable adjuvant effect. Vaccine, 2013, 31, 3363-3369. 1.7 162

3212 Regulation of IRS1/Akt insulin signaling by microRNA-128a during myogenesis. Journal of Cell Science,
2013, 126, 2678-91. 1.2 105

3213 Homeostasis in Intestinal Epithelium Is Orchestrated by the Circadian Clock and Microbiota Cues
Transduced by TLRs. Cell, 2013, 153, 812-827. 13.5 440

3214 TFEB controls cellular lipid metabolism through a starvation-induced autoregulatory loop. Nature
Cell Biology, 2013, 15, 647-658. 4.6 796

3215
Brain transcriptome perturbations in the transferrin receptor 2 mutant mouse support the case for
brain changes in iron loading disorders, including effects relating to long-term depression and
long-term potentiation. Neuroscience, 2013, 235, 119-128.

1.1 12

3216 Comparative analyses of stress-responsive genes in Arabidopsis thaliana: insight from genomic data
mining, functional enrichment, pathway analysis and phenomics. Molecular BioSystems, 2013, 9, 1888. 2.9 26

3217 Nutrigenomics approach elucidates health-promoting effects of high vegetable intake in lean and
obese men. Genes and Nutrition, 2013, 8, 507-521. 1.2 12

3218 The genomics of selection in dogs and the parallel evolution between dogs and humans. Nature
Communications, 2013, 4, 1860. 5.8 275

3219
&lt;b&gt;&lt;i&gt;Francisella tularensis &lt;/i&gt;&lt;/b&gt;Alters Human Neutrophil Gene Expression:
Insights into the Molecular Basis of Delayed Neutrophil Apoptosis. Journal of Innate Immunity, 2013, 5,
124-136.

1.8 125

3220 Metabolic network modeling approaches for investigating the â€œhungry cancerâ€•. Seminars in Cancer
Biology, 2013, 23, 227-234. 4.3 13

3221 Functional genomic and phenotypic responses to desiccation in natural populations of a desert
drosophilid. Molecular Ecology, 2013, 22, 2698-2715. 2.0 35

3222 MBNL proteins repress ES-cell-specific alternative splicing and reprogramming. Nature, 2013, 498,
241-245. 13.7 326

3223 Changes in Milk Proteome and Metabolome Associated with Dry Period Length, Energy Balance, and
Lactation Stage in Postparturient Dairy Cows. Journal of Proteome Research, 2013, 12, 3288-3296. 1.8 83

3224 Glucocorticoid-Dependent Hippocampal Transcriptome in Male Rats: Pathway-Specific Alterations
With Aging. Endocrinology, 2013, 154, 2807-2820. 1.4 30



179

Citation Report

# Article IF Citations

3225 Escherichia coli- and Staphylococcus aureus-induced mastitis differentially modulate transcriptional
responses in neighbouring uninfected bovine mammary gland quarters. BMC Genomics, 2013, 14, 36. 1.2 125

3226 Regulation of SIRT1 by Oxidative Stress-Responsive miRNAs and a Systematic Approach to Identify Its
Role in the Endothelium. Antioxidants and Redox Signaling, 2013, 19, 1522-1538. 2.5 78

3227 Reducing sphingolipid synthesis orchestrates global changes to extend yeast lifespan. Aging Cell, 2013,
12, 833-841. 3.0 58

3228 Distribution and isolation of milk fat globule membrane proteins during dairy processing as revealed
by proteomic analysis. International Dairy Journal, 2013, 32, 110-120. 1.5 28

3229 Metastasis-associated protein, S100A4 mediates cardiac fibrosis potentially through the modulation
of p53 in cardiac fibroblasts. Journal of Molecular and Cellular Cardiology, 2013, 57, 72-81. 0.9 62

3230 Permanence of molecular features of obesity in subcutaneous adipose tissue of ex-obese subjects.
International Journal of Obesity, 2013, 37, 867-873. 1.6 38

3231 Multiple Reaction Monitoring of Multiple Low-Abundance Transcription Factors in Whole Lung
Cancer Cell Lysates. Journal of Proteome Research, 2013, 12, 2582-2596. 1.8 13

3232 Towards the validation of a lung tumorigenesis model with mainstream cigarette smoke inhalation
using the A/J mouse. Toxicology, 2013, 305, 49-64. 2.0 22

3233 Global analysis of target genes of 21 members of the ZAD transcription factor family in Drosophila
melanogaster. Gene, 2013, 512, 373-382. 1.0 15

3234 Screening features to improve the class prediction of acute myeloid leukemia and myelodysplastic
syndrome. Gene, 2013, 512, 348-354. 1.0 8

3236 Exploring the diversity of SPRY/B30.2-mediated interactions. Trends in Biochemical Sciences, 2013, 38,
38-46. 3.7 67

3237 Cold-induced RNA-binding proteins regulate circadian gene expression by controlling alternative
polyadenylation. Scientific Reports, 2013, 3, 2054. 1.6 146

3238 Characterization of the Novel Broad-Spectrum Kinase Inhibitor CTx-0294885 As an Affinity Reagent for
Mass Spectrometry-Based Kinome Profiling. Journal of Proteome Research, 2013, 12, 3104-3116. 1.8 44

3239 PPAR Alpha: A Novel Radiation Target in Locally Exposed <i>Mus musculus</i> Heart Revealed by
Quantitative Proteomics. Journal of Proteome Research, 2013, 12, 2700-2714. 1.8 56

3240 A NETWORK VIEW ON PARKINSON'S DISEASE. Computational and Structural Biotechnology Journal,
2013, 7, e201304004. 1.9 48

3241 Evidence of direct complementary interactions between messenger RNAs and their cognate proteins.
Nucleic Acids Research, 2013, 41, 8434-8443. 6.5 48

3242 Analogue encoding of physicochemical properties of proteins in their cognate messenger RNAs.
Nature Communications, 2013, 4, 2784. 5.8 23

3243 Proteome Atlas of Human Chromosome 8 and Its Multiple 8p Deficiencies in Tumorigenesis of the
Stomach, Colon, and Liver. Journal of Proteome Research, 2013, 12, 81-88. 1.8 13



180

Citation Report

# Article IF Citations

3244 Mapping of the N-Linked Glycoproteome of Human Spermatozoa. Journal of Proteome Research, 2013,
12, 5750-5759. 1.8 56

3245 Chronic parasitization by Nosema microsporidia causes global expression changes in core nutritional,
metabolic and behavioral pathways in honey bee workers (Apis mellifera). BMC Genomics, 2013, 14, 799. 1.2 82

3246 Genome-wide transcriptional analysis of T cell activation reveals differential gene expression
associated with psoriasis. BMC Genomics, 2013, 14, 825. 1.2 25

3248 Altered microRNA expression profile during epithelial wound repair in bronchial epithelial cells. BMC
Pulmonary Medicine, 2013, 13, 63. 0.8 14

3249 Identification of biomarkers for hepatocellular carcinoma using network-based bioinformatics
methods. European Journal of Medical Research, 2013, 18, 35. 0.9 11

3250 Analysis of epigenetic changes in survivors of preterm birth reveals the effect of gestational age and
evidence for a long term legacy. Genome Medicine, 2013, 5, 96. 3.6 101

3251 RDAVIDWebService: a versatile <i>R</i> interface to DAVID. Bioinformatics, 2013, 29, 2810-2811. 1.8 191

3252 Wood chemistry analysis and expression profiling of a poplar clone expressing a tyrosine-rich peptide.
Plant Cell Reports, 2013, 32, 1827-1841. 2.8 5

3253 PcarnBase: Development of a Transcriptomic Database for the Brain Coral Platygyra carnosus. Marine
Biotechnology, 2013, 15, 244-251. 1.1 47

3254
Global Transcriptome Profiling Reveals Molecular Mechanisms of Metal Tolerance in a Chronically
Exposed Wild Population of Brown Trout. Environmental Science &amp; Technology, 2013, 47,
8869-8877.

4.6 74

3255 Proteome-Wide Discovery and Characterizations of Nucleotide-Binding Proteins with Affinity-Labeled
Chemical Probes. Analytical Chemistry, 2013, 85, 3198-3206. 3.2 27

3256 Cancer-related marketing centrality motifs acting as pivot units in the human signaling network and
mediating cross-talk between biological pathways. Molecular BioSystems, 2013, 9, 3026. 2.9 13

3257 Dynamics of the Shade-Avoidance Response in Arabidopsis. Plant Physiology, 2013, 163, 331-353. 2.3 84

3258 Isotope-Coded ATP Probe for Quantitative Affinity Profiling of ATP-Binding Proteins. Analytical
Chemistry, 2013, 85, 7478-7486. 3.2 31

3259
Comparative Secretome Analysis of Epithelial and Mesenchymal Subpopulations of Head and Neck
Squamous Cell Carcinoma Identifies S100A4 as a Potential Therapeutic Target. Molecular and Cellular
Proteomics, 2013, 12, 3778-3792.

2.5 32

3260 Substrate Specificity of Clostridial Glucosylating Toxins and Their Function on Colonocytes Analyzed
by Proteomics Techniques. Journal of Proteome Research, 2013, 12, 1604-1618. 1.8 50

3261 Assessment of Global Proteome Dynamics in Carp: A Model for Investigating Environmental Stress.
Journal of Proteome Research, 2013, 12, 5246-5252. 1.8 6

3262 Proteome profiling of peripheral mononuclear cells from human blood. Proteomics, 2013, 13, 893-897. 1.3 16



181

Citation Report

# Article IF Citations

3263 Discovering geneâ€“environment interactions in Glioblastoma through a comprehensive data
integration bioinformatics method. NeuroToxicology, 2013, 35, 1-14. 1.4 16

3264 snoRNPs Regulate Telomerase Activity in Neuroblastoma and Are Associated with Poor Prognosis.
Translational Oncology, 2013, 6, 447-IN6. 1.7 25

3265 Cell-Specific Transcriptional Profiling Reveals Candidate Mechanisms Regulating Development and
Function of Uterine Epithelia in Mice. Biology of Reproduction, 2013, 89, 86. 1.2 31

3266 Autoimmune regulator, Aire, is a novel regulator of chondrocyte differentiation. Biochemical and
Biophysical Research Communications, 2013, 437, 579-584. 1.0 3

3267 Large-Scale Capture of Peptides Containing Reversibly Oxidized Cysteines by Thiol-Disulfide Exchange
Applied to the Myocardial Redox Proteome. Analytical Chemistry, 2013, 85, 3774-3780. 3.2 33

3268 From data to function: Functional modeling of poultry genomics data. Poultry Science, 2013, 92,
2519-2529. 1.5 1

3269 TFII-I regulates target genes in the PI-3K and TGF-Î² signaling pathways through a novel DNA binding
motif. Gene, 2013, 527, 529-536. 1.0 18

3270 MicroRNA-191, an estrogen-responsive microRNA, functions as an oncogenic regulator in human
breast cancer. Carcinogenesis, 2013, 34, 1889-1899. 1.3 103

3271 The heparin-binding protein interactome in pancreatic diseases. Pancreatology, 2013, 13, 598-604. 0.5 16

3272 The zinc finger transcription factor ZXDC activates CCL2 gene expression by opposing BCL6-mediated
repression. Molecular Immunology, 2013, 56, 768-780. 1.0 16

3273 Adipocytokine signaling is altered in flinders sensitive line rats, and adiponectin correlates in humans
with some symptoms of depression. Pharmacology Biochemistry and Behavior, 2013, 103, 643-651. 1.3 31

3274 Integrated gene co-expression network analysis in the growth phase of Mycobacterium tuberculosis
reveals new potential drug targets. Molecular BioSystems, 2013, 9, 2798. 2.9 22

3275 Intrauterine calorie restriction affects placental DNA methylation and gene expression. Physiological
Genomics, 2013, 45, 565-576. 1.0 84

3276 An Epidemiologic and Genomic Investigation Into the Obesity Paradox in Renal Cell Carcinoma. Journal
of the National Cancer Institute, 2013, 105, 1862-1870. 3.0 231

3277 Regulation of UHRF1 by miRâ€•146a/b modulates gastric cancer invasion and metastasis. FASEB Journal,
2013, 27, 4929-4939. 0.2 93

3278 Host-centric Proteomics of Stool: A Novel Strategy Focused on intestinal Responses to the Gut
Microbiota. Molecular and Cellular Proteomics, 2013, 12, 3310-3318. 2.5 48

3279 O-GlcNAc Transferase Integrates Metabolic Pathways to Regulate the Stability of c-MYC in Human
Prostate Cancer Cells. Cancer Research, 2013, 73, 5277-5287. 0.4 234

3280 Brain-Derived Neurotrophic Factor Signaling Rewrites the Glucocorticoid Transcriptome via
Glucocorticoid Receptor Phosphorylation. Molecular and Cellular Biology, 2013, 33, 3700-3714. 1.1 93



182

Citation Report

# Article IF Citations

3281 Integrative Transcriptome and Proteome Study to Identify the Signaling Network Regulated by POPX2
Phosphatase. Journal of Proteome Research, 2013, 12, 2525-2536. 1.8 18

3282 RNA Deep Sequencing as a Tool for Selection of Cell Lines for Systematic Subcellular Localization of
All Human Proteins. Journal of Proteome Research, 2013, 12, 299-307. 1.8 14

3283 Activity-dependent Protein Dynamics Define Interconnected Cores of Co-regulated Postsynaptic
Proteins. Molecular and Cellular Proteomics, 2013, 12, 29-41. 2.5 22

3284 Changes in Eutopic Endometrial Gene Expression During the Progression of Experimental
Endometriosis in the Baboon, Papio Anubis1. Biology of Reproduction, 2013, 88, 44. 1.2 62

3285
Concordant Effects of Aromatase Inhibitors on Gene Expression in ER+ Rat and Human Mammary
Cancers and Modulation of the Proteins Coded by These Genes. Cancer Prevention Research, 2013, 6,
1151-1161.

0.7 12

3286 Tolvaptan in Autosomal Dominant Polycystic Kidney Disease. New England Journal of Medicine, 2013,
368, 1257-1259. 13.9 16

3287 Quantitative Proteomic and Functional Analysis of Liver Mitochondria from High Fat Diet (HFD)
Diabetic Mice. Molecular and Cellular Proteomics, 2013, 12, 3744-3758. 2.5 62

3288 Whole exome sequencing of pediatric gastric adenocarcinoma reveals an atypical presentation of
Liâ€•Fraumeni syndrome. Pediatric Blood and Cancer, 2013, 60, 570-574. 0.8 24

3289 Prioritising risk pathways of complex human diseases based on functional profiling. European Journal
of Human Genetics, 2013, 21, 666-672. 1.4 1

3290 Induced Pluripotency and Oncogenic Transformation Are Related Processes. Stem Cells and
Development, 2013, 22, 37-50. 1.1 98

3291 p53 Counteracts reprogramming by inhibiting mesenchymal-to-epithelial transition. Cell Death and
Differentiation, 2013, 20, 312-320. 5.0 46

3292 Alterations of MicroRNA Expression Patterns in Human Cervical Carcinoma Cells (Ca Ski) toward
1â€²S-1â€²-Acetoxychavicol Acetate and Cisplatin. Reproductive Sciences, 2013, 20, 567-578. 1.1 38

3293 Genome-wide detection of sRNA targets with rNAV. , 2013, , . 6

3294 Identification of Direct Targets of FUSCA3, a Key Regulator of Arabidopsis Seed Development Â  Â  Â . Plant
Physiology, 2013, 161, 1251-1264. 2.3 234

3295 Restoration of microRNA-214 expression reduces growth of myeloma cells through positive
regulation of P53 and inhibition of DNA replication. Haematologica, 2013, 98, 640-648. 1.7 75

3296 Genomic Landscape of Transcriptional and Epigenetic Dysregulation in Early Onset Polyglutamine
Disease. Journal of Neuroscience, 2013, 33, 10471-10482. 1.7 67

3297 S-adenosylmethionine modifies cocaine-induced DNA methylation and increases locomotor
sensitization in mice. International Journal of Neuropsychopharmacology, 2013, 16, 2053-2066. 1.0 45

3298 Effect of mood stabilizers on DNA methylation in human neuroblastoma cells. International Journal
of Neuropsychopharmacology, 2013, 16, 2285-2294. 1.0 54



183

Citation Report

# Article IF Citations

3299
Stromal protein periostin identified as a progression associated and prognostic biomarker in glioma
via inducing an invasive and proliferative phenotype. International Journal of Oncology, 2013, 42,
1716-1724.

1.4 30

3300 Diverse stresses dramatically alter genome-wide p53 binding and transactivation landscape in human
cancer cells. Nucleic Acids Research, 2013, 41, 7286-7301. 6.5 135

3301 c-Src Modulates Estrogen-Induced Stress and Apoptosis in Estrogen-Deprived Breast Cancer Cells.
Cancer Research, 2013, 73, 4510-4520. 0.4 77

3302 Transcriptome Profiling Following Neuronal and Glial Expression of ALS-Linked SOD1
in<i>Drosophila</i>. G3: Genes, Genomes, Genetics, 2013, 3, 695-708. 0.8 23

3303 Genome of <i>Drosophila suzukii</i>, the Spotted Wing <i>Drosophila</i>. G3: Genes, Genomes,
Genetics, 2013, 3, 2257-2271. 0.8 126

3304 Perturbations to the Ubiquitin Conjugate Proteome in Yeast Î”ubx Mutants Identify Ubx2 as a Regulator
of Membrane Lipid Composition. Molecular and Cellular Proteomics, 2013, 12, 2791-2803. 2.5 27

3305 Transcriptomic indices of fast and slow disease progression in two mouse models of amyotrophic
lateral sclerosis. Brain, 2013, 136, 3305-3332. 3.7 81

3306 Systems biology of Ewing sarcoma: a network model of EWS-FLI1 effect on proliferation and apoptosis.
Nucleic Acids Research, 2013, 41, 8853-8871. 6.5 45

3307 Survival and distribution of injected haematopoietic stem cells in acute kidney injury. Nephrology
Dialysis Transplantation, 2013, 28, 1131-1139. 0.4 22

3308 AGAMOUS-Like15 Promotes Somatic Embryogenesis in Arabidopsis and Soybean in Part by the Control of
Ethylene Biosynthesis and Response Â  Â  Â . Plant Physiology, 2013, 161, 2113-2127. 2.3 92

3309 Epigenome-wide profiling identifies significant differences in DNA methylation between matched-pairs
of T- and B-lymphocytes from healthy individuals. Epigenetics, 2013, 8, 1188-1197. 1.3 42

3310 Effect of<i>Lactobacillus brevis</i>KB290 on the cell-mediated cytotoxic activity of mouse
splenocytes: a DNA microarray analysis. British Journal of Nutrition, 2013, 110, 1617-1629. 1.2 15

3311 Compound Screening and Transcriptional Profiling in Human Primary Keratinocytes: A Brief Guideline.
Methods in Molecular Biology, 2013, 1195, 99-109. 0.4 0

3312 Expression and Functional Pathway Analysis of Nuclear Receptor NR2F2 in Ovarian Cancer. Journal of
Clinical Endocrinology and Metabolism, 2013, 98, E1152-E1162. 1.8 37

3313
Biological features of core networks that result from a high-fat diet in hepatic and pulmonary
tissues in mammary tumour-bearing, obesity-resistant mice. British Journal of Nutrition, 2013, 110,
241-255.

1.2 8

3314 Hyper conserved elements in vertebrate mRNA 3â€²-UTRs reveal a translational network of RNA-binding
proteins controlled by HuR. Nucleic Acids Research, 2013, 41, 3201-3216. 6.5 38

3315 ZEB2 Represses the Epithelial Phenotype and Facilitates Metastasis in Ewing Sarcoma. Genes and
Cancer, 2013, 4, 486-500. 0.6 46

3316
Characterization of Native Protein Complexes and Protein Isoform Variation Using
Size-fractionation-based Quantitative Proteomics. Molecular and Cellular Proteomics, 2013, 12,
3851-3873.

2.5 132



184

Citation Report

# Article IF Citations

3317 Sequencing, Annotation, and Characterization of the Influenza Ferret Infectome. Journal of Virology,
2013, 87, 1957-1966. 1.5 44

3318
Protein expression profile of rat type two alveolar epithelial cells during hyperoxic stress and
recovery. American Journal of Physiology - Lung Cellular and Molecular Physiology, 2013, 305,
L604-L614.

1.3 17

3319 Thymidine kinase and mtDNA depletion in human cardiomyopathy: epigenetic and translational evidence
for energy starvation. Physiological Genomics, 2013, 45, 590-596. 1.0 18

3320 Altered gene expression patterns in muscle ring finger 1 null mice during denervation- and
dexamethasone-induced muscle atrophy. Physiological Genomics, 2013, 45, 1168-1185. 1.0 51

3321 Identification of gene sets and pathways associated with lactation performance in mice. Physiological
Genomics, 2013, 45, 171-181. 1.0 15

3322 Interleukin-33 Drives a Proinflammatory Endothelial Activation That Selectively Targets Nonquiescent
Cells. Arteriosclerosis, Thrombosis, and Vascular Biology, 2013, 33, e47-55. 1.1 44

3323 Exposure to Maternal Diabetes in Utero and DNA Methylation Patterns in the Offspring.
Immunometabolism, 2013, 1, 1-9. 6.0 54

3324 Oral Antimycobacterial Therapy in Chronic Cutaneous Sarcoidosis. JAMA Dermatology, 2013, 149, 1040. 2.0 82

3325 Cytochrome P450<i>CYP78A9</i>Is Involved in Arabidopsis Reproductive Development Â  Â . Plant
Physiology, 2013, 162, 779-799. 2.3 82

3326 Upregulation of DLX2 Confers a Poor Prognosis in Glioblastoma Patients by Inducing a Proliferative
Phenotype. Current Molecular Medicine, 2013, 13, 438-445. 0.6 13

3327 A Kinetic Analysis of the Auxin Transcriptome Reveals Cell Wall Remodeling Proteins That Modulate
Lateral Root Development in<i>Arabidopsis</i>Â  Â . Plant Cell, 2013, 25, 3329-3346. 3.1 147

3328
The PR/SET Domain Zinc Finger Protein Prdm4 Regulates Gene Expression in Embryonic Stem Cells but
Plays a Nonessential Role in the Developing Mouse Embryo. Molecular and Cellular Biology, 2013, 33,
3936-3950.

1.1 27

3329 Inferring the choreography of parental genomes during fertilization from ultralarge-scale
whole-transcriptome analysis. Genes and Development, 2013, 27, 2736-2748. 2.7 86

3330 SFMBT1 functions with LSD1 to regulate expression of canonical histone genes and chromatin-related
factors. Genes and Development, 2013, 27, 749-766. 2.7 73

3331 Regulation of constitutive and alternative splicing by PRMT5 reveals a role for <i>Mdm4</i> pre-mRNA
in sensing defects in the spliceosomal machinery. Genes and Development, 2013, 27, 1903-1916. 2.7 213

3332 Differentially expressed, variant U1 snRNAs regulate gene expression in human cells. Genome Research,
2013, 23, 281-291. 2.4 70

3333 Genomic and transcriptome analysis revealing an oncogenic functional module in meningiomas.
Neurosurgical Focus, 2013, 35, E3. 1.0 28

3334 Gene expression rate comparison for multiple highâ€•throughput datasets. IET Systems Biology, 2013, 7,
135-142. 0.8 3



185

Citation Report

# Article IF Citations

3335 Transcriptional changes and developmental abnormalities in a zebrafish model of myotonic dystrophy
type 1. DMM Disease Models and Mechanisms, 2014, 7, 143-55. 1.2 25

3336 ETV1 directs androgen metabolism and confers aggressive prostate cancer in targeted mice and
patients. Genes and Development, 2013, 27, 683-698. 2.7 163

3337 HMGN1 Modulates Nucleosome Occupancy and DNase I Hypersensitivity at the CpG Island Promoters of
Embryonic Stem Cells. Molecular and Cellular Biology, 2013, 33, 3377-3389. 1.1 68

3338 Analysis of variable retroduplications in human populations suggests coupling of retrotransposition
to cell division. Genome Research, 2013, 23, 2042-2052. 2.4 52

3339 The ancestor of extant Japanese fancy mice contributed to the mosaic genomes of classical inbred
strains. Genome Research, 2013, 23, 1329-1338. 2.4 83

3340 Early Disruption of Maternalâ€“Zygotic Interaction and Activation of Defense-Like Responses
in<i>Arabidopsis</i>Interspecific Crosses Â  Â . Plant Cell, 2013, 25, 2037-2055. 3.1 41

3341 Divergent Protein Motifs Direct Elongation Factor P-Mediated Translational Regulation in Salmonella
enterica and Escherichia coli. MBio, 2013, 4, e00180-13. 1.8 83

3342 A Transposon-Based Analysis of Gene Mutations Related to Skin Cancer Development. Journal of
Investigative Dermatology, 2013, 133, 239-248. 0.3 43

3343 Ectopic Expression of Zmiz1 Induces Cutaneous Squamous Cell Malignancies in a Mouse Model of
Cancer. Journal of Investigative Dermatology, 2013, 133, 1863-1869. 0.3 26

3344 PRASE. , 2013, , . 0

3345 Tpl2 knockout keratinocytes have increased biomarkers for invasion and metastasis. Carcinogenesis,
2013, 34, 2789-2798. 1.3 10

3346
Missense mutation in the ATPase, aminophospholipid transporter protein ATP8A2 is associated with
cerebellar atrophy and quadrupedal locomotion. European Journal of Human Genetics, 2013, 21,
281-285.

1.4 110

3347
Activation of TLR3 in Keratinocytes Increases Expression of Genes Involved in Formation of the
Epidermis, Lipid Accumulation, and Epidermal Organelles. Journal of Investigative Dermatology, 2013,
133, 2031-2040.

0.3 51

3348 Ash2 acts as an ecdysone receptor coactivator by stabilizing the histone methyltransferase Trr.
Molecular Biology of the Cell, 2013, 24, 361-372. 0.9 18

3349 PGMRA: a web server for (phenotype x genotype) many-to-many relation analysis in GWAS. Nucleic Acids
Research, 2013, 41, W142-W149. 6.5 28

3350 A Systems Approach for Decoding Mitochondrial Retrograde Signaling Pathways. Science Signaling,
2013, 6, rs4. 1.6 162

3351 Identification of Age-Related Macular Degeneration Related Genes by Applying Shortest Path
Algorithm in Protein-Protein Interaction Network. BioMed Research International, 2013, 2013, 1-8. 0.9 19

3352 Translational Biomedical Informatics in the Cloud: Present and Future. BioMed Research
International, 2013, 2013, 1-8. 0.9 45



186

Citation Report

# Article IF Citations

3353 Gene Expression Profile Analysis of T1 and T2 Breast Cancer Reveals Different Activation Pathways.
ISRN Oncology, 2013, 2013, 1-12. 2.1 3

3354 A Systems Biology Approach Reveals that Tissue Tropism to West Nile Virus Is Regulated by Antiviral
Genes and Innate Immune Cellular Processes. PLoS Pathogens, 2013, 9, e1003168. 2.1 77

3355 Survival Response to Increased Ceramide Involves Metabolic Adaptation through Novel Regulators of
Glycolysis and Lipolysis. PLoS Genetics, 2013, 9, e1003556. 1.5 23

3356 A Genome-Wide Systematic Analysis Reveals Different and Predictive Proliferation Expression
Signatures of Cancerous vs. Non-Cancerous Cells. PLoS Genetics, 2013, 9, e1003806. 1.5 23

3357 Practical Guidelines for the Comprehensive Analysis of ChIP-seq Data. PLoS Computational Biology,
2013, 9, e1003326. 1.5 221

3358 MicroRNA and gene networks in human Hodgkinâ€™s lymphoma. Molecular Medicine Reports, 2013, 8,
1747-1754. 1.1 6

3359 Alliin, a Garlic (<i>Allium sativum</i>) Compound, Prevents LPS-Induced Inflammation in 3T3-L1
Adipocytes. Mediators of Inflammation, 2013, 2013, 1-11. 1.4 72

3360 Low paternal dietary folate alters the mouse sperm epigenome and is associated with negative
pregnancy outcomes. Nature Communications, 2013, 4, 2889. 5.8 366

3361 Bioinformatics analysis reveals biophysical and evolutionary insights into the 3-nitrotyrosine
post-translational modification in the human proteome. Open Biology, 2013, 3, 120148. 1.5 22

3362 Maternal obesity affects gene expression and cellular development in fetal brains. Nutritional
Neuroscience, 2013, 16, 96-103. 1.5 30

3363 An Integrative Platform of TCM Network Pharmacology and Its Application on a Herbal
Formula,<i>Qing-Luo-Yin</i>. Evidence-based Complementary and Alternative Medicine, 2013, 2013, 1-12. 0.5 118

3364 Activin Signaling Targeted by Insulin/dFOXO Regulates Aging and Muscle Proteostasis in Drosophila.
PLoS Genetics, 2013, 9, e1003941. 1.5 172

3365 Characteristic Analysis from Excessive to Deficient Syndromes in Hepatocarcinoma Underlying miRNA
Array Data. Evidence-based Complementary and Alternative Medicine, 2013, 2013, 1-8. 0.5 13

3366 Reduced Latency in the Metastatic Niche Contributes to the More Aggressive Phenotype of LM8
Compared to Dunn Osteosarcoma Cells. Sarcoma, 2013, 2013, 1-13. 0.7 4

3367 Conserved Non-Coding Sequences are Associated with Rates of mRNA Decay in Arabidopsis. Frontiers
in Plant Science, 2013, 4, 129. 1.7 2

3368 Identification of Genes Critical for Resistance to Infection by West Nile Virus Using RNA-Seq Analysis.
Viruses, 2013, 5, 1664-1681. 1.5 25

3369
EVI1 oncoprotein interacts with a large and complex network of proteins and integrates signals
through protein phosphorylation. Proceedings of the National Academy of Sciences of the United
States of America, 2013, 110, E2885-94.

3.3 44

3370 Comparative Genomic and Proteomic Analysis of Cytoskeletal Changes in Dexamethasone-Treated
Trabecular Meshwork Cells. Molecular and Cellular Proteomics, 2013, 12, 194-206. 2.5 59



187

Citation Report

# Article IF Citations

3371 CePa: an R package for finding significant pathways weighted by multiple network centralities.
Bioinformatics, 2013, 29, 658-660. 1.8 54

3372 Genome-wide analysis of Staufen-associated mRNAs identifies secondary structures that confer target
specificity. Nucleic Acids Research, 2013, 41, 9438-9460. 6.5 69

3373 Transcriptional Response of Bovine Monocyte-Derived Macrophages after the Infection with Different
ArgentineanMycobacterium bovisIsolates. BioMed Research International, 2013, 2013, 1-9. 0.9 7

3374 Progression from Excessive to Deficient Syndromes in Chronic Hepatitis B: A Dynamical Network
Analysis of miRNA Array Data. Evidence-based Complementary and Alternative Medicine, 2013, 2013, 1-10. 0.5 12

3375 Deciphering the calcitriol-induced transcriptomic response in keratinocytes: presentation of novel
target genes. Journal of Molecular Endocrinology, 2013, 50, 131-149. 1.1 11

3376 Club cell secretory protein improves survival in a murine obliterative bronchiolitis model. American
Journal of Physiology - Lung Cellular and Molecular Physiology, 2013, 305, L642-L650. 1.3 14

3377 Acid stress increases gene expression of proinflammatory cytokines in Madin-Darby canine kidney
cells. American Journal of Physiology - Renal Physiology, 2013, 304, F41-F48. 1.3 31

3378 TATN-1 Mutations Reveal a Novel Role for Tyrosine as a Metabolic Signal That Influences
Developmental Decisions and Longevity in Caenorhabditis elegans. PLoS Genetics, 2013, 9, e1004020. 1.5 41

3379 Qualitative modeling identifies IL-11 as a novel regulator in maintaining self-renewal in human
pluripotent stem cells. Frontiers in Physiology, 2013, 4, 303. 1.3 15

3380 The Conserved Intronic Cleavage and Polyadenylation Site of CstF-77 Gene Imparts Control of 3â€² End
Processing Activity through Feedback Autoregulation and by U1 snRNP. PLoS Genetics, 2013, 9, e1003613. 1.5 44

3381 Sociogenomics of Cooperation and Conflict during Colony Founding in the Fire Ant Solenopsis
invicta. PLoS Genetics, 2013, 9, e1003633. 1.5 35

3382 ALS-Associated FUS Mutations Result in Compromised FUS Alternative Splicing and Autoregulation.
PLoS Genetics, 2013, 9, e1003895. 1.5 166

3383 MAP2K3 is associated with body mass index in American Indians and Caucasians and may mediate
hypothalamic inflammation. Human Molecular Genetics, 2013, 22, 4438-4449. 1.4 28

3384 Gene Expression Analyses of Mouse Aortic Endothelium in Response to Atherogenic Stimuli.
Arteriosclerosis, Thrombosis, and Vascular Biology, 2013, 33, 2509-2517. 1.1 29

3385 Protein Complexâ€“Based Analysis Framework for High-Throughput Data Sets. Science Signaling, 2013, 6,
rs5. 1.6 110

3386 Rampant Exchange of the Structure and Function of Extramembrane Domains between Membrane and
Water Soluble Proteins. PLoS Computational Biology, 2013, 9, e1002997. 1.5 9

3387 FUS-regulated region- and cell-type-specific transcriptome is associated with cell selectivity in
ALS/FTLD. Scientific Reports, 2013, 3, 2388. 1.6 41

3388 Epigenetic Basis of Regeneration: Analysis of Genomic DNA Methylation Profiles in the MRL/MpJ Mouse.
DNA Research, 2013, 20, 605-621. 1.5 21



188

Citation Report

# Article IF Citations

3389 Quantitative proteomic analysis for radiation-induced cell cycle suspension in 92-1 melanoma cell
line. Journal of Radiation Research, 2013, 54, 649-662. 0.8 13

3390 Shotgun proteomics as a viable approach for biological discovery in the Pacific oyster. , 2013, 1,
cot009-cot009. 8

3391 Immune response of the Caribbean sea fan, Gorgonia ventalina, exposed to an Aplanochytrium parasite
as revealed by transcriptome sequencing. Frontiers in Physiology, 2013, 4, 180. 1.3 58

3392 Quantitative Phosphoproteomics Analysis Reveals Broad Regulatory Role of Heparan Sulfate on
Endothelial Signaling. Molecular and Cellular Proteomics, 2013, 12, 2160-2173. 2.5 21

3393 Transcriptomic analysis of visceral adipose from healthy and diabetic obese subjects. Indian Journal of
Endocrinology and Metabolism, 2013, 17, 446. 0.2 12

3394 Comparison of Explant-Derived and Enzymatic Digestion-Derived MSCs and the Growth Factors from
Whartonâ€™s Jelly. BioMed Research International, 2013, 2013, 1-8. 0.9 67

3395 Activation of CpxRA in Haemophilus ducreyi Primarily Inhibits the Expression of Its Targets, Including
Major Virulence Determinants. Journal of Bacteriology, 2013, 195, 3486-3502. 1.0 32

3396 Minimum curvilinearity to enhance topological prediction of protein interactions by network
embedding. Bioinformatics, 2013, 29, i199-i209. 1.8 93

3397 Large scale chromosomal mapping of human microRNA structural clusters. Nucleic Acids Research,
2013, 41, 4392-4408. 6.5 48

3398 Up-Regulated Expression and Aberrant DNA Methylation of LEP and SH3PXD2A in Pre-Eclampsia. PLoS
ONE, 2013, 8, e59753. 1.1 37

3399 Systems Biology as a Comparative Approach to Understand Complex Gene Expression in Neurological
Diseases. Behavioral Sciences (Basel, Switzerland), 2013, 3, 253-272. 1.0 23

3400 Phylogeny, Functional Annotation, and Protein Interaction Network Analyses of theXenopus
tropicalisBasic Helix-Loop-Helix Transcription Factors. BioMed Research International, 2013, 2013, 1-15. 0.9 3

3401 Identification of Lung-Cancer-Related Genes with the Shortest Path Approach in a Protein-Protein
Interaction Network. BioMed Research International, 2013, 2013, 1-8. 0.9 26

3402 Alcohol-Induced Histone Acetylation Reveals a Gene Network Involved in Alcohol Tolerance. PLoS
Genetics, 2013, 9, e1003986. 1.5 48

3403 Functional Genomic Analysis of the let-7 Regulatory Network in Caenorhabditis elegans. PLoS
Genetics, 2013, 9, e1003353. 1.5 43

3404 Network Signatures of Survival in Glioblastoma Multiforme. PLoS Computational Biology, 2013, 9,
e1003237. 1.5 71

3405 Profiling of circadian genes expressed in the uterus endometrial stromal cells of pregnant rats as
revealed by DNA microarray coupled with RNA interference. Frontiers in Endocrinology, 2013, 4, 82. 1.5 21

3406 Reconstruction and Analysis of Human Kidney-Specific Metabolic Network Based on Omics Data.
BioMed Research International, 2013, 2013, 1-11. 0.9 11



189

Citation Report

# Article IF Citations

3407 Gene Set Signature of Reversal Reaction Type I in Leprosy Patients. PLoS Genetics, 2013, 9, e1003624. 1.5 32

3408 Combining Genome-Wide Methods to Investigate the Genetic Complexity of Courtship Song Variation
in Drosophila melanogaster. Molecular Biology and Evolution, 2013, 30, 2113-2120. 3.5 39

3409
Identification of dedifferentiation and redevelopment phases during postpneumonectomy lung
growth. American Journal of Physiology - Lung Cellular and Molecular Physiology, 2013, 305,
L542-L554.

1.3 20

3410
Gene expression profiles reveal molecular mechanisms involved in the progression and resolution of
bleomycin-induced lung fibrosis. American Journal of Physiology - Lung Cellular and Molecular
Physiology, 2013, 304, L593-L601.

1.3 44

3411 Foxc2 induces Wnt4 and Bmp4 expression during muscle regeneration and osteogenesis. Cell Death
and Differentiation, 2013, 20, 1031-1042. 5.0 33

3412 Towards Systematic Discovery of Signaling Networks in Budding Yeast Filamentous Growth Stress
Response Using Interventional Phosphorylation Data. PLoS Computational Biology, 2013, 9, e1003077. 1.5 15

3413 Linking Transcriptional Changes over Time in Stimulated Dendritic Cells to Identify Gene Networks
Activated during the Innate Immune Response. PLoS Computational Biology, 2013, 9, e1003323. 1.5 24

3414 Pax6 Regulates Gene Expression in the Vertebrate Lens through miR-204. PLoS Genetics, 2013, 9, e1003357. 1.5 86

3415 Integrated Transcriptomic and Epigenomic Analysis of Primary Human Lung Epithelial Cell
Differentiation. PLoS Genetics, 2013, 9, e1003513. 1.5 46

3416 Strong Purifying Selection at Synonymous Sites in D. melanogaster. PLoS Genetics, 2013, 9, e1003527. 1.5 187

3417 The Gene Desert Mammary Carcinoma Susceptibility Locus Mcs1a Regulates Nr2f1 Modifying Mammary
Epithelial Cell Differentiation and Proliferation. PLoS Genetics, 2013, 9, e1003549. 1.5 23

3418 Conserved Translatome Remodeling in Nematode Species Executing a Shared Developmental Transition.
PLoS Genetics, 2013, 9, e1003739. 1.5 42

3419 Transcriptional Profiling of the Circulating Immune Response to Lassa Virus in an Aerosol Model of
Exposure. PLoS Neglected Tropical Diseases, 2013, 7, e2171. 1.3 36

3420 HPV16 E7 Protein and hTERT Proteins Defective for Telomere Maintenance Cooperate to Immortalize
Human Keratinocytes. PLoS Pathogens, 2013, 9, e1003284. 2.1 35

3421 Multifunctional Double-negative T Cells in Sooty Mangabeys Mediate T-helper Functions Irrespective
of SIV Infection. PLoS Pathogens, 2013, 9, e1003441. 2.1 29

3422 The Evolution of the knirps Family of Transcription Factors in Arthropods. Molecular Biology and
Evolution, 2013, 30, 1348-1357. 3.5 23

3423 Examination of the Genome-Wide Transcriptional Response of Escherichia coli O157:H7 to
Cinnamaldehyde Exposure. Applied and Environmental Microbiology, 2013, 79, 942-950. 1.4 47

3424 Vitexicarpin Acts as a Novel Angiogenesis Inhibitor and Its Target Network. Evidence-based
Complementary and Alternative Medicine, 2013, 2013, 1-13. 0.5 19



190

Citation Report

# Article IF Citations

3425 Identification of Immunomodulatory Signatures Induced by American Ginseng in Murine Immune Cells.
Evidence-based Complementary and Alternative Medicine, 2013, 2013, 1-12. 0.5 4

3426 Proteome adaptations in Ethe1-deficient mice indicate a role in lipid catabolism and cytoskeleton
organization via post-translational protein modifications. Bioscience Reports, 2013, 33, . 1.1 31

3427 Identification of Methyllysine Peptides Binding to Chromobox Protein Homolog 6 Chromodomain in
the Human Proteome. Molecular and Cellular Proteomics, 2013, 12, 2750-2760. 2.5 4

3428 A Systematic Analysis of Host Factors Reveals a Med23-Interferon-Î» Regulatory Axis against Herpes
Simplex Virus Type 1 Replication. PLoS Pathogens, 2013, 9, e1003514. 2.1 88

3429 Fucosyltransferase 8 as a functional regulator of nonsmall cell lung cancer. Proceedings of the
National Academy of Sciences of the United States of America, 2013, 110, 630-635. 3.3 214

3430 Global Gene Expression Profiling Reveals Functional Importance of Sirt2 in Endothelial Cells under
Oxidative Stress. International Journal of Molecular Sciences, 2013, 14, 5633-5649. 1.8 38

3431 Absolute Quantification of Selected Proteins in the Human Osteoarthritic Secretome. International
Journal of Molecular Sciences, 2013, 14, 20658-20681. 1.8 40

3432 Systems Biology Approach to the Dissection of the Complexity of Regulatory Networks in the S. scrofa
Cardiocirculatory System. International Journal of Molecular Sciences, 2013, 14, 23160-23187. 1.8 7

3433 DNA Methylation Restricts Lineage-specific Functions of Transcription Factor Gata4 during Embryonic
Stem Cell Differentiation. PLoS Genetics, 2013, 9, e1003574. 1.5 37

3434 RBM5 Is a Male Germ Cell Splicing Factor and Is Required for Spermatid Differentiation and Male
Fertility. PLoS Genetics, 2013, 9, e1003628. 1.5 68

3435 Dietary Restriction Induced Longevity Is Mediated by Nuclear Receptor NHR-62 in Caenorhabditis
elegans. PLoS Genetics, 2013, 9, e1003651. 1.5 73

3436 Genome Wide Analysis Reveals Zic3 Interaction with Distal Regulatory Elements of Stage Specific
Developmental Genes in Zebrafish. PLoS Genetics, 2013, 9, e1003852. 1.5 35

3437 Phosphoproteomic Analyses Reveal Signaling Pathways That Facilitate Lytic Gammaherpesvirus
Replication. PLoS Pathogens, 2013, 9, e1003583. 2.1 24

3438 Arginine methylation of the c-Jun coactivator RACO-1 is required for c-Jun/AP-1 activation. EMBO
Journal, 2013, 32, 1556-1567. 3.5 34

3439 Genome-wide shRNA screening to identify factors mediating Gata6 repression in mouse embryonic stem
cells. Development (Cambridge), 2013, 140, 4110-4115. 1.2 9

3440 Network-based Survival Analysis Reveals Subnetwork Signatures for Predicting Outcomes of Ovarian
Cancer Treatment. PLoS Computational Biology, 2013, 9, e1002975. 1.5 151

3441 Inference of Gene Regulatory Networks with Sparse Structural Equation Models Exploiting Genetic
Perturbations. PLoS Computational Biology, 2013, 9, e1003068. 1.5 115

3442 Statistical Analysis Reveals Co-Expression Patterns of Many Pairs of Genes in Yeast Are Jointly
Regulated by Interacting Loci. PLoS Genetics, 2013, 9, e1003414. 1.5 17



191

Citation Report

# Article IF Citations

3443 Human Intellectual Disability Genes Form Conserved Functional Modules in Drosophila. PLoS
Genetics, 2013, 9, e1003911. 1.5 39

3444 Autophagy proteins control goblet cell function by potentiating reactive oxygen species production.
EMBO Journal, 2013, 32, 3130-3144. 3.5 216

3445 Identifying proteins controlling key disease signaling pathways. Bioinformatics, 2013, 29, i227-i236. 1.8 28

3446 Dystrophin-deficient pigs provide new insights into the hierarchy of physiological derangements of
dystrophic muscle. Human Molecular Genetics, 2013, 22, 4368-4382. 1.4 134

3447 Genome-wide transcriptome analysis identifies novel gene signatures implicated in human chronic
liver disease. American Journal of Physiology - Renal Physiology, 2013, 305, G364-G374. 1.6 63

3448 Cell cycle arrest in a model of colistin nephrotoxicity. Physiological Genomics, 2013, 45, 877-888. 1.0 40

3449
A Systems Biology Approach to Characterize Biomarkers for Blood Stasis Syndrome of Unstable
Angina Patients by Integrating MicroRNA and Messenger RNA Expression Profiling. Evidence-based
Complementary and Alternative Medicine, 2013, 2013, 1-21.

0.5 29

3450 Surveillance-Activated Defenses Block the ROSâ€“Induced Mitochondrial Unfolded Protein Response.
PLoS Genetics, 2013, 9, e1003346. 1.5 157

3451 Coordinated Cell Typeâ€“Specific Epigenetic Remodeling in Prefrontal Cortex Begins before Birth and
Continues into Early Adulthood. PLoS Genetics, 2013, 9, e1003433. 1.5 68

3452 Replication Vesicles are Load- and Choke-Points in the Hepatitis C Virus Lifecycle. PLoS Pathogens, 2013,
9, e1003561. 2.1 77

3453 MicroRNA Transcriptomes Relate Intermuscular Adipose Tissue to Metabolic Risk. International
Journal of Molecular Sciences, 2013, 14, 8611-8624. 1.8 17

3454 Phosphoproteomic Analysis Implicates the mTORC2-FoxO1 Axis in VEGF Signaling and Feedback
Activation of Receptor Tyrosine Kinases. Science Signaling, 2013, 6, ra25. 1.6 62

3455 Comprehensive Analysis of Transcriptome Variation Uncovers Known and Novel Driver Events in
T-Cell Acute Lymphoblastic Leukemia. PLoS Genetics, 2013, 9, e1003997. 1.5 110

3456
X-linked dystonia parkinsonism syndrome (XDP, lubag): disease-specific sequence change DSC3 in
TAF1/DYT3 affects genes in vesicular transport and dopamine metabolism. Human Molecular Genetics,
2013, 22, 941-951.

1.4 35

3457 The Escherichia coli Cpx Envelope Stress Response Regulates Genes of Diverse Function That Impact
Antibiotic Resistance and Membrane Integrity. Journal of Bacteriology, 2013, 195, 2755-2767. 1.0 152

3458 Comparative annotation of functional regions in the human genome using epigenomic data. Nucleic
Acids Research, 2013, 41, 4423-4432. 6.5 50

3459 An integrative characterization of recurrent molecular aberrations in glioblastoma genomes.
Nucleic Acids Research, 2013, 41, 8803-8821. 6.5 38

3460 Accounting for non-genetic factors by low-rank representation and sparse regression for eQTL
mapping. Bioinformatics, 2013, 29, 1026-1034. 1.8 37



192

Citation Report

# Article IF Citations

3461 GeneMANIA Prediction Server 2013 Update. Nucleic Acids Research, 2013, 41, W115-W122. 6.5 343

3462
Deficiency of the purine metabolic gene HPRT dysregulates microRNA-17 family cluster and
guanine-based cellular functions: a role for EPAC in Lesch-Nyhan syndrome. Human Molecular
Genetics, 2013, 22, 4502-4515.

1.4 12

3463 Aging and Luteinizing Hormone Effects on Reactive Oxygen Species Production and DNA Damage in Rat
Leydig Cells1. Biology of Reproduction, 2013, 88, 100. 1.2 48

3464 Global genomic profiling reveals an extensive p53-regulated autophagy program contributing to key
p53 responses. Genes and Development, 2013, 27, 1016-1031. 2.7 353

3465 Unique genome-wide map of TCF4 and STAT3 targets using ChIP-seq reveals their association with new
molecular subtypes of glioblastoma. Neuro-Oncology, 2013, 15, 279-289. 0.6 42

3466 Analysis of Allele-Specific Expression in Mouse Liver by RNA-Seq: A Comparison With <i>Cis</i>-eQTL
Identified Using Genetic Linkage. Genetics, 2013, 195, 1157-1166. 1.2 43

3467
A Genome-Wide Analysis of Open Chromatin in Human Epididymis Epithelial Cells Reveals Candidate
Regulatory Elements for Genes Coordinating Epididymal Function1. Biology of Reproduction, 2013, 89,
104.

1.2 18

3468 Gene Expression Profiles of Ileal Inflammatory Bowel Disease Correlate with Disease Phenotype and
Advance Understanding of Its Immunopathogenesis. Inflammatory Bowel Diseases, 2013, 19, 2509-2521. 0.9 35

3469 A meta-analysis study of gene expression datasets in mouse liver under PPARÎ± knockout. Genetical
Research, 2013, 95, 78-88. 0.3 1

3470 Deriving at candidate genes of metabolic stress from pancreas of WNIN/GR-Ob mutant rats. Islets, 2013,
5, 133-138. 0.9 6

3471 Chromatin context and ncRNA highlight targets of MeCP2 in brain. RNA Biology, 2013, 10, 1741-1757. 1.5 52

3472 Deep sequencing reveals complex mechanisms of diapause preparation in the invasive mosquito, Aedes
albopictus. Proceedings of the Royal Society B: Biological Sciences, 2013, 280, 20130143. 1.2 134

3473 Transcription and redox enzyme activities: comparison of equilibrium and disequilibrium levels in the
three-spined stickleback. Proceedings of the Royal Society B: Biological Sciences, 2013, 280, 20122974. 1.2 21

3474 Aberrant DNA methylation profiles in the premature aging disorders Hutchinson-Gilford Progeria and
Werner syndrome. Epigenetics, 2013, 8, 28-33. 1.3 95

3475
Altered DNA Methylation Landscapes of Polycomb-Repressed Loci Are Associated with Prostate Cancer
Progression and ERG Oncogene Expression in Prostate Cancer. Clinical Cancer Research, 2013, 19,
3450-3461.

3.2 22

3476 FoxO1 Controls Effector-to-Memory Transition and Maintenance of Functional CD8 T Cell Memory.
Journal of Immunology, 2013, 191, 187-199. 0.4 76

3477 A Praderâ€“Willi locus lncRNA cloud modulates diurnal genes and energy expenditure. Human
Molecular Genetics, 2013, 22, 4318-4328. 1.4 129

3478 Bimodal quantitative relationships between histone modifications for X-linked and autosomal loci.
Proceedings of the National Academy of Sciences of the United States of America, 2013, 110, 6949-6954. 3.3 9



193

Citation Report

# Article IF Citations

3479 Serum proteomics reveals systemic dysregulation of innate immunity in type 1 diabetes. Journal of
Experimental Medicine, 2013, 210, 191-203. 4.2 91

3480 Transcribed pseudogene ÏˆPPM1K generates endogenous siRNA to suppress oncogenic cell growth in
hepatocellular carcinoma. Nucleic Acids Research, 2013, 41, 3734-3747. 6.5 57

3481 Insights from a Chimpanzee Adipose Stromal Cell Population: Opportunities for Adult Stem Cells to
Expand Primate Functional Genomics. Genome Biology and Evolution, 2013, 5, 1995-2005. 1.1 2

3482 Quantitative epigenetic co-variation in CpG islands and co-regulation of developmental genes.
Scientific Reports, 2013, 3, 2576. 1.6 20

3483 A Whole-Genome RNA Interference Screen for Human Cell Factors Affecting Myxoma Virus Replication.
Journal of Virology, 2013, 87, 4623-4641. 1.5 16

3484 Learning subgroup-specific regulatory interactions and regulator independence with PARADIGM.
Bioinformatics, 2013, 29, i62-i70. 1.8 27

3485 Identification of cell cycleâ€“regulated genes periodically expressed in U2OS cells and their regulation
by FOXM1 and E2F transcription factors. Molecular Biology of the Cell, 2013, 24, 3634-3650. 0.9 154

3486 Comparative Phosphoproteomics Reveals Components of Host Cell Invasion and Post-transcriptional
Regulation During Francisella Infection. Molecular and Cellular Proteomics, 2013, 12, 3297-3309. 2.5 35

3487 Epigenomics and allergic disease. Epigenomics, 2013, 5, 685-699. 1.0 25

3488 Systems Genetics of Environmental Response in the Mature Wheat Embryo. Genetics, 2013, 194, 265-277. 1.2 16

3489 The Impact of Biosampling Procedures on Molecular Data Interpretation. Molecular and Cellular
Proteomics, 2013, 12, 1489-1501. 2.5 20

3490 HMGA2/TET1/HOXA9 signaling pathway regulates breast cancer growth and metastasis. Proceedings of
the National Academy of Sciences of the United States of America, 2013, 110, 9920-9925. 3.3 231

3491 Arabidopsis HEAT SHOCK TRANSCRIPTION FACTORA1b overexpression enhances water productivity,
resistance to drought, and infection. Journal of Experimental Botany, 2013, 64, 3467-3481. 2.4 137

3492 Genomic Profiling Reveals the Potential Role of TCL1A and MDR1 Deficiency in Chemotherapy-Induced
Cardiotoxicity. International Journal of Biological Sciences, 2013, 9, 350-360. 2.6 31

3493 DNA co-methylation analysis suggests novel functional associations between gene pairs in breast
cancer samples. Human Molecular Genetics, 2013, 22, 3016-3022. 1.4 43

3494 CpG_MPs: identification of CpG methylation patterns of genomic regions from high-throughput
bisulfite sequencing data. Nucleic Acids Research, 2013, 41, e4-e4. 6.5 48

3495 Tumor Necrosis Factor Receptorâ€“Associated Factor 2 Signaling Provokes Adverse Cardiac Remodeling
in the Adult Mammalian Heart. Circulation: Heart Failure, 2013, 6, 535-543. 1.6 29

3496 Adenomatous Polyposis Coli Regulates Oligodendroglial Development. Journal of Neuroscience, 2013,
33, 3113-3130. 1.7 102



194

Citation Report

# Article IF Citations

3497 Computational Translation of Nonmammalian Species Data to Mammalian Species to Meet REACH and
Next Generation Risk Assessment Needs. , 2013, , 113-136. 1

3498 Global Subcellular Characterization of Protein Degradation Using Quantitative Proteomics.
Molecular and Cellular Proteomics, 2013, 12, 638-650. 2.5 121

3499
Antisense transcripts enhanced by camptothecin at divergent CpG-island promoters associated with
bursts of topoisomerase I-DNA cleavage complex and R-loop formation. Nucleic Acids Research, 2013,
41, 10110-10123.

6.5 57

3500
APR-246/PRIMA-1MET rescues epidermal differentiation in skin keratinocytes derived from EEC syndrome
patients with p63 mutations. Proceedings of the National Academy of Sciences of the United States of
America, 2013, 110, 2157-2162.

3.3 37

3501 TSGene: a web resource for tumor suppressor genes. Nucleic Acids Research, 2013, 41, D970-D976. 6.5 295

3502 Oxidative Damage to Rhesus Macaque Spermatozoa Results in Mitotic Arrest and Transcript
Abundance Changes in Early Embryos1. Biology of Reproduction, 2013, 89, 72. 1.2 30

3503 Induction of sarcomas by mutant IDH2. Genes and Development, 2013, 27, 1986-1998. 2.7 135

3504 HFR1 Sequesters PIF1 to Govern the Transcriptional Network Underlying Light-Initiated Seed
Germination in <i>Arabidopsis</i> Â  Â  Â . Plant Cell, 2013, 25, 3770-3784. 3.1 128

3505 Widespread DNA hypomethylation at gene enhancer regions in placentas associated with early-onset
pre-eclampsia. Molecular Human Reproduction, 2013, 19, 697-708. 1.3 187

3506 Genetic Variants Contribute to Gene Expression Variability in Humans. Genetics, 2013, 193, 95-108. 1.2 98

3507 CDKN2B expression in adipose tissue of familial combined hyperlipidemia patients. Journal of Lipid
Research, 2013, 54, 3491-3505. 2.0 23

3508 Genome-Wide Scans for Candidate Genes Involved in the Aquatic Adaptation of Dolphins. Genome
Biology and Evolution, 2013, 5, 130-139. 1.1 49

3509 Combinatorial mRNA binding by AUF1 and Argonaute 2 controls decay of selected target mRNAs.
Nucleic Acids Research, 2013, 41, 2644-2658. 6.5 37

3510
MicroRNA-144 Regulates Hepatic ATP Binding Cassette Transporter A1 and Plasma High-Density
Lipoprotein After Activation of the Nuclear Receptor Farnesoid X Receptor. Circulation Research,
2013, 112, 1602-1612.

2.0 149

3511 A Tumorigenic MLL-Homeobox Network in Human Glioblastoma Stem Cells. Cancer Research, 2013, 73,
417-427. 0.4 77

3512 Gene Expression Profile in Human Trabecular Meshwork From Patients With Primary Open-Angle
Glaucoma. , 2013, 54, 6382. 56

3513 Genome-wide analysis of LXRÎ± activation reveals new transcriptional networks in human
atherosclerotic foam cells. Nucleic Acids Research, 2013, 41, 3518-3531. 6.5 32

3514 Overabundant FANCD2, alone and combined with NQO1, is a sensitive marker of adverse prognosis in
breast cancer. Annals of Oncology, 2013, 24, 2780-2785. 0.6 28



195

Citation Report

# Article IF Citations

3515
Conformational dynamics control ubiquitin-deubiquitinase interactions and influence in vivo
signaling. Proceedings of the National Academy of Sciences of the United States of America, 2013, 110,
11379-11384.

3.3 48

3516 Genome-wide comparison of DNA hydroxymethylation in mouse embryonic stem cells and neural
progenitor cells by a new comparative hMeDIP-seq method. Nucleic Acids Research, 2013, 41, e84-e84. 6.5 84

3517 GATA-1 genome-wide occupancy associates with distinct epigenetic profiles in mouse fetal liver
erythropoiesis. Nucleic Acids Research, 2013, 41, 4938-4948. 6.5 24

3518 Quantitative Proteomics Reveals the Induction of Mitophagy in Tumor Necrosis Factor-Î±-activated (TNFÎ±)
Macrophages. Molecular and Cellular Proteomics, 2013, 12, 2394-2407. 2.5 38

3519 Changes in Mouse Uterine Transcriptome in Estrus and Proestrus1. Biology of Reproduction, 2013, 89,
13. 1.2 36

3520 Differential Gene Expression Profiling after Conditional MÃ¼ller-Cell Ablation in a Novel Transgenic
Model. , 2013, 54, 2142. 13

3521 Acetylation dynamics of human nuclear proteins during the ionizing radiation-induced DNA damage
response. Cell Cycle, 2013, 12, 1688-1695. 1.3 27

3522 Chemoprevention of Prostate Cancer by <scp>d</scp>,<scp>l</scp>-Sulforaphane Is Augmented by
Pharmacological Inhibition of Autophagy. Cancer Research, 2013, 73, 5985-5995. 0.4 44

3523 Changes in mRNA Stability Associated with Cold Stress in Arabidopsis Cells. Plant and Cell Physiology,
2013, 54, 180-194. 1.5 49

3524 Non-polyadenylated transcription in embryonic stem cells reveals novel non-coding RNA related to
pluripotency and differentiation. Nucleic Acids Research, 2013, 41, 6300-6315. 6.5 28

3525
Deficiency in Hematopoietic Phosphatase Ptpn6/Shp1 Hyperactivates the Innate Immune System and
Impairs Control of Bacterial Infections in Zebrafish Embryos. Journal of Immunology, 2013, 190,
1631-1645.

0.4 60

3526 Gene expression changes with age in skin, adipose tissue, blood and brain. Genome Biology, 2013, 14, R75. 13.9 263

3527 Protein Phosphatase 2A Enables Expression of Interleukin 17 (IL-17) through Chromatin Remodeling.
Journal of Biological Chemistry, 2013, 288, 26775-26784. 1.6 77

3528 Proteomic Profiles of the Embryonic Chorioamnion and Uterine Caruncles in Buffaloes (Bubalus) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 222 Td (bubalis) with Normal and Retarded Embryonic Development1. Biology of Reproduction, 2013, 88, 119.1.2 33

3529 Modeling, simulation and analysis of methylation profiles from reduced representation bisulfite
sequencing experiments. Statistical Applications in Genetics and Molecular Biology, 2013, 12, 723-42. 0.2 22

3530 Reverse engineering a mouse embryonic stem cell-specific transcriptional network reveals a new
modulator of neuronal differentiation. Nucleic Acids Research, 2013, 41, 711-726. 6.5 24

3531 A Comparative Approach to Characterize the Landscape of Host-Pathogen Protein-Protein Interactions.
Journal of Visualized Experiments, 2013, , e50404. 0.2 2

3532 Co-regulated gene expression by oestrogen receptor Î± and liver receptor homolog-1 is a feature of the
oestrogen response in breast cancer cells. Nucleic Acids Research, 2013, 41, 10228-10240. 6.5 49



196

Citation Report

# Article IF Citations

3533 Analysis of disease-associated objects at the Rat Genome Database. Database: the Journal of Biological
Databases and Curation, 2013, 2013, bat046. 1.4 11

3534 Mice overexpressing CD97 in intestinal epithelial cells provide a unique model for mammalian
postnatal intestinal cylindrical growth. Molecular Biology of the Cell, 2013, 24, 2256-2268. 0.9 13

3535 The Glucocorticoid Receptor and KLF15 Regulate Gene Expression Dynamics and Integrate Signals
through Feed-Forward Circuitry. Molecular and Cellular Biology, 2013, 33, 2104-2115. 1.1 84

3536 A graphical model method for integrating multiple sources of genome-scale data. Statistical
Applications in Genetics and Molecular Biology, 2013, 12, 469-87. 0.2 5

3537 Genetic circuitry of <i>Survival motor neuron</i> , the gene underlying spinal muscular atrophy.
Proceedings of the National Academy of Sciences of the United States of America, 2013, 110, E2371-80. 3.3 37

3538 Gene-set analysis is severely biased when applied to genome-wide methylation data. Bioinformatics,
2013, 29, 1851-1857. 1.8 124

3539 Epigenomic plasticity enables human pancreatic Î± to Î² cell reprogramming. Journal of Clinical
Investigation, 2013, 123, 1275-1284. 3.9 365

3540 The Relationship Between Long-Range Chromatin Occupancy and Polymerization of
the<i>Drosophila</i>ETS Family Transcriptional Repressor Yan. Genetics, 2013, 193, 633-649. 1.2 28

3541 Exploring mRNA 3â€²-UTR G-quadruplexes: evidence of roles in both alternative polyadenylation and mRNA
shortening. Nucleic Acids Research, 2013, 41, 5898-5911. 6.5 135

3542 Dynamic modular architecture of protein-protein interaction networks beyond the dichotomy of
â€˜dateâ€™ and â€˜partyâ€™ hubs. Scientific Reports, 2013, 3, 1691. 1.6 71

3543 CDX2 regulation by the RNA-binding protein MEX3A: impact on intestinal differentiation and stemness.
Nucleic Acids Research, 2013, 41, 3986-3999. 6.5 94

3544 DCGL v2.0: An R Package for Unveiling Differential Regulation from Differential Co-expression. PLoS
ONE, 2013, 8, e79729. 1.1 83

3545 Meta-Analysis of Genetic Programs between Idiopathic Pulmonary Fibrosis and Sarcoidosis. PLoS ONE,
2013, 8, e71059. 1.1 17

3546
Reduced Insulin/Insulin-like Growth Factor-1 Signaling and Dietary Restriction Inhibit Translation but
Preserve Muscle Mass in Caenorhabditis elegans. Molecular and Cellular Proteomics, 2013, 12,
3624-3639.

2.5 79

3547 Signal Transducer and Activator of Transcription 3 Limits Epstein-Barr Virus Lytic Activation in B
Lymphocytes. Journal of Virology, 2013, 87, 11438-11446. 1.5 42

3548 Categorical spectral analysis of periodicity in human and viral genomes. Nucleic Acids Research, 2013,
41, 1395-1405. 6.5 13

3549 Brain-Derived Neurotrophic Factor Signaling Rewrites the Glucocorticoid Transcriptome via
Glucocorticoid Receptor Phosphorylation. Molecular and Cellular Biology, 2013, 33, 4138-4138. 1.1 42

3550 Systematic Prediction of Pharmacodynamic Drug-Drug Interactions through
Protein-Protein-Interaction Network. PLoS Computational Biology, 2013, 9, e1002998. 1.5 130



197

Citation Report

# Article IF Citations

3551 Exploring the potential of the platelet membrane proteome as a source of peripheral biomarkers for
Alzheimer's disease. Alzheimer's Research and Therapy, 2013, 5, 32. 3.0 32

3552 Differential DNA methylation with age displays both common and dynamic features across human
tissues that are influenced by CpG landscape. Genome Biology, 2013, 14, R102. 13.9 291

3553 Rac1 is deactivated at integrin activation sites via an IQGAP1/filamin-A/RacGAP1 pathway. Journal of Cell
Science, 2013, 126, 4121-35. 1.2 68

3554 Revealing the Underlying Mechanism of Ischemia Reperfusion Injury Using Bioinformatics Approach.
Kidney and Blood Pressure Research, 2013, 38, 99-108. 0.9 13

3555 Transcriptome-wide expansion of non-coding regulatory switches: evidence from co-occurrence of
Alu exonization, antisense and editing. Nucleic Acids Research, 2013, 41, 2121-2137. 6.5 29

3556 MiR-210 disturbs mitotic progression through regulating a group of mitosis-related genes. Nucleic
Acids Research, 2013, 41, 498-508. 6.5 76

3557 ER exit sites are physical and functional core autophagosome biogenesis components. Molecular
Biology of the Cell, 2013, 24, 2918-2931. 0.9 330

3558
A high-content, high-throughput siRNA screen identifies cyclin D2 as a potent regulator of muscle
progenitor cell fusion and a target to enhance muscle regeneration. Human Molecular Genetics, 2013,
22, 3283-3295.

1.4 15

3559 Preferential eradication of acute myelogenous leukemia stem cells by fenretinide. Proceedings of the
National Academy of Sciences of the United States of America, 2013, 110, 5606-5611. 3.3 49

3560
Landscape of proteinâ€“protein interactions in <i>Drosophila</i> immune deficiency signaling during
bacterial challenge. Proceedings of the National Academy of Sciences of the United States of America,
2013, 110, 10717-10722.

3.3 37

3561 Comparative Proteomic Analysis of Supportive and Unsupportive Extracellular Matrix Substrates for
Human Embryonic Stem Cell Maintenance. Journal of Biological Chemistry, 2013, 288, 18716-18731. 1.6 50

3562 Dissecting the Roles of Tyrosines 490 and 785 of TrkA Protein in the Induction of Downstream Protein
Phosphorylation Using Chimeric Receptors. Journal of Biological Chemistry, 2013, 288, 16606-16618. 1.6 18

3563
Collaborative Regulation of Development but Independent Control of Metabolism by Two
Epidermis-specific Transcription Factors in Caenorhabditis elegans. Journal of Biological Chemistry,
2013, 288, 33411-33426.

1.6 29

3564 Reactivation of Fetal Splicing Programs in Diabetic Hearts Is Mediated by Protein Kinase C Signaling.
Journal of Biological Chemistry, 2013, 288, 35372-35386. 1.6 54

3565 Common functional targets of adaptive microâ€• and macroâ€•evolutionary divergence in killifish.
Molecular Ecology, 2013, 22, 3780-3796. 2.0 40

3566 Compensation of the Metabolic Costs of Antibiotic Resistance by Physiological Adaptation in
Escherichia coli. Antimicrobial Agents and Chemotherapy, 2013, 57, 3752-3762. 1.4 68

3567 Cytotoxic Necrotizing Factor 1 and Hemolysin from Uropathogenic Escherichia coli Elicit Different
Host Responses in the Murine Bladder. Infection and Immunity, 2013, 81, 99-109. 1.0 66

3568 Magnetic Fractionation and Proteomic Dissection of Cellular Organelles Occupied by the Late
Replication Complexes of Semliki Forest Virus. Journal of Virology, 2013, 87, 10295-10312. 1.5 52



198

Citation Report

# Article IF Citations

3569 Release of Severe Acute Respiratory Syndrome Coronavirus Nuclear Import Block Enhances Host
Transcription in Human Lung Cells. Journal of Virology, 2013, 87, 3885-3902. 1.5 140

3570 Microarray Analysis of Transcriptome of Medulla Identifies Potential Biomarkers for Parkinsonâ€™s
Disease. International Journal of Genomics, 2013, 2013, 1-7. 0.8 12

3571 Estrogen Reduces Lipid Content in the Liver Exclusively from Membrane Receptor Signaling. Science
Signaling, 2013, 6, ra36. 1.6 88

3572 Expression profiling based on graph-clustering approach to determine colon cancer pathway. Journal
of Cancer Research and Therapeutics, 2013, 9, 467. 0.3 4

3573 Translation initiation factor eIF3h targets specific transcripts to polysomes during embryogenesis.
Proceedings of the National Academy of Sciences of the United States of America, 2013, 110, 9818-9823. 3.3 56

3574 MelanomaDB: A Web Tool for Integrative Analysis of Melanoma Genomic Information to Identify
Disease-Associated Molecular Pathways. Frontiers in Oncology, 2013, 3, 184. 1.3 13

3575 Potential for Cell-Mediated Immune Responses in Mouse Models of Pelizaeus-Merzbacher Disease.
Brain Sciences, 2013, 3, 1417-1444. 1.1 11

3576 Evaluation of Different Normalization and Analysis Procedures for Illumina Gene Expression
Microarray Data Involving Small Changes. Microarrays (Basel, Switzerland), 2013, 2, 131-152. 1.4 12

3577 siRNA Genome Screening Approaches to Therapeutic Drug Repositioning. Pharmaceuticals, 2013, 6,
124-160. 1.7 25

3578 Bioinformatics and Gene Network Analyses of the Swine Mammary Gland Transcriptome during Late
Gestation. Bioinformatics and Biology Insights, 2013, 7, BBI.S12205. 1.0 13

3579 ChIP-Seq Data Mining: Remarkable Differences in NRSF/REST Target Genes between Human ESC and
ESC-Derived Neurons. Bioinformatics and Biology Insights, 2013, 7, BBI.S13279. 1.0 29

3580
Identification of Differentially Evolved Genes: An Alternative Approach to Detection of Accelerated
Molecular Evolution from Genome-Wide Comparative Data. Evolutionary Bioinformatics, 2013, 9,
EBO.S12166.

0.6 2

3581 A Comprehensive Profile of ChIP-Seq-Based STAT1 Target Genes Suggests the Complexity of
STAT1-Mediated Gene Regulatory Mechanisms. Gene Regulation and Systems Biology, 2013, 7, GRSB.S11433. 2.3 84

3582 Quantitative Proteomic Analysis of the Hippocampus in the 5XFAD Mouse Model at Early Stages of
Alzheimer's Disease Pathology. Journal of Alzheimer's Disease, 2013, 36, 321-334. 1.2 39

3583 Cardiomyocyte-specific perilipin 5 overexpression leads to myocardial steatosis and modest cardiac
dysfunction. Journal of Lipid Research, 2013, 54, 953-965. 2.0 108

3584 Models incorporating chromatin modification data identify functionally important p53 binding sites.
Nucleic Acids Research, 2013, 41, 5582-5593. 6.5 4

3585 Target Gene and Function Prediction of Differentially Expressed MicroRNAs in Lactating Mammary
Glands of Dairy Goats. International Journal of Genomics, 2013, 2013, 1-13. 0.8 24

3586 Sequential Binary Gene Ratio Tests Define a Novel Molecular Diagnostic Strategy for Malignant
Pleural Mesothelioma. Clinical Cancer Research, 2013, 19, 2493-2502. 3.2 27



199

Citation Report

# Article IF Citations

3587 Dissection of the Human Multipotent Adult Progenitor Cell Secretome by Proteomic Analysis. Stem
Cells Translational Medicine, 2013, 2, 745-757. 1.6 35

3588 Comparing the Gene Expression Profile of Stromal Cells from Human Cord Blood and Bone Marrow:
Lack of the Typical â€œBoneâ€• Signature in Cord Blood Cells. Stem Cells International, 2013, 2013, 1-13. 1.2 77

3589 Systems-Level Analysis of Genome-Wide Association Data. G3: Genes, Genomes, Genetics, 2013, 3, 119-129. 0.8 55

3590 Elucidating Novel Serum Biomarkers Associated with Pulmonary Tuberculosis Treatment. PLoS ONE,
2013, 8, e61002. 1.1 95

3591
Dysregulation of synaptogenesis genes antecedes motor neuron pathology in spinal muscular
atrophy. Proceedings of the National Academy of Sciences of the United States of America, 2013, 110,
19348-19353.

3.3 161

3592 Integration of clinical data with a genomeâ€•scale metabolic model of the human adipocyte. Molecular
Systems Biology, 2013, 9, 649. 3.2 217

3593 Skeletal muscle carnitine loading increases energy expenditure, modulates fuel metabolism gene
networks and prevents body fat accumulation in humans. Journal of Physiology, 2013, 591, 4655-4666. 1.3 58

3594
TRANSCRIPTOME-WIDE EXPRESSION VARIATION ASSOCIATED WITH ENVIRONMENTAL PLASTICITY AND
MATING SUCCESS IN CACTOPHILICDROSOPHILA MOJAVENSIS. Evolution; International Journal of
Organic Evolution, 2013, 67, 1950-1963.

1.1 28

3595
Molecular basis for the action of a dietary flavonoid revealed by the comprehensive identification of
apigenin human targets. Proceedings of the National Academy of Sciences of the United States of
America, 2013, 110, E2153-62.

3.3 115

3596 A screen for morphological complexity identifies regulators of switch-like transitions between
discreteÂ cell shapes. Nature Cell Biology, 2013, 15, 860-871. 4.6 158

3597 Estrogen and progesterone together expand murine endometrial epithelial progenitor cells. Stem
Cells, 2013, 31, 808-822. 1.4 47

3598 Subcutaneous and gonadal adipose tissue transcriptome differences in lean and obese female dogs.
Animal Genetics, 2013, 44, 728-735. 0.6 4

3599 Upregulation of skeletal muscle inflammatory genes links inflammation with insulin resistance in
women with the metabolic syndrome. Experimental Physiology, 2013, 98, 1485-1494. 0.9 23

3600 Vitamin D activation of functionally distinct regulatory miRNAs in primary human osteoblasts.
Journal of Bone and Mineral Research, 2013, 28, 1478-1488. 3.1 72

3601 Direct regulation of abiotic responses by the <scp>A</scp>rabidopsis circadian clock component
<scp>PRR</scp>7. Plant Journal, 2013, 76, 101-114. 2.8 180

3602 Unique growth pattern of human mammary epithelial cells induced by polymeric nanoparticles.
Physiological Reports, 2013, 1, e00027. 0.7 11

3603 <i>N</i>â€•linked glycoproteome profiling of human serum using tandem enrichment and multiple
fraction concatenation. Electrophoresis, 2013, 34, 2440-2450. 1.3 24

3604 Î²â€•actin knockâ€•out mouse embryonic fibroblasts show increased expression of LIMâ€•, CHâ€•, EFhâ€•domain
containing proteins with predicted common upstream regulators. Cytoskeleton, 2013, 70, 766-774. 1.0 3



200

Citation Report

# Article IF Citations

3605 Skeletal muscle tissue transcriptome differences in lean and obese female beagle dogs. Animal
Genetics, 2013, 44, 560-568. 0.6 7

3606 The identification of genetic pathways involved in vascular adaptations after physical deconditioning
<i>versus</i> exercise training in humans. Experimental Physiology, 2013, 98, 710-721. 0.9 16

3607 Identification of radiationâ€•sensitive expressed genes in the ICR and AKR/J mouse thymus. Cell Biology
International, 2013, 37, 485-494. 1.4 3

3608 p38Î± MAPK Regulates Adult Muscle Stem Cell Fate by Restricting Progenitor Proliferation During
Postnatal Growth and Repair. Stem Cells, 2013, 31, 1597-1610. 1.4 48

3609 Genomic resource development for shellfish of conservation concern. Molecular Ecology
Resources, 2013, 13, 295-305. 2.2 13

3610 Predictors of depression in breast cancer patients treated with radiation: Role of prior chemotherapy
and nuclear factor kappa B. Cancer, 2013, 119, 1951-1959. 2.0 59

3611 Genome-wide DNA methylation assay reveals novel candidate biomarker genes in cervical cancer.
Epigenetics, 2013, 8, 1213-1225. 1.3 87

3612 TCL1A and ATM are co-expressed in chronic lymphocytic leukemia cells without deletion of 11q.
Haematologica, 2013, 98, 269-273. 1.7 5

3613 <scp>MERTK</scp> controls melanoma cell migration and survival and differentially regulates cell
behavior relative to <scp>AXL</scp>. Pigment Cell and Melanoma Research, 2013, 26, 527-541. 1.5 44

3614 Maturation of the developing human fetal prostate in a rodent xenograft model. Prostate, 2013, 73,
1761-1775. 1.2 10

3615 Unraveling amyloid toxicity pathway in NIH3T3 cells by a combined proteomic and <sup>1</sup>Hâ€•NMR
metabonomic approach. Journal of Cellular Physiology, 2013, 228, 1359-1367. 2.0 10

3616 ArabidopsismRNA secondary structure correlates with protein function and domains. Plant Signaling
and Behavior, 2013, 8, e24301. 1.2 18

3617 Molecular interaction networks for the analysis of human disease: Utility, limitations, and
considerations. Proteomics, 2013, 13, 3393-3405. 1.3 17

3618 Draft genome sequence of the Tibetan antelope. Nature Communications, 2013, 4, 1858. 5.8 229

3619

Molecular network of chromatin immunoprecipitation followed by deep sequencingâ€•based (ChIPâ€•Seq)
<scp>E</scp>psteinâ€“<scp>B</scp>arr virus nuclear antigenÂ 1â€•target cellular genes supports biological
implications of <scp>E</scp>psteinâ€“<scp>B</scp>arr virus persistence in multiple sclerosis. Clinical
and Experimental Neuroimmunology, 2013, 4, 181-192.

0.5 2

3620 Nonâ€•trisomic homeobox gene expression during craniofacial development in the Ts65Dn mouse model
of Down syndrome. American Journal of Medical Genetics, Part A, 2013, 161, 1866-1874. 0.7 11

3621 Transcriptional analysis of intramuscular fatty acid composition in the longissimus thoracis muscle
of <scp>I</scp>berianÂ Ã—Â <scp>L</scp>andrace backâ€•crossed pigs. Animal Genetics, 2013, 44, 648-660. 0.6 19

3622 Global remodelling of cellular microenvironment due to loss of collagen VII. Molecular Systems
Biology, 2013, 9, 657. 3.2 89



201

Citation Report

# Article IF Citations

3623
Brain RegionSpecific Transcriptomic Markers of Serotonin1A Receptor Agonist Action Mediating
Sexual Rejection and Aggression in Female Marmoset Monkeys. Journal of Sexual Medicine, 2013, 10,
1461-1475.

0.3 22

3624 Hepatic genotoxicity and toxicogenomic responses in Mutaâ„¢Mouse males treated with
dibenz[a,h]anthracene. Mutagenesis, 2013, 28, 543-554. 1.0 19

3625
Chronic Ethanol Exposure Increases Cytochrome Pâ€•450 and Decreases Activated in Blocked Unfolded
Protein Response Gene Family Transcripts in <i>Caenorhabditis elegans</i>. Journal of Biochemical and
Molecular Toxicology, 2013, 27, 219-228.

1.4 14

3626 Correlation analysis between gene expression profile of highâ€•fat emulsionâ€•induced nonâ€•alcoholic fatty
liver and liver regeneration in rat. Cell Biology International, 2013, 37, 917-928. 1.4 3

3627 Identification of lung cancer associated protein by clique percolation clustering analysis. , 2013, , . 1

3628 Selective isolation and analysis of glycoprotein fractions and their glycomes from hepatocellular
carcinoma sera. Proteomics, 2013, 13, 1481-1498. 1.3 67

3629 Gene expression profiling revealed specific spermatogonial stem cell genes in mouse. Genesis, 2013, 51,
83-96. 0.8 13

3630 Investigating gene expression differences in two chicken groups with variable propensity to feather
pecking. Animal Genetics, 2013, 44, 773-777. 0.6 18

3631 Tissue transglutaminase mediates the proâ€•malignant effects of oncostatin M receptor overâ€•expression
in cervical squamous cell carcinoma. Journal of Pathology, 2013, 231, 168-179. 2.1 31

3632 Copy number variations identified in the chicken using a 60K <scp>SNP</scp> BeadChip. Animal
Genetics, 2013, 44, 276-284. 0.6 37

3633 Bayesian nonparametric variable selection as an exploratory tool for discovering differentially
expressed genes. Statistics in Medicine, 2013, 32, 2114-2126. 0.8 6

3634 Blood Transcriptomic Biomarkers of Alzheimer's Disease Patients Treated with EHT 0202. Journal of
Alzheimer's Disease, 2013, 34, 469-483. 1.2 10

3635
Biochemical and quantitative proteomics investigations in Arabidopsis<i>ggt1</i>mutant leaves reveal
a role for the gamma-glutamyl cycle in plant's adaptation to environment. Proteomics, 2013, 13,
2031-2045.

1.3 64

3636 Gene expression patterns unveil a new level of molecular heterogeneity in colorectal cancer. Journal
of Pathology, 2013, 231, 63-76. 2.1 331

3637 NTHi induction of Cxcl2 and middle ear mucosal metaplasia in mice. Laryngoscope, 2013, 123, E66-71. 1.1 21

3638 Hairless and the polyamine putrescine form a negative regulatory loop in the epidermis. Experimental
Dermatology, 2013, 22, 644-649. 1.4 10

3639 Composition of the HLAâ€•DRâ€•associated human thymus peptidome. European Journal of Immunology, 2013,
43, 2273-2282. 1.6 38

3640 An essential role for decorin in bladder cancer invasiveness. EMBO Molecular Medicine, 2013, 5,
1835-1851. 3.3 45



202

Citation Report

# Article IF Citations

3641 Twoâ€•step OFFGEL approach for effective peptide separation compatible with iTRAQ labeling. Proteomics,
2013, 13, 3261-3266. 1.3 2

3642 Perturbation of the mutated EGFR interactome identifies vulnerabilities and resistance mechanisms.
Molecular Systems Biology, 2013, 9, 705. 3.2 42

3643 Xenohormetic and anti-aging activity of secoiridoid polyphenols present in extra virgin olive oil. Cell
Cycle, 2013, 12, 555-578. 1.3 131

3644 Plasma protein analysis of patients with different <scp>B</scp>â€•cell lymphomas using highâ€•content
antibody microarrays. Proteomics - Clinical Applications, 2013, 7, 802-812. 0.8 17

3645 Thrombospondin 1 Mediates High-Fat Diet-Induced Muscle Fibrosis and Insulin Resistance in Male Mice.
Endocrinology, 2013, 154, 4548-4559. 1.4 64

3646 So close and yet so far: mitochondria and peroxisomes are one but with specific talents. Archives of
Physiology and Biochemistry, 2013, 119, 126-135. 1.0 21

3647
Wnt/Rspondin/Î²-catenin signals control axonal sorting and lineage progression in Schwann cell
development. Proceedings of the National Academy of Sciences of the United States of America, 2013,
110, 18174-18179.

3.3 74

3648 Integrative Proteomic and Transcriptomic Analyses Reveal Multiple Post-transcriptional Regulatory
Mechanisms of Mouse Spermatogenesis. Molecular and Cellular Proteomics, 2013, 12, 1144-1157. 2.5 70

3649 Time-dependent Gene Expression Analysis of the Developing Superior Olivary Complex. Journal of
Biological Chemistry, 2013, 288, 25865-25879. 1.6 32

3650 Genome-Wide Analysis of Chromatin States Reveals Distinct Mechanisms of Sex-Dependent Gene
Regulation in Male and Female Mouse Liver. Molecular and Cellular Biology, 2013, 33, 3594-3610. 1.1 140

3651 A hidden Markov model to identify combinatorial epigenetic regulation patterns for estrogen
receptor Î± target genes. Bioinformatics, 2013, 29, 22-28. 1.8 14

3652 Prediction of molecular mimicry candidates in human pathogenic bacteria. Virulence, 2013, 4, 453-466. 1.8 70

3653 Deletion of STK40 Protein in Mice Causes Respiratory Failure and Death at Birth*. Journal of
Biological Chemistry, 2013, 288, 5342-5352. 1.6 18

3654
Lkb1/Stk11 regulation of mTOR signaling controls the transition of chondrocyte fates and suppresses
skeletal tumor formation. Proceedings of the National Academy of Sciences of the United States of
America, 2013, 110, 19450-19455.

3.3 37

3655 Comparative Analysis of Monocyte Subsets in the Pig. Journal of Immunology, 2013, 190, 6389-6396. 0.4 91

3656
C1q-induced LRP1B and GPR6 Proteins Expressed Early in Alzheimer Disease Mouse Models, Are Essential
for the C1q-mediated Protection against Amyloid-Î² Neurotoxicity. Journal of Biological Chemistry, 2013,
288, 654-665.

1.6 116

3657 A novel network and sparsity constraint regression model for functional module identification in
genomic data analysis. International Journal of Data Mining and Bioinformatics, 2013, 8, 311. 0.1 2

3658 Loss of T Cell Progenitor Checkpoint Control Underlies Leukemia Initiation in Rag1-Deficient Nonobese
Diabetic Mice. Journal of Immunology, 2013, 190, 3276-3288. 0.4 5



203

Citation Report

# Article IF Citations

3659 A Nucleus-targeted Alternately Spliced Nix/Bnip3L Protein Isoform Modifies Nuclear Factor ÎºB
(NFÎºB)-mediated Cardiac Transcription. Journal of Biological Chemistry, 2013, 288, 15455-15465. 1.6 14

3660 The ETS Domain Transcription Factor ELK1 Directs a Critical Component of Growth Signaling by the
Androgen Receptor in Prostate Cancer Cells. Journal of Biological Chemistry, 2013, 288, 11047-11065. 1.6 57

3661 Genome-wide SNP analysis of the Systemic Capillary Leak Syndrome (Clarkson disease). Rare Diseases
(Austin, Tex ), 2013, 1, e27445. 1.8 27

3662 Histone deacetylase inhibitors modulate miRNA and mRNA expression, block metaphase, and induce
apoptosis in inflammatory breast cancer cells. Cancer Biology and Therapy, 2013, 14, 658-671. 1.5 35

3663 Eosinophils secrete IL-4 to facilitate liver regeneration. Proceedings of the National Academy of
Sciences of the United States of America, 2013, 110, 9914-9919. 3.3 228

3664 Number Variation of High Stability Regions Is Correlated with Gene Functions. Genome Biology and
Evolution, 2013, 5, 484-493. 1.1 9

3665 MicroRNA Profiling of Sendai Virus-Infected A549 Cells Identifies miR-203 as an Interferon-Inducible
Regulator of IFIT1/ISG56. Journal of Virology, 2013, 87, 9260-9270. 1.5 33

3666 Nematode Asparaginyl-tRNA Synthetase Resolves Intestinal Inflammation in Mice with T-Cell Transfer
Colitis. Vaccine Journal, 2013, 20, 276-281. 3.2 36

3667
Selective capacity of metreleptin administration to reconstitute CD4 <sup>+</sup> T-cell number in
females with acquired hypoleptinemia. Proceedings of the National Academy of Sciences of the United
States of America, 2013, 110, E818-27.

3.3 41

3668 Loss of Arp2/3 induces an NF-ÎºBâ€“dependent, nonautonomous effect on chemotactic signaling. Journal
of Cell Biology, 2013, 203, 907-916. 2.3 37

3669 Genetic and Nongenetic Variation Revealed for the Principal Components of Human Gene Expression.
Genetics, 2013, 195, 1117-1128. 1.2 23

3670 Multi-omic Data Integration Links Deleted in Breast Cancer 1 (DBC1) Degradation to Chromatin
Remodeling in Inflammatory Response. Molecular and Cellular Proteomics, 2013, 12, 2136-2147. 2.5 3

3671 WEB-based GEne SeT AnaLysis Toolkit (WebGestalt): update 2013. Nucleic Acids Research, 2013, 41,
W77-W83. 6.5 1,458

3672
STAT3 suppresses transcription of proapoptotic genes in cancer cells with the involvement of its
N-terminal domain. Proceedings of the National Academy of Sciences of the United States of America,
2013, 110, 1267-1272.

3.3 125

3673 FIDEA: a server for the functional interpretation of differential expression analysis. Nucleic Acids
Research, 2013, 41, W84-W88. 6.5 39

3675
Reciprocal Negative Cross-Talk between Liver X Receptors (LXRs) and STAT1: Effects on IFN-Î³â€“Induced
Inflammatory Responses and LXR-Dependent Gene Expression. Journal of Immunology, 2013, 190,
6520-6532.

0.4 44

3676 Hyperosmotic stress induces cell cycle arrest in retinal pigmented epithelial cells. Cell Death and
Disease, 2013, 4, e662-e662. 2.7 28

3677 Inter-ethnic differences in lymphocyte sensitivity to glucocorticoids reflect variation in
transcriptional response. Pharmacogenomics Journal, 2013, 13, 121-129. 0.9 26



204

Citation Report

# Article IF Citations

3678 HDAC inhibitors induce transcriptional repression of high copy number genes in breast cancer
through elongation blockade. Oncogene, 2013, 32, 2828-2835. 2.6 77

3679 TRIM32-dependent transcription in adult neural progenitor cells regulates neuronal differentiation.
Cell Death and Disease, 2013, 4, e976-e976. 2.7 38

3680
A link between host plant adaptation and pesticide resistance in the polyphagous spider mite
<i>Tetranychus urticae</i>. Proceedings of the National Academy of Sciences of the United States of
America, 2013, 110, E113-22.

3.3 347

3681 The impact of TEL-AML1 (ETV6-RUNX1) expression in precursor B cells and implications for leukaemia
using three different genome-wide screening methods. Blood Cancer Journal, 2013, 3, e151-e151. 2.8 33

3682 miR-125b transcriptionally increased by Nrf2 inhibits AhR repressor, which protects kidney from
cisplatin-induced injury. Cell Death and Disease, 2013, 4, e899-e899. 2.7 77

3683 Genetic mapping identifies a major locus spanning P450 clusters associated with pyrethroid resistance
in kdr-free Anopheles arabiensis from Chad. Heredity, 2013, 110, 389-397. 1.2 46

3684 A global map for dissecting phenotypic variants in human lincRNAs. European Journal of Human
Genetics, 2013, 21, 1128-1133. 1.4 25

3685 3,4-Dimethoxyphenyl Bis-benzimidazole Derivative, Mitigates Radiation-Induced DNA Damage. Radiation
Research, 2013, 179, 647. 0.7 5

3686 Alphacoronavirus Protein 7 Modulates Host Innate Immune Response. Journal of Virology, 2013, 87,
9754-9767. 1.5 41

3687 Harnessing virtual machines to simplify next-generation DNA sequencing analysis. Bioinformatics,
2013, 29, 2075-2083. 1.8 25

3688 Integrative Analyses for Functional Mechanisms Underlying Associations for Rheumatoid Arthritis.
Journal of Rheumatology, 2013, 40, 1063-1068. 1.0 11

3689 Resistin-Like Molecule Î± Stimulates Proliferation of Mesenchymal Stem Cells While Maintaining Their
Multipotency. Stem Cells and Development, 2013, 22, 239-247. 1.1 15

3690 Toll-Like Receptor 7 Mediates Early Innate Immune Responses to Malaria. Infection and Immunity, 2013,
81, 4431-4442. 1.0 76

3691 Modulation of gene expression via overlapping binding sites exerted by ZNF143, Notch1 and THAP11.
Nucleic Acids Research, 2013, 41, 4000-4014. 6.5 55

3692 Identification of CRM1-dependent Nuclear Export Cargos Using Quantitative Mass Spectrometry.
Molecular and Cellular Proteomics, 2013, 12, 664-678. 2.5 85

3693 Computational detection of abundant long-range nucleotide covariation in Drosophila genomes. Rna,
2013, 19, 1171-1182. 1.6 6

3694 GenomeRNAi: a database for cell-based and in vivo RNAi phenotypes, 2013 update. Nucleic Acids
Research, 2013, 41, D1021-D1026. 6.5 135

3695 A Novel Effect of Polychlorinated Biphenyls: Impairment of the Tight Junctions in the Mouse
Epididymis. Toxicological Sciences, 2013, 134, 382-390. 1.4 22



205

Citation Report

# Article IF Citations

3696 PQBP1, a factor linked to intellectual disability, affects alternative splicing associated with neurite
outgrowth. Genes and Development, 2013, 27, 615-626. 2.7 65

3697 Gene expression-based modeling of human cortical synaptic density. Proceedings of the National
Academy of Sciences of the United States of America, 2013, 110, 6571-6576. 3.3 32

3698
Systematic Proteomic Analysis Identifies Î²-Site Amyloid Precursor Protein Cleaving Enzyme 2 and 1
(BACE2 and BACE1) Substrates in Pancreatic Î²-Cells. Journal of Biological Chemistry, 2013, 288,
10536-10547.

1.6 82

3699
Heterogeneous Nuclear Ribonucleoprotein (HnRNP) K Genome-wide Binding Survey Reveals Its Role in
Regulating 3â€²-End RNA Processing and Transcription Termination at the Early Growth Response 1 (EGR1)
Gene through XRN2 Exonuclease*. Journal of Biological Chemistry, 2013, 288, 24788-24798.

1.6 28

3700 Distinct global shifts in genomic binding profiles of limb malformation-associated <i>HOXD13</i>
mutations. Genome Research, 2013, 23, 2091-2102. 2.4 31

3701 Activity of a Pyâ€“Im Polyamide Targeted to the Estrogen Response Element. Molecular Cancer
Therapeutics, 2013, 12, 675-684. 1.9 48

3702 PRAME-Induced Inhibition of Retinoic Acid Receptor Signaling-Mediated Differentiationâ€”A Possible
Target for ATRA Response in AML without t(15;17). Clinical Cancer Research, 2013, 19, 2562-2571. 3.2 32

3703 Mapping the LINE1 ORF1 protein interactome reveals associated inhibitors of human
retrotransposition. Nucleic Acids Research, 2013, 41, 7401-7419. 6.5 142

3704 Common gene pathways and families altered by DNA methylation in breast and prostate cancers.
Endocrine-Related Cancer, 2013, 20, R215-R232. 1.6 20

3705 Establishment of a Cell-Type-Specific Genetic Network by the Mediator Complex Component Med1.
Molecular and Cellular Biology, 2013, 33, 1938-1955. 1.1 9

3706 Consistency of the Proteome in Primary Human Keratinocytes With Respect to Gender, Age, and Skin
Localization. Molecular and Cellular Proteomics, 2013, 12, 2509-2521. 2.5 32

3707 Kaposi's Sarcoma-Associated Herpesvirus Encodes a Mimic of Cellular miR-23. Journal of Virology, 2013,
87, 11821-11830. 1.5 37

3708 The complex SNP and CNV genetic architecture of the increased risk of congenital heart defects in
Down syndrome. Genome Research, 2013, 23, 1410-1421. 2.4 65

3709 Adaptation and Heterogeneity of Escherichia coli MC1000 Growing in Complex Environments. Applied
and Environmental Microbiology, 2013, 79, 1008-1017. 1.4 24

3710 Identification of mRNAs bound and regulated by human LIN28 proteins and molecular requirements
for RNA recognition. Rna, 2013, 19, 613-626. 1.6 156

3711
Clinical Role of microRNAs in Cytogenetically Normal Acute Myeloid Leukemia: <i>miR-155</i>
Upregulation Independently Identifies High-Risk Patients. Journal of Clinical Oncology, 2013, 31,
2086-2093.

0.8 165

3712 New Levels of Transcriptome Complexity at Upper Thermal Limits in Wild <i>Drosophila</i> Revealed by
Exon Expression Analysis. Genetics, 2013, 195, 809-830. 1.2 38

3713 Molecular profiling of tumor-specific T<sub>H</sub>1 cells activated in vivo. OncoImmunology, 2013,
2, e24383. 2.1 13



206

Citation Report

# Article IF Citations

3714 IQGAP1 is a key node within the small GTPase network. Small GTPases, 2013, 4, 199-207. 0.7 33

3715 miR-23b regulates cytoskeletal remodeling, motility and metastasis by directly targeting multiple
transcripts. Nucleic Acids Research, 2013, 41, 5400-5412. 6.5 111

3716 Radiation-induced epigenetic DNA methylation modification of radiation-response pathways.
Epigenetics, 2013, 8, 839-848. 1.3 109

3717
Cyclophosphamide Induces a Type I Interferonâ€“Associated Sterile Inflammatory Response Signature in
Cancer Patients' Blood Cells: Implications for Cancer Chemoimmunotherapy. Clinical Cancer
Research, 2013, 19, 4249-4261.

3.2 73

3718 cDNA microarray profiling of rat cholangiocarcinoma induced by thioacetamide. Molecular Medicine
Reports, 2013, 8, 350-360. 1.1 10

3719 Clear cell renal cell carcinoma associated microRNA expression signatures identified by an integrated
bioinformatics analysis. Journal of Translational Medicine, 2013, 11, 169. 1.8 52

3720 A mammosphere formation RNAi screen reveals that ATG4A promotes a breast cancer stem-like
phenotype. Breast Cancer Research, 2013, 15, R109. 2.2 105

3721 CUX1 is a haploinsufficient tumor suppressor gene on chromosome 7 frequently inactivated in acute
myeloid leukemia. Blood, 2013, 121, 975-983. 0.6 130

3722 Gene-expression signatures differ between different clinical forms of familial hemophagocytic
lymphohistiocytosis. Blood, 2013, 121, e14-e24. 0.6 20

3723 Defective K-Ras oncoproteins overcome impaired effector activation to initiate leukemia in vivo.
Blood, 2013, 121, 4884-4893. 0.6 26

3724 Foxp3+ T-regulatory cells require DNA methyltransferase 1 expression to prevent development of
lethal autoimmunity. Blood, 2013, 121, 3631-3639. 0.6 72

3725 Integrated phosphoproteomic and metabolomic profiling reveals NPM-ALKâ€“mediated phosphorylation
of PKM2 and metabolic reprogramming in anaplastic large cell lymphoma. Blood, 2013, 122, 958-968. 0.6 63

3726 Genome-wide DNA methylation analysis identifies hypomethylated genes regulated by FOXP3 in human
regulatory T cells. Blood, 2013, 122, 2823-2836. 0.6 114

3727 TRIM28 is essential for erythroblast differentiation in the mouse. Blood, 2013, 122, 3798-3807. 0.6 26

3728 Molecular features of triple negative breast cancer cells by genome-wide gene expression profiling
analysis. International Journal of Oncology, 2013, 42, 478-506. 1.4 104

3729
Comparative analysis of proteomic profiles between endometrial caruncular and intercaruncular
areas in ewes during the peri-implantation period. Journal of Animal Science and Biotechnology, 2013,
4, 39.

2.1 8

3730 Evolution of the Pygmy Phenotype: Evidence of Positive Selection from Genome-wide Scans in African,
Asian, and Melanesian Pygmies. Human Biology, 2013, 85, 251. 0.4 12

3731 Transcriptome changes favoring intramuscular fat deposition in the longissimus muscle following
castration of bulls1. Journal of Animal Science, 2013, 91, 4692-4704. 0.2 43



207

Citation Report

# Article IF Citations

3732 BREEDING AND GENETICS SYMPOSIUM: Networks and pathways to guide genomic selection1â€“3. Journal
of Animal Science, 2013, 91, 537-552. 0.2 57

3733 Application of a Bioinformatics-Based Approach to Identify Novel Putative in vivo BACE1 Substrates.
Biomedical Engineering and Computational Biology, 2013, 5, BECB.S8383. 0.8 8

3734 Co-Culture of Human Bone Marrow Stromal Cells with Endothelial Cells Alters Gene Expression
Profiles. International Journal of Artificial Organs, 2013, 36, 650-662. 0.7 22

3735
Profiling of differentially expressed microRNA and the bioinformatic target gene analyses in bovine
fast- and slow-type muscles by massively parallel sequencing1. Journal of Animal Science, 2013, 91,
90-103.

0.2 48

3736
Pathway Analysis of ChIP-Seq-Based NRF1 Target Genes Suggests a Logical Hypothesis of their
Involvement in the Pathogenesis of Neurodegenerative Diseases. Gene Regulation and Systems Biology,
2013, 7, GRSB.S13204.

2.3 119

3737 Identification of genomic functional hotspots with copy number alteration in liver cancer. Eurasip
Journal on Bioinformatics and Systems Biology, 2013, 2013, 14. 1.4 8

3738 Transcriptomic signatures in cartilage ageing. Arthritis Research and Therapy, 2013, 15, R98. 1.6 61

3739 Genome scan for meat quality traits in Nelore beef cattle. Physiological Genomics, 2013, 45, 1012-1020. 1.0 123

3740 Patterning of Regional Gene Expression in Autism: New Complexity. Scientific Reports, 2013, 3, 1831. 1.6 9

3741 Simultaneous miRNA and mRNA transcriptome profiling of human myoblasts reveals a novel set of
myogenic differentiation-associated miRNAs and their target genes. BMC Genomics, 2013, 14, 265. 1.2 75

3742 Global expression profiling reveals genetic programs underlying the developmental divergence
between mouse and human embryogenesis. BMC Genomics, 2013, 14, 568. 1.2 47

3743 A genome-wide survey of maternal and embryonic transcripts during Xenopus tropicalis development.
BMC Genomics, 2013, 14, 762. 1.2 50

3744 The global translation profile in a ribosomal protein mutant resembles that of an eIF3 mutant. BMC
Biology, 2013, 11, 123. 1.7 22

3745 Characterization of regulatory features of housekeeping and tissue-specific regulators within tissue
regulatory networks. BMC Systems Biology, 2013, 7, 112. 3.0 6

3746 3Omics: a web-based systems biology tool for analysis, integration and visualization of human
transcriptomic, proteomic and metabolomic data. BMC Systems Biology, 2013, 7, 64. 3.0 152

3747 Metabolite and transcriptome analysis during fasting suggest a role for the p53-Ddit4 axis in major
metabolic tissues. BMC Genomics, 2013, 14, 758. 1.2 65

3748 Construction of the influenza A virus infection-induced cell-specific inflammatory regulatory
network based on mutual information and optimization. BMC Systems Biology, 2013, 7, 105. 3.0 6

3749 Significant modulation of the hepatic proteome induced by exposure to low temperature in
<i>Xenopus laevis</i>. Biology Open, 2013, 2, 1057-1069. 0.6 19



208

Citation Report

# Article IF Citations

3750 BEMI Bicluster Ensemble Using Mutual Information. , 2013, , . 6

3751
Immunohistochemical staining, laser capture microdissection, and filterâ€•aided sample
preparationâ€•assisted proteomic analysis of target cell populations within tissue samples.
Electrophoresis, 2013, 34, 1627-1636.

1.3 12

3752 Analysis of critical molecules and signaling pathways in osteoarthritis and rheumatoid arthritis.
Molecular Medicine Reports, 2013, 7, 603-607. 1.1 14

3753 Complementary Detection of Embryotoxic Properties of Substances in the Neural and Cardiac
Embryonic Stem Cell Tests. Toxicological Sciences, 2013, 132, 118-130. 1.4 37

3754 mRNA-Seq and microarray development for the Grooved carpet shell clam, Ruditapes decussatus: a
functional approach to unravel host -parasite interaction. BMC Genomics, 2013, 14, 741. 1.2 39

3755 Architecture of epigenetic reprogramming following Twist1-mediated epithelial-mesenchymal
transition. Genome Biology, 2013, 14, R144. 13.9 74

3756 Detection of differentially methylated gene promoters in failing and nonfailing human left ventricle
myocardium using computation analysis. Physiological Genomics, 2013, 45, 597-605. 1.0 56

3757 Dissecting High-Dimensional Phenotypes with Bayesian Sparse Factor Analysis of Genetic Covariance
Matrices. Genetics, 2013, 194, 753-767. 1.2 61

3758 Isolation and identification of mannose-binding proteins and estimation of their abundance in sera
from hepatocellular carcinoma patients. Proteomics, 2013, 13, 878-892. 1.3 21

3759 Transcriptomic and proteomic analysis of human hepatic stellate cells treated with natural taurine.
Molecular Medicine Reports, 2013, 7, 1442-1452. 1.1 8

3760 Global regulation of alternative splicing by adenosine deaminase acting on RNA (ADAR). Rna, 2013, 19,
591-604. 1.6 125

3761 Low methylation levels of the SFRP1 gene are associated with the basal-like subtype of breast cancer.
Oncology Reports, 2013, 29, 1946-1954. 1.2 15

3762 A Snapshot of Gene Expression Signatures Generated Using Microarray Datasets Associated With
Excessive Scarring. American Journal of Dermatopathology, 2013, 35, 64-73. 0.3 19

3763 Genome-Wide Increase in Histone H2A Ubiquitylation in a Mouse Model of Huntington's Disease.
Journal of Huntington's Disease, 2013, 2, 263-277. 0.9 11

3764 A screen for hydroxymethylcytosine and formylcytosine binding proteins suggests functions in
transcription and chromatin regulation. Genome Biology, 2013, 14, R119. 13.9 269

3765 Expression of Regulatory Platelet MicroRNAs in Patients with Sickle Cell Disease. PLoS ONE, 2013, 8,
e60932. 1.1 21

3766 Transcription Factor ÏƒB Plays an Important Role in the Production of Extracellular Membrane-Derived
Vesicles in Listeria monocytogenes. PLoS ONE, 2013, 8, e73196. 1.1 89

3767 Over-Expression of hNGF in Adult Human Olfactory Bulb Neural Stem Cells Promotes Cell Growth and
Oligodendrocytic Differentiation. PLoS ONE, 2013, 8, e82206. 1.1 21



209

Citation Report

# Article IF Citations

3768 Identification of differential duodenal gene expression levels and microbiota abundance correlated
with differences in energy utilisation in chickens. Animal Production Science, 2013, 53, 1269. 0.6 18

3769 Microarray analysis of gene expression in vestibular schwannomas reveals SPP1/MET signaling
pathway and androgen receptor deregulation. International Journal of Oncology, 2013, 42, 848-862. 1.4 57

3770 Analysis of protein expression regulated by lumican in PANC-1 cells using shotgun proteomics.
Oncology Reports, 2013, 30, 1609-1621. 1.2 10

3771 Genome-wide survey of interindividual differences of RNA stability in human lymphoblastoid cell
lines. Scientific Reports, 2013, 3, 1318. 1.6 66

3772 Nuclear phosphatidylinositol-5-phosphate regulates ING2 stability at discrete chromatin targets in
response to DNA damage. Scientific Reports, 2013, 3, 2137. 1.6 51

3773
Extracellular membrane vesicles from umbilical cord bloodâ€•derived MSC protect against ischemic
acute kidney injury, a feature that is lost after inflammatory conditioning. Journal of Extracellular
Vesicles, 2013, 2, .

5.5 136

3774 Identifying potential cancer driver genes by genomic data integration. Scientific Reports, 2013, 3, 3538. 1.6 60

3775 Molecular mechanisms of radiation resistance in doxorubicin-resistant breast adenocarcinoma cells.
International Journal of Oncology, 2013, 42, 1692-1708. 1.4 13

3776 Genome-wide analysis of the p53 gene regulatory network in the developing mouse kidney.
Physiological Genomics, 2013, 45, 948-964. 1.0 16

3777 Genetic analysis of genes causing hypertension and stroke in spontaneously hypertensive rats.
International Journal of Molecular Medicine, 2013, 31, 1057-1065. 1.8 18

3778 Development of a system for discovery of genetic interactions for essential genes in <i>Escherichia
coli</i> K-12. Genes and Genetic Systems, 2013, 88, 233-240. 0.2 7

3779 Relationship of common expression quantitative trait loci genes to the immune system. Genetics and
Molecular Research, 2013, 12, 6546-6553. 0.3 0

3780 Expression profiling analysis of hypoxic pulmonary disease. Genetics and Molecular Research, 2013, 12,
4162-4170. 0.3 11

3781 Hypoxia Alters MicroRNA Expression in Rat Cortical Pericytes. MicroRNA (Shariqah, United Arab) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 222 Td (Emirates), 2013, 2, 32-45.0.6 35

3782 Bicluster and regulatory network analysis of differentially expressed genes in adenocarcinoma and
squamous cell carcinoma. Genetics and Molecular Research, 2013, 12, 1710-1719. 0.3 2

3783 H3K4 mono- and di-methyltransferase MLL4 is required for enhancer activation during cell
differentiation. ELife, 2013, 2, e01503. 2.8 369

3784 Regulation network analysis of testicular seminoma at various stages of progression. Genetics and
Molecular Research, 2013, 12, 4297-4307. 0.3 1

3785 Integrated Analysis of Transcriptomic and Proteomic Data. Current Genomics, 2013, 14, 91-110. 0.7 387



210

Citation Report

# Article IF Citations

3786 HNF1b is involved in prostate cancer risk via modulating androgenic hormone effects and
coordination with other genes. Genetics and Molecular Research, 2013, 12, 1327-1335. 0.3 23

3787
Identification of single nucleotide polymorphisms in genes involved in digestive and metabolic
processes associated with feed efficiency and performance traits in beef cattle1,2. Journal of Animal
Science, 2013, 91, 2512-2529.

0.2 24

3788 Reanalysis of microarray data reveals insights into altered transcriptional activity of T helper 17 and
regulatory T cell signaling in psoriasis. Psoriasis: Targets and Therapy, 0, , 31. 1.2 0

3789 Development of a Genotyping Microarray for Studying the Role of Gene-Environment Interactions in
Risk for Lung Cancer. Journal of Biomolecular Techniques, 2013, 24, jbt.13-2404-004. 0.8 7

3790 Protein interaction and microRNA network analysis in osteoarthritis meniscal cells. Genetics and
Molecular Research, 2013, 12, 738-746. 0.3 13

3791 Functions of microRNA in response to cocaine stimulation. Genetics and Molecular Research, 2013, 12,
6160-6167. 0.3 9

3792 Transcriptomics Comparisons of Mac-T cells Versus Mammary Tissue during Late Pregnancy and Peak
Lactation. Journal of Advances in Dairy Research, 2013, 01, . 0.5 1

3793
Spatial Localization of Genes Determined by Intranuclear DNA Fragmentation with the Fusion Proteins
Lamin KRED and Histone KRED und Visible Light. International Journal of Medical Sciences, 2013, 10,
1136-1148.

1.1 4

3794
BREEDING AND GENETICS SYMPOSIUM: Building single nucleotide polymorphism-derived gene
regulatory networks: Towards functional genomewide association studies1,2. Journal of Animal
Science, 2013, 91, 530-536.

0.2 34

3795 Differential expression of thymic DNA repair genes in low-dose-rate irradiated AKR/J mice. Journal of
Veterinary Science, 2013, 14, 271. 0.5 8

3796 Deep sequencing identifies circulating mouse miRNAs that are functionally implicated in
manifestations of aging and responsive to calorie restriction. Aging, 2013, 5, 130-141. 1.4 67

3797 miR-126&amp;126* Restored Expressions Play a Tumor Suppressor Role by Directly Regulating ADAM9 and
MMP7 in Melanoma. PLoS ONE, 2013, 8, e56824. 1.1 80

3798 Transcriptome Profiling of microRNA by Next-Gen Deep Sequencing Reveals Known and Novel miRNA
Species in the Lipid Fraction of Human Breast Milk. PLoS ONE, 2013, 8, e50564. 1.1 155

3799 Pathogen Induced Changes in the Protein Profile of Human Tears from Fusarium Keratitis Patients.
PLoS ONE, 2013, 8, e53018. 1.1 48

3800 Functional Relevance for Associations between Genetic Variants and Systemic Lupus Erythematosus.
PLoS ONE, 2013, 8, e53037. 1.1 11

3801 Genome-Wide Alteration of Histone H3K9 Acetylation Pattern in Mouse Offspring Prenatally Exposed
to Arsenic. PLoS ONE, 2013, 8, e53478. 1.1 85

3802 Transcriptomic Analyses of Sexual Dimorphism of the Zebrafish Liver and the Effect of Sex Hormones.
PLoS ONE, 2013, 8, e53562. 1.1 69

3803 Allele-Specific Behavior of Molecular Networks: Understanding Small-Molecule Drug Response in
Yeast. PLoS ONE, 2013, 8, e53581. 1.1 5



211

Citation Report

# Article IF Citations

3804 Parallel Analysis of mRNA and microRNA Microarray Profiles to Explore Functional Regulatory
Patterns in Polycystic Kidney Disease: Using PKD/Mhm Rat Model. PLoS ONE, 2013, 8, e53780. 1.1 55

3805 Copy Number Variations in Alternative Splicing Gene Networks Impact Lifespan. PLoS ONE, 2013, 8,
e53846. 1.1 13

3806 Identification of Human HK Genes and Gene Expression Regulation Study in Cancer from
Transcriptomics Data Analysis. PLoS ONE, 2013, 8, e54082. 1.1 22

3807 Genome-Wide Landscapes of Human Local Adaptation in Asia. PLoS ONE, 2013, 8, e54224. 1.1 20

3808 Distinct Protein Classes in Human Red Cell Proteome Revealed by Similarity of Phylogenetic Profiles.
PLoS ONE, 2013, 8, e54471. 1.1 3

3809 Disease Progression and Phasic Changes in Gene Expression in a Mouse Model of Osteoarthritis. PLoS
ONE, 2013, 8, e54633. 1.1 103

3810 Transcriptome Analysis of Epigenetically Modulated Genome Indicates Signature Genes in
Manifestation of Type 1 Diabetes and Its Prevention in NOD Mice. PLoS ONE, 2013, 8, e55074. 1.1 26

3811 Altered Cytokine Gene Expression in Peripheral Blood Monocytes across the Menstrual Cycle in
Primary Dysmenorrhea: A Case-Control Study. PLoS ONE, 2013, 8, e55200. 1.1 53

3812 High Throughput Transcriptome Profiling of Lithium Stimulated Human Mesenchymal Stem Cells
Reveals Priming towards Osteoblastic Lineage. PLoS ONE, 2013, 8, e55769. 1.1 55

3813 Comparison of the Genome-Wide DNA Methylation Profiles between Fast-Growing and Slow-Growing
Broilers. PLoS ONE, 2013, 8, e56411. 1.1 79

3814 Genetic Determinants of Phosphate Response in Drosophila. PLoS ONE, 2013, 8, e56753. 1.1 14

3815 DNA Methylation Dynamics in Blood after Hematopoietic Cell Transplant. PLoS ONE, 2013, 8, e56931. 1.1 24

3816 Transcriptional Profiling of Mouse Uterus at Pre-Implantation Stage under VEGF Repression. PLoS
ONE, 2013, 8, e57287. 1.1 6

3817 Mycobacterium abscessus Induces a Limited Pattern of Neutrophil Activation That Promotes Pathogen
Survival. PLoS ONE, 2013, 8, e57402. 1.1 52

3818 Integrative Genome-Wide Gene Expression Profiling of Clear Cell Renal Cell Carcinoma in Czech
Republic and in the United States. PLoS ONE, 2013, 8, e57886. 1.1 99

3819 Transcriptome Analysis of Spermatogenically Regressed, Recrudescent and Active Phase Testis of
Seasonally Breeding Wall Lizards Hemidactylus flaviviridis. PLoS ONE, 2013, 8, e58276. 1.1 11

3820 Seasonal and Regional Differences in Gene Expression in the Brain of a Hibernating Mammal. PLoS ONE,
2013, 8, e58427. 1.1 109

3821 Cell Cycle-Regulated Protein Abundance Changes in Synchronously Proliferating HeLa Cells Include
Regulation of Pre-mRNA Splicing Proteins. PLoS ONE, 2013, 8, e58456. 1.1 13



212

Citation Report

# Article IF Citations

3822 The miR-183/Taok1 Target Pair Is Implicated in Cochlear Responses to Acoustic Trauma. PLoS ONE, 2013, 8,
e58471. 1.1 35

3823 The Landscape of Host Transcriptional Response Programs Commonly Perturbed by Bacterial
Pathogens: Towards Host-Oriented Broad-Spectrum Drug Targets. PLoS ONE, 2013, 8, e58553. 1.1 6

3824 B0AT2 (SLC6A15) Is Localized to Neurons and Astrocytes, and Is Involved in Mediating the Effect of
Leucine in the Brain. PLoS ONE, 2013, 8, e58651. 1.1 21

3825 Comparative GO: A Web Application for Comparative Gene Ontology and Gene Ontology-Based Gene
Selection in Bacteria. PLoS ONE, 2013, 8, e58759. 1.1 97

3826 Identifying Gene Set Association Enrichment Using the Coefficient of Intrinsic Dependence. PLoS ONE,
2013, 8, e58851. 1.1 5

3827 Effect of Acute Stressor and Serotonin Transporter Genotype on Amygdala First Wave Transcriptome
in Mice. PLoS ONE, 2013, 8, e58880. 1.1 11

3828 MYCN Transgenic Zebrafish Model with the Characterization of Acute Myeloid Leukemia and Altered
Hematopoiesis. PLoS ONE, 2013, 8, e59070. 1.1 32

3829 Interleukin-27 Is a Potent Inhibitor of cis HIV-1 Replication in Monocyte-Derived Dendritic Cells via a
Type I Interferon-Independent Pathway. PLoS ONE, 2013, 8, e59194. 1.1 47

3830 Functional Impacts of NRXN1 Knockdown on Neurodevelopment in Stem Cell Models. PLoS ONE, 2013, 8,
e59685. 1.1 63

3831 Genome-Wide Microarrray Analysis Reveals Roles for the REF-1 Family Member HLH-29 in Ferritin
Synthesis and Peroxide Stress Response. PLoS ONE, 2013, 8, e59719. 1.1 11

3832
Focused Examination of the Intestinal Epithelium Reveals Transcriptional Signatures Consistent with
Disturbances in Enterocyte Maturation and Differentiation during the Course of SIV Infection. PLoS
ONE, 2013, 8, e60122.

1.1 18

3833 Analysis of the Effects of Sex Hormone Background on the Rat Choroid Plexus Transcriptome by cDNA
Microarrays. PLoS ONE, 2013, 8, e60199. 1.1 34

3834 Microarray Analyses of Glucocorticoid and Vitamin D3 Target Genes in Differentiating Cultured
Human Podocytes. PLoS ONE, 2013, 8, e60213. 1.1 14

3835 miR-204 Targeting of Ankrd13A Controls Both Mesenchymal Neural Crest and Lens Cell Migration. PLoS
ONE, 2013, 8, e61099. 1.1 30

3836 Microarray and Pathway Analysis Reveal Distinct Mechanisms Underlying Cannabinoid-Mediated
Modulation of LPS-Induced Activation of BV-2 Microglial Cells. PLoS ONE, 2013, 8, e61462. 1.1 94

3837 Gene Expression Changes in the Motor Cortex Mediating Motor Skill Learning. PLoS ONE, 2013, 8,
e61496. 1.1 19

3838 Transcriptome Analysis of Skin Photoaging in Chinese Females Reveals the Involvement of Skin
Homeostasis and Metabolic Changes. PLoS ONE, 2013, 8, e61946. 1.1 19

3839 Proteomic Profiling in Drosophila Reveals Potential Dube3a Regulation of the Actin Cytoskeleton and
Neuronal Homeostasis. PLoS ONE, 2013, 8, e61952. 1.1 36



213

Citation Report

# Article IF Citations

3840 p63 Attenuates Epithelial to Mesenchymal Potential in an Experimental Prostate Cell Model. PLoS ONE,
2013, 8, e62547. 1.1 31

3841 Proteomic Characterization of Inbreeding-Related Cold Sensitivity in Drosophila melanogaster. PLoS
ONE, 2013, 8, e62680. 1.1 5

3842 HPRT-Deficiency Dysregulates cAMP-PKA Signaling and Phosphodiesterase 10A Expression: Mechanistic
Insight and Potential Target for Lesch-Nyhan Disease?. PLoS ONE, 2013, 8, e63333. 1.1 20

3843 Dissection of Protein Interactomics Highlights MicroRNA Synergy. PLoS ONE, 2013, 8, e63342. 1.1 27

3844 Reduce Manual Curation by Combining Gene Predictions from Multiple Annotation Engines, a Case
Study of Start Codon Prediction. PLoS ONE, 2013, 8, e63523. 1.1 12

3845 Large Scale Expression Changes of Genes Related to Neuronal Signaling and Developmental Processes
Found in Lateral Septum of Postpartum Outbred Mice. PLoS ONE, 2013, 8, e63824. 1.1 27

3846 Systematic Identification and Characterization of Novel Human Skin-Associated Genes Encoding
Membrane and Secreted Proteins. PLoS ONE, 2013, 8, e63949. 1.1 30

3847 Targeted Sequencing of Cancer-Related Genes in Colorectal Cancer Using Next-Generation
Sequencing. PLoS ONE, 2013, 8, e64271. 1.1 71

3848 Detecting Loci under Recent Positive Selection in Dairy and Beef Cattle by Combining Different
Genome-Wide Scan Methods. PLoS ONE, 2013, 8, e64280. 1.1 84

3849 Genome-Wide Methylated DNA Immunoprecipitation Analysis of Patients with Polycystic Ovary
Syndrome. PLoS ONE, 2013, 8, e64801. 1.1 43

3850 Liver Transcriptome Changes in Zebrafish during Acclimation to Transport-Associated Stress. PLoS
ONE, 2013, 8, e65028. 1.1 24

3851 Zinc Finger Nuclease Mediated Knockout of ADP-Dependent Glucokinase in Cancer Cell Lines: Effects
on Cell Survival and Mitochondrial Oxidative Metabolism. PLoS ONE, 2013, 8, e65267. 1.1 12

3852 Transcriptional Response of Honey Bee Larvae Infected with the Bacterial Pathogen Paenibacillus
larvae. PLoS ONE, 2013, 8, e65424. 1.1 43

3853 Genome-Wide Association Analyses for Fatty Acid Composition in Porcine Muscle and Abdominal Fat
Tissues. PLoS ONE, 2013, 8, e65554. 1.1 40

3854 Global Profiling in Vestibular Schwannomas Shows Critical Deregulation of MicroRNAs and
Upregulation in Those Included in Chromosomal Region 14q32. PLoS ONE, 2013, 8, e65868. 1.1 30

3855 Deep Sequencing the MicroRNA Transcriptome in Colorectal Cancer. PLoS ONE, 2013, 8, e66165. 1.1 132

3856 Tracing Evolutionary Footprints to Identify Novel Gene Functional Linkages. PLoS ONE, 2013, 8, e66817. 1.1 3

3857 The Time Course of Gene Expression during Reactive Gliosis in the Optic Nerve. PLoS ONE, 2013, 8,
e67094. 1.1 100



214

Citation Report

# Article IF Citations

3858 Intestinal Salmonella typhimurium Infection Leads to miR-29a Induced Caveolin 2 Regulation. PLoS ONE,
2013, 8, e67300. 1.1 46

3859 RNA Sequencing of the Human Milk Fat Layer Transcriptome Reveals Distinct Gene Expression Profiles
at Three Stages of Lactation. PLoS ONE, 2013, 8, e67531. 1.1 179

3860 Silencing BRE Expression in Human Umbilical Cord Perivascular (HUCPV) Progenitor Cells Accelerates
Osteogenic and Chondrogenic Differentiation. PLoS ONE, 2013, 8, e67896. 1.1 18

3861 The Role of Oxidative Stress in Nervous System Aging. PLoS ONE, 2013, 8, e68011. 1.1 39

3862 Early Phase of Plasticity-Related Gene Regulation and SRF Dependent Transcription in the Hippocampus.
PLoS ONE, 2013, 8, e68078. 1.1 10

3863 Desmoglein-2-Integrin Beta-8 Interaction Regulates Actin Assembly in Endothelial Cells: Deregulation
in Systemic Sclerosis. PLoS ONE, 2013, 8, e68117. 1.1 27

3864 Distinct Contributions of TNF Receptor 1 and 2 to TNF-Induced Glomerular Inflammation in Mice. PLoS
ONE, 2013, 8, e68167. 1.1 24

3865 The miRNA Pathway Controls Rapid Changes in Activity-Dependent Synaptic Structure at the
Drosophila melanogaster Neuromuscular Junction. PLoS ONE, 2013, 8, e68385. 1.1 39

3866 A Systems-Genetics Approach and Data Mining Tool to Assist in the Discovery of Genes Underlying
Complex Traits in Oryza sativa. PLoS ONE, 2013, 8, e68551. 1.1 26

3867 Overexpression of GATA1 Confers Resistance to Chemotherapy in Acute Megakaryocytic Leukemia. PLoS
ONE, 2013, 8, e68601. 1.1 17

3868 Support Vector Machine Classifier for Estrogen Receptor Positive and Negative Early-Onset Breast
Cancer. PLoS ONE, 2013, 8, e68606. 1.1 13

3869 The Antarctic Krill Euphausia superba Shows Diurnal Cycles of Transcription under Natural
Conditions. PLoS ONE, 2013, 8, e68652. 1.1 53

3870 Genome-Wide Identification of Molecular Pathways and Biomarkers in Response to Arsenic Exposure
in Zebrafish Liver. PLoS ONE, 2013, 8, e68737. 1.1 49

3871 Oral Neutrophil Transcriptome Changes Result in a Pro-Survival Phenotype in Periodontal Diseases.
PLoS ONE, 2013, 8, e68983. 1.1 87

3872 Cytosolic Phospholipase A2Î± and Eicosanoids Regulate Expression of Genes in Macrophages Involved in
Host Defense and Inflammation. PLoS ONE, 2013, 8, e69002. 1.1 38

3873 Proteomic and Systems Biology Analysis of the Monocyte Response to Coxiella burnetii Infection. PLoS
ONE, 2013, 8, e69558. 1.1 7

3874 A Strong Anti-Inflammatory Signature Revealed by Liver Transcription Profiling of Tmprss6âˆ’/âˆ’ Mice.
PLoS ONE, 2013, 8, e69694. 1.1 8

3875 Reverse Differentiation as a Gene Filtering Tool in Genome Expression Profiling of Adipogenesis for
Fat Marker Gene Selection and Their Analysis. PLoS ONE, 2013, 8, e69754. 1.1 23



215

Citation Report

# Article IF Citations

3876 MMP-9 and CXCL8/IL-8 Are Potential Therapeutic Targets in Epidermolysis Bullosa Simplex. PLoS ONE,
2013, 8, e70123. 1.1 21

3877 Mechanisms of Nrf2 Protection in Astrocytes as Identified by Quantitative Proteomics and siRNA
Screening. PLoS ONE, 2013, 8, e70163. 1.1 22

3878 Partial Restoration of Macrophage Alteration from Diet-Induced Obesity in Response to
Porphyromonas gingivalis Infection. PLoS ONE, 2013, 8, e70320. 1.1 5

3879
Growth and Differentiation Factor 3 Induces Expression of Genes Related to Differentiation in a
Model of Cancer Stem Cells and Protects Them from Retinoic Acid-Induced Apoptosis. PLoS ONE, 2013,
8, e70612.

1.1 12

3880 Quantitative Proteomic Analysis of Human Lung Tumor Xenografts Treated with the Ectopic ATP
Synthase Inhibitor Citreoviridin. PLoS ONE, 2013, 8, e70642. 1.1 26

3881 Prioritizing Disease Candidate Proteins in Cardiomyopathy-Specific Protein-Protein Interaction
Networks Based on â€œGuilt by Associationâ€• Analysis. PLoS ONE, 2013, 8, e71191. 1.1 14

3882 Sexually Dimorphic Genome-Wide Binding of Retinoid X Receptor alpha (RXRÎ±) Determines Male-Female
Differences in the Expression of Hepatic Lipid Processing Genes in Mice. PLoS ONE, 2013, 8, e71538. 1.1 21

3883 Cytoskeletal Regulation Dominates Temperature-Sensitive Proteomic Changes of Hibernation in
Forebrain of 13-Lined Ground Squirrels. PLoS ONE, 2013, 8, e71627. 1.1 30

3884 Down Regulation of T Cell Receptor Expression in COPD Pulmonary CD8 Cells. PLoS ONE, 2013, 8,
e71629. 1.1 34

3885 ARLTS1 and Prostate Cancer Risk - Analysis of Expression and Regulation. PLoS ONE, 2013, 8, e72040. 1.1 12

3886 The MicroRNAome of Pregnancy: Deciphering miRNA Networks at the Maternal-Fetal Interface. PLoS
ONE, 2013, 8, e72264. 1.1 55

3887 Dynamic Transcript Profiling of Candida albicans Infection in Zebrafish: A Pathogen-Host Interaction
Study. PLoS ONE, 2013, 8, e72483. 1.1 25

3888 Comparative Gene Expression Profiling Identifies Common Molecular Signatures of NF-ÎºB Activation in
Canine and Human Diffuse Large B Cell Lymphoma (DLBCL). PLoS ONE, 2013, 8, e72591. 1.1 77

3889 A Minimal Set of Tissue-Specific Hypomethylated CpGs Constitute Epigenetic Signatures of
Developmental Programming. PLoS ONE, 2013, 8, e72670. 1.1 18

3890 RNA-Seq Reveals Spliceosome and Proteasome Genes as Most Consistent Transcripts in Human Cancer
Cells. PLoS ONE, 2013, 8, e72884. 1.1 46

3891 Integrated Analysis of Global mRNA and Protein Expression Data in HEK293 Cells Overexpressing PRL-1.
PLoS ONE, 2013, 8, e72977. 1.1 11

3892 Knockdown of Human TCF4 Affects Multiple Signaling Pathways Involved in Cell Survival, Epithelial
to Mesenchymal Transition and Neuronal Differentiation. PLoS ONE, 2013, 8, e73169. 1.1 94

3893 Proteome Mapping of Adult Zebrafish Marrow Neutrophils Reveals Partial Cross Species Conservation
to Human Peripheral Neutrophils. PLoS ONE, 2013, 8, e73998. 1.1 8



216

Citation Report

# Article IF Citations

3894 MicroRNA Expression Profile of Mouse Lung Infected with 2009 Pandemic H1N1 Influenza Virus. PLoS
ONE, 2013, 8, e74190. 1.1 33

3895 Development of Genomic Resources for a thraustochytrid Pathogen and Investigation of Temperature
Influences on Gene Expression. PLoS ONE, 2013, 8, e74196. 1.1 20

3896 Gaucher Disease: Transcriptome Analyses Using Microarray or mRNA Sequencing in a Gba1 Mutant
Mouse Model Treated with Velaglucerase alfa or Imiglucerase. PLoS ONE, 2013, 8, e74912. 1.1 18

3897 Gene Expression Profiles in Human and Mouse Primary Cells Provide New Insights into the Differential
Actions of Vitamin D3 Metabolites. PLoS ONE, 2013, 8, e75338. 1.1 16

3898 Analysis of the Host Transcriptome from Demyelinating Spinal Cord of Murine Coronavirus-Infected
Mice. PLoS ONE, 2013, 8, e75346. 1.1 34

3899 Ethanol Metabolism Modifies Hepatic Protein Acylation in Mice. PLoS ONE, 2013, 8, e75868. 1.1 54

3900 Pax6 Is Required for Normal Cell-Cycle Exit and the Differentiation Kinetics of Retinal Progenitor
Cells. PLoS ONE, 2013, 8, e76489. 1.1 40

3901 An Integrated Approach Based on Multiplexed Protein Array and iTRAQ Labeling for In-Depth
Identification of Pathways Associated to IVF Outcome. PLoS ONE, 2013, 8, e77303. 1.1 22

3902 Genome-Wide Promoter Methylome of Small Renal Masses. PLoS ONE, 2013, 8, e77309. 1.1 13

3903 Genetic Dissection of Quantitative Trait Loci for Hemostasis and Thrombosis on Mouse Chromosomes
11 and 5 Using Congenic and Subcongenic Strains. PLoS ONE, 2013, 8, e77539. 1.1 1

3904
The Transcription Factor MAZR Preferentially Acts as a Transcriptional Repressor in Mast Cells and
Plays a Minor Role in the Regulation of Effector Functions in Response to FcÎµRI Stimulation. PLoS ONE,
2013, 8, e77677.

1.1 9

3905 Identification of microRNAs in Wool Follicles during Anagen, Catagen, and Telogen Phases in Tibetan
Sheep. PLoS ONE, 2013, 8, e77801. 1.1 75

3906 A Computational Study Identifies HIV Progression-Related Genes Using mRMR and Shortest Path
Tracing. PLoS ONE, 2013, 8, e78057. 1.1 9

3907 Genome-Wide Analysis of Differentially Expressed Genes and Splicing Isoforms in Clear Cell Renal Cell
Carcinoma. PLoS ONE, 2013, 8, e78452. 1.1 19

3908 Unique Transcriptome Patterns of the White and Grey Matter Corroborate Structural and Functional
Heterogeneity in the Human Frontal Lobe. PLoS ONE, 2013, 8, e78480. 1.1 40

3909 Differences in Visceral Fat and Fat Bacterial Colonization between Ulcerative Colitis and Crohnâ€™s
Disease. An In Vivo and In Vitro Study. PLoS ONE, 2013, 8, e78495. 1.1 52

3910 Bivariate Genome-Wide Association Analysis of the Growth and Intake Components of Feed Efficiency.
PLoS ONE, 2013, 8, e78530. 1.1 28

3911 Gene Expression Profiling in Preterm Infants: New Aspects of Bronchopulmonary Dysplasia
Development. PLoS ONE, 2013, 8, e78585. 1.1 67



217

Citation Report

# Article IF Citations

3912 Genome-Wide Analysis of the Phosphoinositide Kinome from Two Ciliates Reveals Novel Evolutionary
Links for Phosphoinositide Kinases in Eukaryotic Cells. PLoS ONE, 2013, 8, e78848. 1.1 10

3913 Inferring Polymorphism-Induced Regulatory Gene Networks Active in Human Lymphocyte Cell Lines by
Weighted Linear Mixed Model Analysis of Multiple RNA-Seq Datasets. PLoS ONE, 2013, 8, e78868. 1.1 4

3914 Functional Networking of Human Divergently Paired Genes (DPGs). PLoS ONE, 2013, 8, e78896. 1.1 3

3915 A Process Similar to Autophagy Is Associated with Cytocidal Chloroquine Resistance in Plasmodium
falciparum. PLoS ONE, 2013, 8, e79059. 1.1 49

3916 Unbiased Proteomics Analysis Demonstrates Significant Variability in Mucosal Immune Factor
Expression Depending on the Site and Method of Collection. PLoS ONE, 2013, 8, e79505. 1.1 24

3917 Differential Gene Expression of Cardiac Ion Channels in Human Dilated Cardiomyopathy. PLoS ONE,
2013, 8, e79792. 1.1 64

3918 Vitamin D Receptor, an Important Transcription Factor Associated with Aldosterone-Producing
Adenoma. PLoS ONE, 2013, 8, e82309. 1.1 12

3919 Molecular Strategies of the Caenorhabditis elegans Dauer Larva to Survive Extreme Desiccation. PLoS
ONE, 2013, 8, e82473. 1.1 96

3920 Prolyl-4-Hydroxylase 3 (PHD3) Expression Is Downregulated during Epithelial-to-Mesenchymal
Transition. PLoS ONE, 2013, 8, e83021. 1.1 6

3921 Partitioning the Human Transcriptome Using HKera, a Novel Classifier of Housekeeping and
Tissue-Specific Genes. PLoS ONE, 2013, 8, e83040. 1.1 3

3922 The Proteome Landscape of Giardia lamblia Encystation. PLoS ONE, 2013, 8, e83207. 1.1 39

3923 Behaviorally Activated mRNA Expression Profiles Produce Signatures of Learning and Enhanced
Inhibition in Aged Rats with Preserved Memory. PLoS ONE, 2013, 8, e83674. 1.1 34

3924 Identification of Candidate Driver Genes in Common Focal Chromosomal Aberrations of
Microsatellite Stable Colorectal Cancer. PLoS ONE, 2013, 8, e83859. 1.1 29

3925 Infection with a Virulent Strain of Wolbachia Disrupts Genome Wide-Patterns of Cytosine
Methylation in the Mosquito Aedes aegypti. PLoS ONE, 2013, 8, e66482. 1.1 57

3926 Intrinsic Features in MicroRNA Transcriptomes Link Porcine Visceral Rather than Subcutaneous
Adipose Tissues to Metabolic Risk. PLoS ONE, 2013, 8, e80041. 1.1 24

3927 Early Growth Response 3 (Egr3) Is Highly Over-Expressed in Non-Relapsing Prostate Cancer but Not in
Relapsing Prostate Cancer. PLoS ONE, 2013, 8, e54096. 1.1 39

3928 Promoter DNA Methylation Pattern Identifies Prognostic Subgroups in Childhood T-Cell Acute
Lymphoblastic Leukemia. PLoS ONE, 2013, 8, e65373. 1.1 53

3929 Behavioural and Brain Gene Expression Profiling in Pigs during Tail Biting Outbreaks â€“ Evidence of a
Tail Biting Resistant Phenotype. PLoS ONE, 2013, 8, e66513. 1.1 27



218

Citation Report

# Article IF Citations

3930 Exoproteome and Secretome Derived Broad Spectrum Novel Drug and Vaccine Candidates in Vibrio
cholerae Targeted by Piper betel Derived Compounds. PLoS ONE, 2013, 8, e52773. 1.1 95

3931 Genes and Co-Expression Modules Common to Drought and Bacterial Stress Responses in Arabidopsis
and Rice. PLoS ONE, 2013, 8, e77261. 1.1 103

3932 Genes associated with disc degeneration identified using microarray gene expression profiling and
bioinformatics analysis. Genetics and Molecular Research, 2013, 12, 1431-1439. 0.3 7

3933 Gene expression profile analysis of human intervertebral disc degeneration. Genetics and Molecular
Biology, 2013, 36, 448-454. 0.6 22

3934 Text-mining network analysis of the response to osmotic stimuli in the intervertebral disc. Genetics
and Molecular Research, 2013, 12, 1574-1581. 0.3 0

3935 Reprogramming resistant genes: in-depth comparison of gene expressions among iPS, ES, and somatic
cells. Frontiers in Physiology, 2013, 4, 7. 1.3 11

3936 miRNAs mediate SnRK1-dependent energy signaling in Arabidopsis. Frontiers in Plant Science, 2013, 4, 197. 1.7 64

3937 Integrative Genomics: Quantifying Significance of Phenotype-Genotype Relationships from Multiple
Sources of High-Throughput Data. Frontiers in Genetics, 2012, 3, 202. 1.1 14

3938 Maximal information component analysis: a novel non-linear network analysis method. Frontiers in
Genetics, 2013, 4, 28. 1.1 22

3939 Where in the genome are we? A cautionary tale of database use in genomics research. Frontiers in
Genetics, 2013, 4, 38. 1.1 3

3940 The Growing Importance of CNVs: New Insights for Detection and Clinical Interpretation. Frontiers in
Genetics, 2013, 4, 92. 1.1 49

3941 Immunosenescence is associated with altered gene expression and epigenetic regulation in primary and
secondary immune organs. Frontiers in Genetics, 2013, 4, 211. 1.1 42

3942 Identification of candidate genes and mutations in QTL regions for chicken growth using
bioinformatic analysis of NGS and SNP-chip data. Frontiers in Genetics, 2013, 4, 226. 1.1 31

3943
Nodes and biological processes identified on the basis of network analysis in the brain of the
senescence accelerated mice as an Alzheimer's disease animal model. Frontiers in Aging Neuroscience,
2013, 5, 65.

1.7 57

3944 Investigating cell death mechanisms in amyotrophic lateral sclerosis using transcriptomics. Frontiers
in Cellular Neuroscience, 2013, 7, 259. 1.8 23

3945 Genome-wide assessment of post-transcriptional control in the fly brain. Frontiers in Molecular
Neuroscience, 2013, 6, 49. 1.4 9

3946
Comparison of the Transcriptomes of Long-Term Label Retaining-Cells and Control Cells
Microdissected from Mammary Epithelium: An Initial Study to Characterize Potential Stem/Progenitor
Cells. Frontiers in Oncology, 2013, 3, 21.

1.3 19

3947 Quantitative Analysis of the Human Milk Whey Proteome Reveals Developing Milk and Mammary-Gland
Functions across the First Year of Lactation. Proteomes, 2013, 1, 128-158. 1.7 37



219

Citation Report

# Article IF Citations

3948 Label-Free LC-MS Profiling of Skeletal Muscle Reveals Heart-Type Fatty Acid Binding Protein as a
Candidate Biomarker of Aerobic Capacity. Proteomes, 2013, 1, 290-308. 1.7 30

3949 A Local Genetic Algorithm for the Identification of Condition-Specific MicroRNA-Gene Modules.
Scientific World Journal, The, 2013, 2013, 1-9. 0.8 0

3950 Molecular Signature of Human amniotic Fluid Stem Cells During Fetal Development. Current Stem
Cell Research and Therapy, 2013, 8, 73-81. 0.6 33

3951 Deep Sequencing of the Transcriptome Reveals Inflammatory Features of Porcine Visceral Adipose
Tissue. International Journal of Biological Sciences, 2013, 9, 550-556. 2.6 28

3952 Pivotal regulatory network and genes in osteosarcoma. Archives of Medical Science, 2013, 3, 569-575. 0.4 14

3953 Bioinformatics analysis of the gene expression profile in Bladder carcinoma. Genetics and Molecular
Biology, 2013, 36, 287-291. 0.6 7

3954 Protein-protein interaction network and significant gene analysis of osteoporosis. Genetics and
Molecular Research, 2013, 12, 4751-4759. 0.3 3

3955 DNA-PK is a Potential Molecular Therapeutic Target for Glioblastoma. , 0, , . 1

3956 PathAct: a novel method for pathway analysis using gene expression profiles. Bioinformation, 2013, 9,
394-400. 0.2 5

3957 DNA Hypomethylation-Mediated Overexpression of Carbonic Anhydrase 9 Induces an Aggressive
Phenotype in Ovarian Cancer Cells. Yonsei Medical Journal, 2014, 55, 1656. 0.9 16

3958 Profiling of Concanavalin A-Binding Glycoproteins in Human Hepatic Stellate Cells Activated with
Transforming Growth Factor-Î²1. Molecules, 2014, 19, 19845-19867. 1.7 13

3959 Bioinformatic analysis of endothelial progenitor cells exposed to folic acid in type 1 diabetes mellitus.
Genetics and Molecular Research, 2014, 13, 1-10. 0.3 9

3960 The Effect of Oral Intake of Low-Temperature-Processed Whey Protein Concentrate on Colitis and
Gene Expression Profiles in Mice. Foods, 2014, 3, 351-368. 1.9 6

3961 Structural and Biochemical Analyses of Choroidal Thickness in Human Donor Eyes. , 2014, 55, 1352. 77

3962 Analysis of gene expression profiles in healing rat fractures treated with nail and plate fixation.
Genetics and Molecular Research, 2014, 13, 8450-8457. 0.3 0

3963
Characteristic Expression of Extracellular Matrix in Subcutaneous Adipose Tissue Development and
Adipogenesis; Comparison with Visceral Adipose Tissue. International Journal of Biological Sciences,
2014, 10, 825-833.

2.6 101

3964 Evaluation of Cancer Stem Cell Markers CD133, CD44, CD24: Association with AKT Isoforms and
Radiation Resistance in Colon Cancer Cells. PLoS ONE, 2014, 9, e94621. 1.1 177

3965 Identification of Gene Expression Changes from Colitis to CRC in the Mouse CAC Model. PLoS ONE,
2014, 9, e95347. 1.1 22



220

Citation Report

# Article IF Citations

3966 Lipid Profiling and Transcriptomic Analysis Reveals a Functional Interplay between Estradiol and
Growth Hormone in Liver. PLoS ONE, 2014, 9, e96305. 1.1 13

3967 Molecular Pathogenesis of Post-Transplant Acute Kidney Injury: Assessment of Whole-Genome mRNA
and MiRNA Profiles. PLoS ONE, 2014, 9, e104164. 1.1 62

3968 Global Gene Expression Analysis of Canine Cutaneous Mast Cell Tumor: Could Molecular Profiling Be
Useful for Subtype Classification and Prognostication?. PLoS ONE, 2014, 9, e95481. 1.1 21

3969 Human osteosarcoma cells respond to sorafenib chemotherapy by downregulation of the tumor
progression factors S100A4, CXCR4 and the oncogene FOS. Oncology Reports, 2014, 31, 1147-1156. 1.2 15

3970 Identification of Host-Immune Response Protein Candidates in the Sera of Human Oral Squamous Cell
Carcinoma Patients. PLoS ONE, 2014, 9, e109012. 1.1 35

3971 Genome-Wide DNA Methylation Profiling in Cultured Eutopic and Ectopic Endometrial Stromal Cells.
PLoS ONE, 2014, 9, e83612. 1.1 58

3972 Mice Fed Rapamycin Have an Increase in Lifespan Associated with Major Changes in the Liver
Transcriptome. PLoS ONE, 2014, 9, e83988. 1.1 132

3973 Differentially Expressed Genes in Bordetella pertussis Strains Belonging to a Lineage Which Recently
Spread Globally. PLoS ONE, 2014, 9, e84523. 1.1 68

3974 Characterization and Molecular Profiling of PSEN1 Familial Alzheimer's Disease iPSC-Derived Neural
Progenitors. PLoS ONE, 2014, 9, e84547. 1.1 148

3975 Genome Wide Expression Analysis Suggests Perturbation of Vascular Homeostasis during High
Altitude Pulmonary Edema. PLoS ONE, 2014, 9, e85902. 1.1 25

3976 Identification and Profiling of MicroRNAs in the Embryonic Breast Muscle of Pekin Duck. PLoS ONE,
2014, 9, e86150. 1.1 14

3977
Functional Module Connectivity Map (FMCM): A Framework for Searching Repurposed Drug
Compounds for Systems Treatment of Cancer and an Application to Colorectal Adenocarcinoma. PLoS
ONE, 2014, 9, e86299.

1.1 34

3978 Transcriptomic Meta-Analysis of Multiple Sclerosis and Its Experimental Models. PLoS ONE, 2014, 9,
e86643. 1.1 27

3979 Meta-Analysis and Gene Set Analysis of Archived Microarrays Suggest Implication of the Spliceosome
in Metastatic and Hypoxic Phenotypes. PLoS ONE, 2014, 9, e86699. 1.1 2

3980 Effects of Sulforaphane and 3,3â€²-Diindolylmethane on Genome-Wide Promoter Methylation in Normal
Prostate Epithelial Cells and Prostate Cancer Cells. PLoS ONE, 2014, 9, e86787. 1.1 91

3981 Model Steatogenic Compounds (Amiodarone, Valproic Acid, and Tetracycline) Alter Lipid Metabolism by
Different Mechanisms in Mouse Liver Slices. PLoS ONE, 2014, 9, e86795. 1.1 47

3982 Broad Shifts in Gene Expression during Early Postnatal Life Are Associated with Shifts in Histone
Methylation Patterns. PLoS ONE, 2014, 9, e86957. 1.1 12

3983 Unraveling the Hidden Heterogeneities of Breast Cancer Based on Functional miRNA Cluster. PLoS
ONE, 2014, 9, e87601. 1.1 1



221

Citation Report

# Article IF Citations

3984 Genome-Wide Analysis of Antiviral Signature Genes in Porcine Macrophages at Different Activation
Statuses. PLoS ONE, 2014, 9, e87613. 1.1 37

3985 Colonic miRNA Expression/Secretion, Regulated by Intestinal Epithelial PepT1, Plays an Important Role
in Cell-to-Cell Communication during Colitis. PLoS ONE, 2014, 9, e87614. 1.1 27

3986 Loss of Igfbp7 Causes Precocious Involution in Lactating Mouse Mammary Gland. PLoS ONE, 2014, 9,
e87858. 1.1 9

3987 Human Subperitoneal Fibroblast and Cancer Cell Interaction Creates Microenvironment That
Enhances Tumor Progression and Metastasis. PLoS ONE, 2014, 9, e88018. 1.1 33

3988 Differential Induction of TLR3-Dependent Innate Immune Signaling by Closely Related Parasite Species.
PLoS ONE, 2014, 9, e88398. 1.1 57

3989 Parental Binge Alcohol Abuse Alters F1 Generation Hypothalamic Gene Expression in the Absence of
Direct Fetal Alcohol Exposure. PLoS ONE, 2014, 9, e89320. 1.1 21

3990 NAC, Tiron and Trolox Impair Survival of Cell Cultures Containing Glioblastoma Tumorigenic
Initiating Cells by Inhibition of Cell Cycle Progression. PLoS ONE, 2014, 9, e90085. 1.1 22

3991 Vascular Injury Post Stent Implantation: Different Gene Expression Modulation in Human Umbilical
Vein Endothelial Cells (HUVECs) Model. PLoS ONE, 2014, 9, e90213. 1.1 9

3992 Searching for Novel Cdk5 Substrates in Brain by Comparative Phosphoproteomics of Wild Type and
Cdk5âˆ’/âˆ’ Mice. PLoS ONE, 2014, 9, e90363. 1.1 32

3993 Transcriptome Profiling of a Multiple Recurrent Muscle-Invasive Urothelial Carcinoma of the Bladder
by Deep Sequencing. PLoS ONE, 2014, 9, e91466. 1.1 32

3994
Proteomic Identification of S-Nitrosylated Proteins in the Parasite Entamoeba histolytica by
Resin-Assisted Capture: Insights into the Regulation of the Gal/GalNAc Lectin by Nitric Oxide. PLoS ONE,
2014, 9, e91518.

1.1 24

3995 Over-Expression of Either MECP2_e1 or MECP2_e2 in Neuronally Differentiated Cells Results in
Different Patterns of Gene Expression. PLoS ONE, 2014, 9, e91742. 1.1 16

3996 Selection of Higher Order Regression Models in the Analysis of Multi-Factorial Transcription Data.
PLoS ONE, 2014, 9, e91840. 1.1 1

3997 A Systematic In Silico Mining of the Mechanistic Implications and Therapeutic Potentials of Estrogen
Receptor (ER)-Î± in Breast Cancer. PLoS ONE, 2014, 9, e91894. 1.1 5

3998 Characterisation and Comparison of Lactating Mouse and Bovine Mammary Gland miRNomes. PLoS
ONE, 2014, 9, e91938. 1.1 61

3999 The Orally Available, Synthetic Ether Lipid Edelfosine Inhibits T Cell Proliferation and Induces a Type I
Interferon Response. PLoS ONE, 2014, 9, e91970. 1.1 14

4000 Computational Promoter Modeling Identifies the Modes of Transcriptional Regulation in
Hematopoietic Stem Cells. PLoS ONE, 2014, 9, e93853. 1.1 8

4001 Identification of Thyroid Carcinoma Related Genes with mRMR and Shortest Path Approaches. PLoS
ONE, 2014, 9, e94022. 1.1 19



222

Citation Report

# Article IF Citations

4002 Proteomics of Secretory and Endocytic Organelles in Giardia lamblia. PLoS ONE, 2014, 9, e94089. 1.1 39

4003 Genes Influenced by the Non-Muscle Isoform of Myosin Light Chain Kinase Impact Human Cancer
Prognosis. PLoS ONE, 2014, 9, e94325. 1.1 17

4004 Microarray Analysis of Cell Cycle Gene Expression in Adult Human Corneal Endothelial Cells. PLoS
ONE, 2014, 9, e94349. 1.1 14

4005 Proliferation Potential of MÃ¼ller Glia after Retinal Damage Varies between Mouse Strains. PLoS ONE,
2014, 9, e94556. 1.1 39

4006 Post-Translational Decrease in Respiratory Chain Proteins in the Polg Mutator Mouse Brain. PLoS
ONE, 2014, 9, e94646. 1.1 13

4007 Identification of Selection Footprints on the X Chromosome in Pig. PLoS ONE, 2014, 9, e94911. 1.1 32

4008 Dickkopf-Related Protein 1 Inhibits the WNT Signaling Pathway and Improves Pig Oocyte Maturation.
PLoS ONE, 2014, 9, e95114. 1.1 23

4009 Mammalian TBX1 Preferentially Binds and Regulates Downstream Targets Via a Tandem T-site Repeat.
PLoS ONE, 2014, 9, e95151. 1.1 33

4010 Modeling Genome-Wide Dynamic Regulatory Network in Mouse Lungs with Influenza Infection Using
High-Dimensional Ordinary Differential Equations. PLoS ONE, 2014, 9, e95276. 1.1 16

4011 Transcriptional Changes in Canine Distemper Virus-Induced Demyelinating Leukoencephalitis Favor a
Biphasic Mode of Demyelination. PLoS ONE, 2014, 9, e95917. 1.1 26

4012 Dissection of Estrogen Receptor Alpha Signaling Pathways in Osteoblasts Using RNA-Sequencing. PLoS
ONE, 2014, 9, e95987. 1.1 22

4013 Proteomic Differences between Male and Female Anterior Cruciate Ligament and Patellar Tendon. PLoS
ONE, 2014, 9, e96526. 1.1 51

4014 Transcriptional Response of Virus-Infected Cassava and Identification of Putative Sources of
Resistance for Cassava Brown Streak Disease. PLoS ONE, 2014, 9, e96642. 1.1 75

4015 Identification and Profiling of microRNAs and Their Target Genes from Developing Caprine Skeletal
Muscle. PLoS ONE, 2014, 9, e96857. 1.1 44

4016 Whole Blood Gene Expression Profile Associated with Spontaneous Preterm Birth in Women with
Threatened Preterm Labor. PLoS ONE, 2014, 9, e96901. 1.1 62

4017 Transcriptome-Based Analysis of Kidney Gene Expression Changes Associated with Diabetes in OVE26
Mice, in the Presence and Absence of Losartan Treatment. PLoS ONE, 2014, 9, e96987. 1.1 12

4018 Systemic Inflammatory Response to Smoking in Chronic Obstructive Pulmonary Disease: Evidence of a
Gender Effect. PLoS ONE, 2014, 9, e97491. 1.1 40

4019 A Novel Method for Identification and Quantification of Consistently Differentially Methylated
Regions. PLoS ONE, 2014, 9, e97513. 1.1 4



223

Citation Report

# Article IF Citations

4020 Impact of Gene Dosage on Gene Expression, Biological Processes and Survival in Cervical Cancer: A
Genome-Wide Follow-Up Study. PLoS ONE, 2014, 9, e97842. 1.1 46

4021 Genome-Wide Analysis of Cold Adaptation in Indigenous Siberian Populations. PLoS ONE, 2014, 9,
e98076. 1.1 128

4022 Clusterin Is a Potential Lymphotoxin Beta Receptor Target That Is Upregulated and Accumulates in
Germinal Centers of Mouse Spleen during Immune Response. PLoS ONE, 2014, 9, e98349. 1.1 14

4023 Deep Sequencing Reveals New Aspects of Progesterone Receptor Signaling in Breast Cancer Cells. PLoS
ONE, 2014, 9, e98404. 1.1 12

4024 RNA-Seq Transcriptome Profiling Identifies CRISPLD2 as a Glucocorticoid Responsive Gene that
Modulates Cytokine Function in Airway Smooth Muscle Cells. PLoS ONE, 2014, 9, e99625. 1.1 139

4025 In Silico Identification of Plant miRNAs in Mammalian Breast Milk Exosomes â€“ A Small Step Forward?.
PLoS ONE, 2014, 9, e99963. 1.1 78

4026 Early-Life Environmental Variation Affects Intestinal Microbiota and Immune Development in
New-Born Piglets. PLoS ONE, 2014, 9, e100040. 1.1 181

4027 Fed State Prior to Hemorrhagic Shock and Polytrauma in a Porcine Model Results in Altered Liver
Transcriptomic Response. PLoS ONE, 2014, 9, e100088. 1.1 14

4028 Receptor Interactive Protein Kinase 3 Promotes Cisplatin-Triggered Necrosis in Apoptosis-Resistant
Esophageal Squamous Cell Carcinoma Cells. PLoS ONE, 2014, 9, e100127. 1.1 34

4029 Differential Methylation of Genes Associated with Cell Adhesion in Preeclamptic Placentas. PLoS ONE,
2014, 9, e100148. 1.1 78

4030 Novel Insights into the Regulatory Architecture of CD4+ T Cells in Rheumatoid Arthritis. PLoS ONE,
2014, 9, e100690. 1.1 22

4031 RNA Stimulates Aurora B Kinase Activity during Mitosis. PLoS ONE, 2014, 9, e100748. 1.1 46

4032 Glycerol-3-Phosphate Acyltranferase-2 Behaves as a Cancer Testis Gene and Promotes Growth and
Tumorigenicity of the Breast Cancer MDA-MB-231 Cell Line. PLoS ONE, 2014, 9, e100896. 1.1 31

4033 Identification of Novel Elements of the Drosophila Blisterome Sheds Light on Potential Pathological
Mechanisms of Several Human Diseases. PLoS ONE, 2014, 9, e101133. 1.1 8

4034 The Genome and Linkage Map of the Northern Pike (Esox lucius): Conserved Synteny Revealed between
the Salmonid Sister Group and the Neoteleostei. PLoS ONE, 2014, 9, e102089. 1.1 122

4035 Genomic Models of Short-Term Exposure Accurately Predict Long-Term Chemical Carcinogenicity and
Identify Putative Mechanisms of Action. PLoS ONE, 2014, 9, e102579. 1.1 72

4036 FTY720 Induces Apoptosis of M2 Subtype Acute Myeloid Leukemia Cells by Targeting Sphingolipid
Metabolism and Increasing Endogenous Ceramide Levels. PLoS ONE, 2014, 9, e103033. 1.1 40

4037 Genes Involved in the Osteoarthritis Process Identified through Genome Wide Expression Analysis in
Articular Cartilage; the RAAK Study. PLoS ONE, 2014, 9, e103056. 1.1 142



224

Citation Report

# Article IF Citations

4038 Expression Profiling of RNA Transcripts during Neuronal Maturation and Ischemic Injury. PLoS ONE,
2014, 9, e103525. 1.1 19

4039 Genome-Wide Association Studies Identify the Loci for 5 Exterior Traits in a Large White Ã— Minzhu Pig
Population. PLoS ONE, 2014, 9, e103766. 1.1 32

4040 Identification and Characterization of Germ Cell Genes Expressed in the F9 Testicular Teratoma Stem
Cell Line. PLoS ONE, 2014, 9, e103837. 1.1 15

4041 MafA Is Required for Postnatal Proliferation of Pancreatic Î²-Cells. PLoS ONE, 2014, 9, e104184. 1.1 28

4042
SILAC-Based Proteomic Profiling of the Human MDA-MB-231 Metastatic Breast Cancer Cell Line in
Response to the Two Antitumoral Lactoferrin Isoforms: The Secreted Lactoferrin and the
Intracellular Delta-Lactoferrin. PLoS ONE, 2014, 9, e104563.

1.1 11

4043 Cellular Proteins Associated with the Interior and Exterior of Vesicular Stomatitis Virus Virions.
PLoS ONE, 2014, 9, e104688. 1.1 17

4044 A Quest for miRNA Bio-Marker: A Track Back Approach from Gingivo Buccal Cancer to Two Different
Types of Precancers. PLoS ONE, 2014, 9, e104839. 1.1 36

4045 Dynamic Modularity of Host Protein Interaction Networks in Salmonella Typhi Infection. PLoS ONE,
2014, 9, e104911. 1.1 6

4046 Transcriptomic Analysis of Tail Regeneration in the Lizard Anolis carolinensis Reveals Activation of
Conserved Vertebrate Developmental and Repair Mechanisms. PLoS ONE, 2014, 9, e105004. 1.1 112

4047 Genetic Diagnosis of Two Dopa-Responsive Dystonia Families by Exome Sequencing. PLoS ONE, 2014, 9,
e106388. 1.1 9

4048 The Effect of Freeze-Thaw Cycles on Gene Expression Levels in Lymphoblastoid Cell Lines. PLoS ONE,
2014, 9, e107166. 1.1 25

4049 Syngeneic Cardiac and Bone Marrow Stromal Cells Display Tissue-Specific microRNA Signatures and
microRNA Subsets Restricted to Diverse Differentiation Processes. PLoS ONE, 2014, 9, e107269. 1.1 6

4050 Characterization of Stem-Like Cells in Mucoepidermoid Tracheal Paediatric Tumor. PLoS ONE, 2014, 9,
e107712. 1.1 2

4051 Genetic and Epigenetic Changes in Chromosomally Stable and Unstable Progeny of Irradiated Cells.
PLoS ONE, 2014, 9, e107722. 1.1 19

4052 In-Vivo Fusion of Human Cancer and Hamster Stromal Cells Permanently Transduces and Transcribes
Human DNA. PLoS ONE, 2014, 9, e107927. 1.1 15

4053 Next-Generation Sequencing Analysis of MiRNA Expression in Control and FSHD Myogenesis. PLoS ONE,
2014, 9, e108411. 1.1 17

4054 Meta-Analysis of Gene Expression Signatures Reveals Hidden Links among Diverse Biological Processes
in Arabidopsis. PLoS ONE, 2014, 9, e108567. 1.1 2

4055 Identification of Essential Proteins Based on Ranking Edge-Weights in Protein-Protein Interaction
Networks. PLoS ONE, 2014, 9, e108716. 1.1 15



225

Citation Report

# Article IF Citations

4056 An Image-Based Genetic Assay Identifies Genes in T1D Susceptibility Loci Controlling Cellular Antiviral
Immunity in Mouse. PLoS ONE, 2014, 9, e108777. 1.1 6

4057 Serum Amyloid A and Clusterin as Potential Predictive Biomarkers for Severe Hand, Foot and Mouth
Disease by 2D-DIGE Proteomics Analysis. PLoS ONE, 2014, 9, e108816. 1.1 8

4058 The Cytochrome P450 Epoxygenase Pathway Regulates the Hepatic Inflammatory Response in Fatty Liver
Disease. PLoS ONE, 2014, 9, e110162. 1.1 79

4059 Analysis of Gene Expression in Induced Pluripotent Stem Cell-Derived Human Neurons Exposed to
Botulinum Neurotoxin A Subtype 1 and a Type A Atoxic Derivative. PLoS ONE, 2014, 9, e111238. 1.1 5

4060 miR-27 Negatively Regulates Pluripotency-Associated Genes in Human Embryonal Carcinoma Cells. PLoS
ONE, 2014, 9, e111637. 1.1 15

4061 Systems Level Analysis and Identification of Pathways and Networks Associated with Liver Fibrosis.
PLoS ONE, 2014, 9, e112193. 1.1 71

4062 Protein Interaction Networks Reveal Novel Autism Risk Genes within GWAS Statistical Noise. PLoS
ONE, 2014, 9, e112399. 1.1 14

4063 Conserved Nutrient Sensor O-GlcNAc Transferase Is Integral to C. elegans Pathogen-Specific Immunity.
PLoS ONE, 2014, 9, e113231. 1.1 39

4064 Kismet Positively Regulates Glutamate Receptor Localization and Synaptic Transmission at the
Drosophila Neuromuscular Junction. PLoS ONE, 2014, 9, e113494. 1.1 18

4065 HIV-1 Infection Causes a Down-Regulation of Genes Involved in Ribosome Biogenesis. PLoS ONE, 2014, 9,
e113908. 1.1 29

4066 Molecular Characterization of an Intact p53 Pathway Subtype in High-Grade Serous Ovarian Cancer.
PLoS ONE, 2014, 9, e114491. 1.1 17

4067 Functional Study of One Nucleotide Mutation in Pri-MiR-125a Coding Region which Related to
Recurrent Pregnancy Loss. PLoS ONE, 2014, 9, e114781. 1.1 23

4068 Microtubule-Dependent Modulation of Adhesion Complex Composition. PLoS ONE, 2014, 9, e115213. 1.1 34

4069 Implications of Targeted Genomic Disruption of Î²-Catenin in BxPC-3 Pancreatic Adenocarcinoma Cells.
PLoS ONE, 2014, 9, e115496. 1.1 10

4070 Subgroup-Elimination Transcriptomics Identifies Signaling Proteins that Define Subclasses of
TRPV1-Positive Neurons and a Novel Paracrine Circuit. PLoS ONE, 2014, 9, e115731. 1.1 37

4071 Allele Workbench: Transcriptome Pipeline and Interactive Graphics for Allele-Specific Expression.
PLoS ONE, 2014, 9, e115740. 1.1 34

4072 Transcriptome Analysis of Enterococcus faecalis during Mammalian Infection Shows Cells Undergo
Adaptation and Exist in a Stringent Response State. PLoS ONE, 2014, 9, e115839. 1.1 35

4073 RRHGE: A Novel Approach to Classify the Estrogen Receptor Based Breast Cancer Subtypes. Scientific
World Journal, The, 2014, 2014, 1-13. 0.8 3



226

Citation Report

# Article IF Citations

4074 Maternal Experience with Predation Risk Influences Genome-Wide Embryonic Gene Expression in
Threespined Sticklebacks (Gasterosteus aculeatus). PLoS ONE, 2014, 9, e98564. 1.1 41

4075 Breast Cancer Prognosis Risk Estimation Using Integrated Gene Expression and Clinical Data. BioMed
Research International, 2014, 2014, 1-15. 0.9 5

4076 Cell Surface Proteomics Analysis Indicates a Neural Lineage Bias of Rat Bone Marrow Mesenchymal
Stromal Cells. BioMed Research International, 2014, 2014, 1-13. 0.9 4

4077 Coordinated control of senescence by lncRNA and a novel T-box3 co-repressor complex. ELife, 2014, 3, . 2.8 81

4078 miRNA Transcriptome of Hypertrophic Skeletal Muscle with Overexpressed Myostatin Propeptide.
BioMed Research International, 2014, 2014, 1-19. 0.9 12

4079 Genome-Wide miRNA Seeds Prediction in Archaea. Archaea, 2014, 2014, 1-6. 2.3 3

4080 Cyclin D activates the Rb tumor suppressor by mono-phosphorylation. ELife, 2014, 3, . 2.8 332

4081
A Network Pharmacology Approach to Determine Active Compounds and Action Mechanisms of
Ge-Gen-Qin-Lian Decoction for Treatment of Type 2 Diabetes. Evidence-based Complementary and
Alternative Medicine, 2014, 2014, 1-12.

0.5 108

4082 Computational Analysis of Transcriptional Circuitries in Human Embryonic Stem Cells Reveals
Multiple and Independent Networks. BioMed Research International, 2014, 2014, 1-10. 0.9 2

4083 Stratification of Gene Coexpression Patterns and GO Function Mining for a RNA-Seq Data Series.
BioMed Research International, 2014, 2014, 1-8. 0.9 2

4084 The landscape of alternative splicing in cervical squamous cell carcinoma. OncoTargets and Therapy,
2015, 8, 73. 1.0 15

4085
Stimulation of Insulin Signaling and Inhibition of JNK-AP1 Activation Protect Cells from
Amyloid-Î²-Induced Signaling Dysregulation and Inflammatory Response. Journal of Alzheimer's Disease,
2014, 40, 105-122.

1.2 23

4086
Genetic basis of olfactory cognition: extremely high level of DNA sequence polymorphism in promoter
regions of the human olfactory receptor genes revealed using the 1000 Genomes Project dataset.
Frontiers in Psychology, 2014, 5, 247.

1.1 28

4087 Reducing Dimensionality in the Search for Geneâ€“Gene Interactions. , 2014, , 25-37. 1

4088
Single-Nucleotide Polymorphisms Within MicroRNAs Sequences and Their 3' UTR Target Sites May
Regulate Gene Expression in Gastrointestinal Tract Cancers. Iranian Red Crescent Medical Journal,
2014, 16, e16659.

0.5 20

4089 Multi-omic landscape of rheumatoid arthritis: re-evaluation of drug adverse effects. Frontiers in Cell
and Developmental Biology, 2014, 2, 59. 1.8 16

4090 Altered Gene Transcription in Human Cells Treated with LudoxÂ® Silica Nanoparticles. International
Journal of Environmental Research and Public Health, 2014, 11, 8867-8890. 1.2 12

4091 Hope for GWAS: Relevant Risk Genes Uncovered from GWAS Statistical Noise. International Journal of
Molecular Sciences, 2014, 15, 17601-17621. 1.8 2



227

Citation Report

# Article IF Citations

4092 Unsupervised Outlier Profile Analysis. Cancer Informatics, 2014, 13s4, CIN.S13969. 0.9 1

4093 Delayed development induced by toxicity to the host can be inherited by a bacterial-dependent,
transgenerational effect. Frontiers in Genetics, 2014, 5, 27. 1.1 50

4094 Brain-expressed 3â€²UTR extensions strengthen miRNA cross-talk between ion channel/transporter
encoding mRNAs. Frontiers in Genetics, 2014, 5, 41. 1.1 16

4095 categoryCompare, an analytical tool based on feature annotations. Frontiers in Genetics, 2014, 5, 98. 1.1 29

4096 Medial prefrontal cortex: genes linked to bipolar disorder and schizophrenia have altered expression
in the highly social maternal phenotype. Frontiers in Behavioral Neuroscience, 2014, 8, 110. 1.0 22

4097 Addiction and reward-related genes show altered expression in the postpartum nucleus accumbens.
Frontiers in Behavioral Neuroscience, 2014, 8, 388. 1.0 34

4098 De-regulation of gene expression and alternative splicing affects distinct cellular pathways in the
aging hippocampus. Frontiers in Cellular Neuroscience, 2014, 8, 373. 1.8 101

4099 Neuroinformatic analyses of common and distinct genetic components associated with major
neuropsychiatric disorders. Frontiers in Neuroscience, 2014, 8, 331. 1.4 73

4100 Defining the nociceptor transcriptome. Frontiers in Molecular Neuroscience, 2014, 7, 87. 1.4 131

4101 The Succinated Proteome of FH-Mutant Tumours. Metabolites, 2014, 4, 640-654. 1.3 48

4102 Electro-Acupuncture at Neiguan Pretreatment Alters Genome-Wide Gene Expressions and Protects Rat
Myocardium against Ischemia-Reperfusion. Molecules, 2014, 19, 16158-16178. 1.7 47

4103 Potential Mechanism of Action of meso-Dihydroguaiaretic Acid on Mycobacterium tuberculosis H37Rv.
Molecules, 2014, 19, 20170-20182. 1.7 15

4104 Developmentally-Dynamic Murine Brain Proteomes and Phosphoproteomes Revealed by Quantitative
Proteomics. Proteomes, 2014, 2, 191-207. 1.7 9

4105 POEAS: Automated Plant Phenomic Analysis Using Plant Ontology. Bioinformatics and Biology
Insights, 2014, 8, BBI.S19057. 1.0 6

4106 Enrichment Map â€“ a Cytoscape app to visualize and explore OMICs pathway enrichment results.
F1000Research, 2014, 3, 141. 0.8 128

4107 High-Throughput Sequencing and De Novo Assembly of Brassica oleracea var. Capitata L. for
Transcriptome Analysis. PLoS ONE, 2014, 9, e92087. 1.1 38

4108 Effects of destrin pathway mutations on the gene expression profile. Genetics and Molecular
Research, 2014, 13, 2628-2637. 0.3 0

4109
Oligonucleotide microarray analysis reveals dysregulation of energy-related metabolism in
insulin-sensitive tissues of type 2 diabetes patients. Genetics and Molecular Research, 2014, 13,
4494-4504.

0.3 8



228

Citation Report

# Article IF Citations

4110 Sperm and Spermatids Contain Different Proteins and Bind Distinct Egg Factors. International Journal
of Molecular Sciences, 2014, 15, 16719-16740. 1.8 3

4111 Analysis of differentially expressed genes in malignant biliary strictures. Genetics and Molecular
Research, 2014, 13, 2674-2682. 0.3 5

4112 A highly efficient tumor-infiltrating MDSC differentiation system for discovery of anti-neoplastic
targets, which circumvents the need for tumor establishment in mice. Oncotarget, 2014, 5, 7843-7857. 0.8 62

4113 Genome-wide mapping of chromatin state of mouse forelimbs. Open Access Bioinformatics, 2014, 6, 1. 0.9 5

4114 Dietary energy source largely affects tissue fatty acid composition but has minor influence on gene
transcription in Iberian pigs1. Journal of Animal Science, 2014, 92, 939-954. 0.2 26

4115 Single cell transcriptional analysis reveals novel innate immune cell types. PeerJ, 2014, 2, e452. 0.9 11

4116 Identification of<i>Influenza A</i>/H7N9 Virus Infection-Related Human Genes Based on Shortest Paths
in a Virus-Human Protein Interaction Network. BioMed Research International, 2014, 2014, 1-11. 0.9 14

4117 Adenylate kinase 2 deficiency limits survival and regulates various genes during larval stages of
<I>Drosophila melanogaster</I>. Journal of Medical Investigation, 2014, 61, 137-150. 0.2 11

4118 Bioinformatics analysis of biomarkers and transcriptional factor motifs in Down syndrome. Brazilian
Journal of Medical and Biological Research, 2014, 47, 834-841. 0.7 34

4119 Identification of differently expressed genes in leukemia using multiple microarray datasets. Genetics
and Molecular Research, 2014, 13, 10482-10489. 0.3 0

4120 Integrative Bioinformatics Approaches to Analyze Molecular Events in Pluripotency. Biology and
Medicine (Aligarh), 2014, 06, . 0.3 1

4121 Glycoproteomic Study Reveals Altered Plasma Proteins Associated with HIV Elite Suppressors.
Theranostics, 2014, 4, 1153-1163. 4.6 15

4122 Multi-species, multi-transcription factor binding highlights conserved control of tissue-specific
biological pathways. ELife, 2014, 3, e02626. 2.8 84

4123 Sp1-mediated microRNA-182 expression regulates lung cancer progression. Oncotarget, 2014, 5, 740-753. 0.8 71

4124 Proteome-wide analysis reveals an age-associated cellular phenotype of in situ aged human
fibroblasts. Aging, 2014, 6, 856-872. 1.4 65

4125 Inhibition of BRD4 attenuates tumor cell self-renewal and suppresses stem cell signaling in MYC
driven medulloblastoma. Oncotarget, 2014, 5, 2355-2371. 0.8 103

4126 Gene Expression Study in Positron Emission Tomography-Positive Abdominal Aortic Aneurysms
Identifies CCL18 as a Potential Biomarker for Rupture Risk. Molecular Medicine, 2014, 20, 697-706. 1.9 11

4127 Iron promotes protein insolubility and aging in C. elegans. Aging, 2014, 6, 975-988. 1.4 57



229

Citation Report

# Article IF Citations

4128 Dissecting Traditional Chinese Medicines by Omics and Bioinformatics. Natural Product
Communications, 2014, 9, 1934578X1400900. 0.2 7

4129 A role for SUV39H1-mediated H3K9 trimethylation in the control of genome stability and senescence in
WI38 human diploid lung fibroblasts. Aging, 2014, 6, 545-563. 1.4 38

4130 Long intergenic non-coding RNA HOTAIRM1 regulates cell cycle progression during myeloid
maturation in NB4 human promyelocytic leukemia cells. RNA Biology, 2014, 11, 777-787. 1.5 143

4131 Defining the human gallbladder proteome by transcriptomics and affinity proteomics. Proteomics,
2014, 14, 2498-2507. 1.3 19

4132 High Fidelity Patient-Derived Xenografts for Accelerating Prostate Cancer Discovery and Drug
Development. Cancer Research, 2014, 74, 1272-1283. 0.4 304

4133 A genomeâ€•wide scan for selection signatures in Yorkshire and Landrace pigs based on sequencing data.
Animal Genetics, 2014, 45, 808-816. 0.6 19

4134 Biomarkers of calcineurin inhibitor nephrotoxicity in transplantation. Biomarkers in Medicine, 2014,
8, 1247-1262. 0.6 19

4135 Distinct Pathways of Humoral and Cellular Immunity Induced with the Mucosal Administration of a
Nanoemulsion Adjuvant. Journal of Immunology, 2014, 192, 2722-2733. 0.4 52

4136 Mycobacterium Tuberculosis Proteome Microarray for Global Studies of Protein Function and
Immunogenicity. Cell Reports, 2014, 9, 2317-2329. 2.9 77

4137 Ezh2-mediated repression of a transcriptional pathway upstream of <i>Mmp9</i> maintains integrity of
the developing vasculature. Development (Cambridge), 2014, 141, 4610-4617. 1.2 47

4138 Microarray big data integrated analysis to identify robust diagnostic signature for triple negative
breast cancer. , 2014, , . 1

4139 Differential Gene Expression Profiling of Mouse Uterine Luminal Epithelium During Periimplantation.
Reproductive Sciences, 2014, 21, 351-362. 1.1 36

4140 Global Molecular Effects of Tocilizumab Therapy in Rheumatoid Arthritis Synovium. Arthritis and
Rheumatology, 2014, 66, 15-23. 2.9 70

4141 Epsteinâ€“Barr virus encoded micro<scp>RNA</scp>s target <scp>SUMO</scp>â€•regulated cellular
functions. FEBS Journal, 2014, 281, 4935-4950. 2.2 15

4142 Paraquat exposure and<i>Sod2</i>knockdown have dissimilar impacts on the<i>Drosophila
melanogaster</i>carbonylated protein proteome. Proteomics, 2014, 14, 2566-2577. 1.3 4

4143 Inhibition of cell proliferation, migration and invasion of B16-F10 melanoma cells by Î±-mangostin.
Biochemical and Biophysical Research Communications, 2014, 450, 1512-1517. 1.0 31

4144 A high-coverage shRNA screen identifies TMEM129 as an E3 ligase involved in ER-associated protein
degradation. Nature Communications, 2014, 5, 3832. 5.8 113

4145 Epigenome-wide analysis of piRNAs in gene-specific DNA methylation. RNA Biology, 2014, 11, 1301-1312. 1.5 55



230

Citation Report

# Article IF Citations

4146 Proteomic alteration of PK-15 cells after infection by porcine circovirus type 2. Virus Genes, 2014, 49,
400-416. 0.7 10

4147 Defective Stromal Remodeling and Neutrophil Extracellular Traps in Lymphoid Tissues Favor the
Transition from Autoimmunity to Lymphoma. Cancer Discovery, 2014, 4, 110-129. 7.7 100

4148 Proteomic analysis of effects by x-rays and heavy ion in HeLa cells. Radiology and Oncology, 2014, 48,
142-154. 0.6 11

4149
Oral administration of the AYA strain of Lactobacillus plantarum modulates expression of
immunity-related genes in the murine Peyerâ€™s patch: a DNA microarray analysis. Bioscience,
Biotechnology and Biochemistry, 2014, 78, 1935-1938.

0.6 2

4150 Blood Genome-Wide Transcriptional Profiles Reflect Broad Molecular Impairments and Strong
Blood-Brain Links in Alzheimer's Disease. Journal of Alzheimer's Disease, 2014, 43, 93-108. 1.2 48

4151 Cognition and Hippocampal Plasticity in the Mouse Is Altered by Monosomy of a Genomic Region
Implicated in Down Syndrome. Genetics, 2014, 197, 899-912. 1.2 18

4152 Discovery of new glomerular diseaseâ€“relevant genes by translational profiling of podocytes in vivo.
Kidney International, 2014, 86, 1116-1129. 2.6 36

4153 Protective effects of oral administration of yeast thioredoxin against gastric mucosal injury.
Bioscience, Biotechnology and Biochemistry, 2014, 78, 1221-1230. 0.6 6

4154 Impact of<i>ERBB2</i>mutations on in vitro sensitivity of bladder cancer to lapatinib. Cancer Biology
and Therapy, 2014, 15, 1239-1247. 1.5 30

4155 Identification of an epigenetic signature of early mouse liver regeneration that is disrupted by
Zn-HDAC inhibition. Epigenetics, 2014, 9, 1521-1531. 1.3 18

4156 The mRNAs associated to a zinc finger protein from<i>Trypanosoma cruzi</i>shift during stress
conditions. RNA Biology, 2014, 11, 921-933. 1.5 29

4157 Overexpression of HOX genes is prevalent in Ewing sarcoma and is associated with altered epigenetic
regulation of developmental transcription programs. Epigenetics, 2014, 9, 1613-1625. 1.3 55

4158
Stressâ€•Related Alcohol Consumption in Heavy Drinkers Correlates with Expression of
mi<scp>R</scp>â€•10a, mi<scp>R</scp>â€•21, and Components of the <scp>TAR</scp>â€•<scp>RNA</scp>â€•Binding
Proteinâ€•Associated Complex. Alcoholism: Clinical and Experimental Research, 2014, 38, 2743-2753.

1.4 30

4159 Histone Chaperone CHAF1A Inhibits Differentiation and Promotes Aggressive Neuroblastoma. Cancer
Research, 2014, 74, 765-774. 0.4 47

4160
Identification of two poorly prognosed ovarian carcinoma subtypes associated
with<i>CHEK2</i>germ-line mutation and non-<i>CHEK2</i>somatic mutation gene signatures. Cell
Cycle, 2014, 13, 2262-2280.

1.3 24

4161 Influenza A Immunomics and Public Health Omics: The Dynamic Pathway Interplay in Host Response to
H1N1 Infection. OMICS A Journal of Integrative Biology, 2014, 18, 167-183. 1.0 12

4162
Selective demethylation and altered gene expression are associated with ICF syndrome in
human-induced pluripotent stem cells and mesenchymal stem cells. Human Molecular Genetics, 2014,
23, 6448-6457.

1.4 26

4163 Mapping Novel Subcutaneous Angiogenesis Quantitative Trait Loci in [B6Ã—MRL]F2 Mice. Advances in
Wound Care, 2014, 3, 563-572. 2.6 3



231

Citation Report

# Article IF Citations

4164 Does the brassinosteroid signal pathway in photomorphogenesis overlap with the gravitropic
response caused by auxin?. Bioscience, Biotechnology and Biochemistry, 2014, 78, 1839-1849. 0.6 1

4165 Lineage-Specific Conserved Noncoding Sequences of Plant Genomes: Their Possible Role in Nucleosome
Positioning. Genome Biology and Evolution, 2014, 6, 2527-2542. 1.1 15

4166
Progressive increase in mtDNA 3243A&gt;G heteroplasmy causes abrupt transcriptional
reprogramming. Proceedings of the National Academy of Sciences of the United States of America,
2014, 111, E4033-42.

3.3 251

4167 Zinc proteome interaction network as a model to identify nutrient-affected pathways in human
pathologies. Genes and Nutrition, 2014, 9, 436. 1.2 28

4168 Comparative evaluation of gene set analysis approaches for RNA-Seq data. BMC Bioinformatics, 2014, 15,
397. 1.2 25

4169 Heterologous hybridisation to a Pinus microarray: profiling of gene expression in Pinus radiata
saplings exposed to ethephon. New Zealand Journal of Forestry Science, 2014, 44, . 0.8 5

4170 Inhalation of rod-like carbon nanotubes causes unconventional allergic airway inflammation.
Particle and Fibre Toxicology, 2014, 11, 48. 2.8 83

4171 Shock wave trauma leads to inflammatory response and morphological activation in macrophage cell
lines, but does not induce iNOS or NO synthesis. Acta Neurochirurgica, 2014, 156, 2365-2378. 0.9 4

4172 Genomic mapping of the MHC transactivator CIITA using an integrated ChIP-seq and genetical genomics
approach. Genome Biology, 2014, 15, 494. 3.8 32

4173 Temporal transcriptome analysis of the chicken embryo yolk sac. BMC Genomics, 2014, 15, 690. 1.2 57

4174 Anatomo-proteomic characterization of human basal ganglia: focus on striatum and globus pallidus.
Molecular Brain, 2014, 7, 83. 1.3 9

4175 Reduced expression of SOX7 in ovarian cancer: a novel tumor suppressor through the Wnt/Î²-catenin
signaling pathway. Journal of Ovarian Research, 2014, 7, 87. 1.3 37

4176 Genome-wide candidate regions for selective sweeps revealed through massive parallel sequencing of
DNA across ten turkey populations. BMC Genetics, 2014, 15, 117. 2.7 7

4177 Highly pathogenic avian influenza virus infection in chickens but not ducks is associated with
elevated host immune and pro-inflammatory responses. Veterinary Research, 2014, 45, 118. 1.1 84

4178 Estrogen controls the survival of BRCA1-deficient cells via a PI3Kâ€“NRF2-regulated pathway.
Proceedings of the National Academy of Sciences of the United States of America, 2014, 111, 4472-4477. 3.3 100

4179 Involvement of MicroRNAs in the Regulation of Muscle Wasting during Catabolic Conditions. Journal
of Biological Chemistry, 2014, 289, 21909-21925. 1.6 129

4180 Functional Characterization of drim2, the Drosophila melanogaster Homolog of the Yeast
Mitochondrial Deoxynucleotide Transporter. Journal of Biological Chemistry, 2014, 289, 7448-7459. 1.6 13

4181 Discovery-Based Protein Expression Profiling Identifies Distinct Subgroups and Pathways in
Leiomyosarcomas. Molecular Cancer Research, 2014, 12, 1729-1739. 1.5 4



232

Citation Report

# Article IF Citations

4182 Epigenome-wide association study reveals longitudinally stable DNA methylation differences in CD4+ T
cells from children with IgE-mediated food allergy. Epigenetics, 2014, 9, 998-1006. 1.3 106

4183 Human factors and pathways essential for mediating epigenetic gene silencing. Epigenetics, 2014, 9,
1280-1289. 1.3 21

4184 Toxicogenomics in the 3T3-L1 Cell Line, a New Approach for Screening of Obesogenic Compounds.
Toxicological Sciences, 2014, 140, 352-363. 1.4 40

4185 Proteomic study reveals a functional network of cancer markers in the G1-Stage of the breast cancer
cell cycle. BMC Cancer, 2014, 14, 710. 1.1 13

4186 Identification of a novel gene fusion (BMX-ARHGAP) in gastric cardia adenocarcinoma. Diagnostic
Pathology, 2014, 9, 218. 0.9 13

4187 Transcriptional and epigenetic responses to mating and aging in Drosophila melanogaster. BMC
Genomics, 2014, 15, 927. 1.2 38

4188 Liver transcriptome analysis in gilthead sea bream upon exposure to low temperature. BMC Genomics,
2014, 15, 765. 1.2 96

4189 Finding trans-regulatory genes and protein complexes modulating meiotic recombination hotspots of
human, mouse and yeast. BMC Systems Biology, 2014, 8, 107. 3.0 0

4190 Genome-wide microRNA changes in human intracranial aneurysms. BMC Neurology, 2014, 14, 188. 0.8 63

4191
In vivo genome-wide analysis of multiple tissues identifies gene regulatory networks, novel functions
and downstream regulatory genes for Bapx1 and its co-regulation with Sox9 in the mammalian
vertebral column. BMC Genomics, 2014, 15, 1072.

1.2 18

4192 Changes in renal medulla gene expression in a pre-clinical model of post cardiopulmonary bypass
acute kidney injury. BMC Genomics, 2014, 15, 916. 1.2 12

4193 Assessment of patient-derived tumour xenografts (PDXs) as a discovery tool for cancer epigenomics.
Genome Medicine, 2014, 6, 116. 3.6 22

4194 Establishment of the neurogenic boundary of the mouse retina requires cooperation of SOX2 and
WNT signaling. Neural Development, 2014, 9, 27. 1.1 31

4195 SOX4 inhibits GBM cell growth and induces G0/G1 cell cycle arrest through Akt-p53 axis. BMC
Neurology, 2014, 14, 207. 0.8 31

4196 Transcriptional profiling reveals functional links between RasGrf1 and Pttg1 in pancreatic beta cells.
BMC Genomics, 2014, 15, 1019. 1.2 14

4197 Abundance, arrangement, and function of sequence motifs in the chicken promoters. BMC Genomics,
2014, 15, 900. 1.2 19

4198 MicroRNA-188 suppresses G1/S transition by targeting multiple cyclin/CDK complexes. Cell
Communication and Signaling, 2014, 12, 66. 2.7 40

4199 Escherichia coli W shows fast, highly oxidative sucrose metabolism and low acetate formation.
Applied Microbiology and Biotechnology, 2014, 98, 9033-9044. 1.7 27



233

Citation Report

# Article IF Citations

4200 Systematic identification of transcriptional and post-transcriptional regulations in human
respiratory epithelial cells during influenza A virus infection. BMC Bioinformatics, 2014, 15, 336. 1.2 35

4201 Topographical transcriptome mapping of the mouse medial ganglionic eminence by spatially resolved
RNA-seq. Genome Biology, 2014, 15, 486. 3.8 29

4202 The Effects of Soy Supplementation on Gene Expression in Breast Cancer: A Randomized
Placebo-Controlled Study. Journal of the National Cancer Institute, 2014, 106, dju189-dju189. 3.0 100

4203 Loss of beta2-integrin-mediated cytoskeletal linkage reprogrammes dendritic cells to a mature
migratory phenotype. Nature Communications, 2014, 5, 5359. 5.8 52

4204
Hepatic Differentiated Embryo-Chondrocyte-expressed Gene 1 (Dec1) Inhibits Sterol Regulatory
Element-binding Protein-1c (Srebp-1c) Expression and Alleviates Fatty Liver Phenotype. Journal of
Biological Chemistry, 2014, 289, 23332-23342.

1.6 29

4205 Changes in the gene expression profiles of the brains of male European eels (Anguilla anguilla) during
sexual maturation. BMC Genomics, 2014, 15, 799. 1.2 12

4206 Early transcriptional changes in the reef-building coral Acropora aspera in response to thermal and
nutrient stress. BMC Genomics, 2014, 15, 1052. 1.2 67

4207 A ratiometric-based measure of gene co-expression. BMC Bioinformatics, 2014, 15, 331. 1.2 3

4208 Epigenetic memory of the first cell fate decision prevents complete ES cell reprogramming into
trophoblast. Nature Communications, 2014, 5, 5538. 5.8 68

4209 Suppression of soluble T cell-associated proteins by an anti-interferon-Â  monoclonal antibody in adult
patients with dermatomyositis or polymyositis. Rheumatology, 2014, 53, 686-695. 0.9 31

4210 Introduction to Statistical Methods for MicroRNA Analysis. Methods in Molecular Biology, 2014, 1107,
129-155. 0.4 6

4211 Expression profile of cord blood neutrophils and dysregulation of HSPA1A and OLR1 upon challenge
by bacterial peptidoglycan. Journal of Leukocyte Biology, 2013, 95, 169-178. 1.5 14

4212 Innate Immune Activity Is Detected Prior to Seroconversion in Children With HLA-Conferred Type 1
Diabetes Susceptibility. Diabetes, 2014, 63, 2402-2414. 0.3 158

4213 The Endoplasmic Reticulum Coat Protein II Transport Machinery Coordinates Cellular Lipid Secretion
and Cholesterol Biosynthesis. Journal of Biological Chemistry, 2014, 289, 4244-4261. 1.6 41

4214 ChIP-Enrich: gene set enrichment testing for ChIP-seq data. Nucleic Acids Research, 2014, 42, e105-e105. 6.5 136

4215 Transcriptome profiling of natural dichromatism in the annual fishes Nothobranchius furzeri and
Nothobranchius kadleci. BMC Genomics, 2014, 15, 754. 1.2 24

4216 A HIF-1 network reveals characteristics of epithelial-mesenchymal transition in acute promyelocytic
leukemia. Genome Medicine, 2014, 6, 84. 3.6 18

4217 Integrative genomics and transcriptomics analysis of human embryonic and induced pluripotent stem
cells. BioData Mining, 2014, 7, 32. 2.2 2



234

Citation Report

# Article IF Citations

4218 miRNome of inflammatory breast cancer. BMC Research Notes, 2014, 7, 871. 0.6 40

4219 Identification and functional characterization of copy number variations in diverse chicken breeds.
BMC Genomics, 2014, 15, 934. 1.2 29

4220 Altered expression of Arabidopsis genes in response to a multifunctional geminivirus pathogenicity
protein. BMC Plant Biology, 2014, 14, 302. 1.6 15

4221 F1 hybrids of BALB/c and C57BL/6 mouse strains respond differently to low-dose ionizing radiation
exposure. Journal of Genetics, 2014, 93, 667-682. 0.4 6

4222 MicroRNA expression as risk biomarker of breast cancer metastasis: a pilot retrospective case-cohort
study. BMC Cancer, 2014, 14, 739. 1.1 45

4223 Integrated multi-cohort transcriptional meta-analysis of neurodegenerative diseases. Acta
Neuropathologica Communications, 2014, 2, 93. 2.4 94

4224 Cross-species toxicogenomic analyses and phenotypic anchoring in response to groundwater
low-level pollution. BMC Genomics, 2014, 15, 1067. 1.2 8

4226
Whole-genome expression profile in zebrafish embryos after chronic exposure to morphine:
identification of new genes associated with neuronal function and mu opioid receptor expression.
BMC Genomics, 2014, 15, 874.

1.2 20

4227 Joint genetic analysis of hippocampal size in mouse and human identifies a novel gene linked to
neurodegenerative disease. BMC Genomics, 2014, 15, 850. 1.2 59

4228 Transcriptional dynamics of a conserved gene expression network associated with craniofacial
divergence in Arctic charr. EvoDevo, 2014, 5, 40. 1.3 37

4229
The forkhead transcription factor FOXM1 promotes endocrine resistance and invasiveness in estrogen
receptor-positive breast cancer by expansion of stem-like cancer cells. Breast Cancer Research, 2014,
16, 436.

2.2 102

4230 Aberrant DNA Methylation of Blood in Schizophrenia by Adjusting for Estimated Cellular
Proportions. NeuroMolecular Medicine, 2014, 16, 697-703. 1.8 36

4231
Inhibition of Protein Geranylgeranylation Specifically Interferes with CD40-Dependent B Cell
Activation, Resulting in a Reduced Capacity To Induce T Cell Immunity. Journal of Immunology, 2014, 193,
5294-5305.

0.4 29

4232 Clonal expansion capacity defines two consecutive developmental stages of long-term hematopoietic
stem cells. Journal of Experimental Medicine, 2014, 211, 209-215. 4.2 75

4233
Short-term diesel exhaust inhalation in a controlled human crossover study is associated with
changes in DNA methylation of circulating mononuclear cells in asthmatics. Particle and Fibre
Toxicology, 2014, 11, 71.

2.8 85

4234 Identification of a Unique Hybrid Macrophage-Polarization State following Recovery from
Lipopolysaccharide Tolerance. Journal of Immunology, 2014, 192, 427-436. 0.4 62

4235 A genome-wide association study on thyroid function and anti-thyroid peroxidase antibodies in
Koreans. Human Molecular Genetics, 2014, 23, 4433-4442. 1.4 30

4236
E2F1 Coregulates Cell Cycle Genes and Chromatin Components during the Transition of
Oligodendrocyte Progenitors from Proliferation to Differentiation. Journal of Neuroscience, 2014,
34, 1481-1493.

1.7 64



235

Citation Report

# Article IF Citations

4237 Uncoupling reproduction from metabolism extends chronological lifespan in yeast. Proceedings of
the National Academy of Sciences of the United States of America, 2014, 111, E1538-47. 3.3 40

4238 Screening miRNA and their target genes related to tetralogy of Fallot with microarray. Cardiology in
the Young, 2014, 24, 442-446. 0.4 10

4239 Identification of a Missense Variant in LNPEP that Confers Psoriasis Risk. Journal of Investigative
Dermatology, 2014, 134, 359-365. 0.3 46

4240 Replicative association analysis of genetic markers of cognitive traits with Alzheimerâ€™s disease in the
Russian population. Molecular Biology, 2014, 48, 835-844. 0.4 13

4241 Proteome-wide Light/Dark Modulation of Thiol Oxidation in Cyanobacteria Revealed by Quantitative
Site-specific Redox Proteomics. Molecular and Cellular Proteomics, 2014, 13, 3270-3285. 2.5 75

4242 MEIS2 is essential for neuroblastoma cell survival and proliferation by transcriptional control of
M-phase progression. Cell Death and Disease, 2014, 5, e1417-e1417. 2.7 46

4243 The CF-modifying gene EHF promotes p.Phe508del-CFTR residual function by altering protein
glycosylation and trafficking in epithelial cells. European Journal of Human Genetics, 2014, 22, 660-666. 1.4 26

4244 Liver Med23 ablation improves glucose and lipid metabolism through modulating FOXO1 activity. Cell
Research, 2014, 24, 1250-1265. 5.7 44

4245 LSD1 controls metastasis of androgen-independent prostate cancer cells through PXN and LPAR6.
Oncogenesis, 2014, 3, e120-e120. 2.1 53

4246 Therapeutic expression of hairpins targeting apolipoprotein B100 induces phenotypic and
transcriptome changes in murine liver. Gene Therapy, 2014, 21, 60-70. 2.3 11

4247 Differentially expressed genes in autosomal dominant osteopetrosis type II osteoclasts reveal known
and novel pathways for osteoclast biology. Laboratory Investigation, 2014, 94, 275-285. 1.7 20

4248 Integrated high-throughput analysis identifies Sp1 as a crucial determinant of p53-mediated apoptosis.
Cell Death and Differentiation, 2014, 21, 1493-1502. 5.0 58

4249 Loss of Collagen VII Is Associated with Reduced Transglutaminase 2 Abundance and Activity. Journal of
Investigative Dermatology, 2014, 134, 2381-2389. 0.3 41

4250 The genome-wide landscape of DNA methylation and hydroxymethylation in response to sleep
deprivation impacts on synaptic plasticity genes. Translational Psychiatry, 2014, 4, e347-e347. 2.4 99

4251 Î”Np63Î± activates CD82 metastasis suppressor to inhibit cancer cell invasion. Cell Death and Disease, 2014,
5, e1280-e1280. 2.7 36

4252 Proteomes of pathogenic<i>Escherichia coli/Shigella</i>group surveyed in their host environments.
Expert Review of Proteomics, 2014, 11, 593-609. 1.3 10

4253 Construction and investigation of breastâ€•cancerâ€•specific ceRNA network based on the mRNA and miRNA
expression data. IET Systems Biology, 2014, 8, 96-103. 0.8 110

4255 Gene-expression differences in peripheral blood between lithium responders and non-responders in
the Lithium Treatment-Moderate dose Use Study (LiTMUS). Pharmacogenomics Journal, 2014, 14, 182-191. 0.9 37



236

Citation Report

# Article IF Citations

4256 Marinobufagenin regulates permeability and gene expression of brain endothelial cells. American
Journal of Physiology - Regulatory Integrative and Comparative Physiology, 2014, 306, R918-R924. 0.9 17

4257 The Transcription Factor Cux1 in Cerebellar Granule Cell Development and Medulloblastoma
Pathogenesis. Cerebellum, 2014, 13, 698-712. 1.4 5

4258
Types of DNA methylation status of the interspersed repetitive sequences for LINE-1, Alu, HERV-E and
HERV-K in the neutrophils from systemic lupus erythematosus patients and healthy controls. Journal
of Human Genetics, 2014, 59, 178-188.

1.1 37

4259 De novo assembly and analysis of crow lungs transcriptome. Genome, 2014, 57, 499-506. 0.9 5

4260 Subfractionation, characterization, and in-depth proteomic analysis of glomerular membrane vesicles
in human urine. Kidney International, 2014, 85, 1225-1237. 2.6 92

4261 Mammalian WTAP is a regulatory subunit of the RNA N6-methyladenosine methyltransferase. Cell
Research, 2014, 24, 177-189. 5.7 1,719

4262 TIMP2 and TIMP3 have divergent roles in early renal tubulointerstitial injury. Kidney International,
2014, 85, 82-93. 2.6 52

4263 PATHOME: an algorithm for accurately detecting differentially expressed subpathways. Oncogene,
2014, 33, 4941-4951. 2.6 70

4264 Kinome-wide screening of HER2+ breast cancer cells for molecules that mediate cell proliferation or
sensitize cells to trastuzumab therapy. Oncogenesis, 2014, 3, e133-e133. 2.1 18

4265 Genes associated with the progression of neurofibrillary tangles in Alzheimerâ€™s disease.
Translational Psychiatry, 2014, 4, e396-e396. 2.4 46

4266 Tumour expression of leptin is associated with chemotherapy resistance and therapy-independent
prognosis in gastro-oesophageal adenocarcinomas. British Journal of Cancer, 2014, 110, 1525-1534. 2.9 56

4267 Genes for endosomal NHE6 and NHE9 are misregulated in autism brains. Molecular Psychiatry, 2014, 19,
277-279. 4.1 62

4268 Early targets of lithium in rat kidney inner medullary collecting duct include p38 and ERK1/2. Kidney
International, 2014, 86, 757-767. 2.6 44

4269 Genome-wide DNA methylation analysis in precursor B-cells. Epigenetics, 2014, 9, 1588-1595. 1.3 22

4270 Hypoxia-induced Changes to Integrin Î± 3 Glycosylation Facilitate Invasion in Epidermoid Carcinoma Cell
Line A431. Molecular and Cellular Proteomics, 2014, 13, 3126-3137. 2.5 38

4271 Using Weeder, Pscan, and PscanChIP for the Discovery of Enriched Transcription Factor Binding Site
Motifs in Nucleotide Sequences. Current Protocols in Bioinformatics, 2014, 47, 2.11.1-31. 25.8 34

4272 Geroconversion of aged muscle stem cells under regenerative pressure. Cell Cycle, 2014, 13, 3183-3190. 1.3 54

4273
Population genomics of the honey bee reveals strong signatures of positive selection on worker
traits. Proceedings of the National Academy of Sciences of the United States of America, 2014, 111,
2614-2619.

3.3 177



237

Citation Report

# Article IF Citations

4274 Machine Learning Approaches Distinguish Multiple Stress Conditions using Stress-Responsive Genes
and Identify Candidate Genes for Broad Resistance in Rice. Plant Physiology, 2014, 164, 481-495. 2.3 129

4275 Identification of mutant genes with highâ€•frequency, highâ€•risk, and highâ€•expression in lung
adenocarcinoma. Thoracic Cancer, 2014, 5, 211-218. 0.8 14

4276 Functional features and protein network of human sperm-egg interaction. Systems Biology in
Reproductive Medicine, 2014, 60, 329-337. 1.0 18

4277
Internal Tandem Duplication Mutations in FLT3 Gene Augment Chemotaxis to Cxcl12 Protein by
Blocking the Down-regulation of the Rho-associated Kinase via the Cxcl12/Cxcr4 Signaling Axis.
Journal of Biological Chemistry, 2014, 289, 31053-31065.

1.6 21

4278 Identifying miRNAs, targets and functions. Briefings in Bioinformatics, 2014, 15, 1-19. 3.2 444

4279 Transcriptional atlas of cardiogenesis maps congenital heart disease interactome. Physiological
Genomics, 2014, 46, 482-495. 1.0 47

4280 Genome-wide DNA methylation analysis identifies a metabolic memory profile in patient-derived
diabetic foot ulcer fibroblasts. Epigenetics, 2014, 9, 1339-1349. 1.3 52

4281 Development of a multiplex methylation specific PCR suitable for (early) detection of non-small cell
lung cancer. Epigenetics, 2014, 9, 1138-1148. 1.3 28

4282 Comprehensive Functional Annotation of 77 Prostate Cancer Risk Loci. PLoS Genetics, 2014, 10,
e1004102. 1.5 167

4283 Overexpression of collagen VI Î±3 in gastric cancer. Oncology Letters, 2014, 7, 1537-1543. 0.8 32

4284 Dysfunction of the CNS-Heart Axis in Mouse Models of Huntington's Disease. PLoS Genetics, 2014, 10,
e1004550. 1.5 83

4285 Biased, Non-equivalent Gene-Proximal and -Distal Binding Motifs of Orphan Nuclear Receptor TR4 in
Primary Human Erythroid Cells. PLoS Genetics, 2014, 10, e1004339. 1.5 6

4286
Quantitative Proteomics to Characterize Specific Histone H2A Proteolysis in Chronic Lymphocytic
Leukemia and the Myeloid THP-1 Cell Line. International Journal of Molecular Sciences, 2014, 15,
9407-9421.

1.8 11

4287 A Derived Network-Based Interferon-Related Signature of Human Macrophages Responding
toMycobacterium tuberculosis. BioMed Research International, 2014, 2014, 1-16. 0.9 3

4288
Identification of Key Genes in the Response to<i>Salmonella enterica Enteritidis</i>,<i>Salmonella
enterica Pullorum</i>, and Poly(I:C) in Chicken Spleen and Caecum. BioMed Research International,
2014, 2014, 1-14.

0.9 10

4289 Inference of RNA Polymerase II Transcription Dynamics from Chromatin Immunoprecipitation Time
Course Data. PLoS Computational Biology, 2014, 10, e1003598. 1.5 24

4290 The Olfactory Transcriptomes of Mice. PLoS Genetics, 2014, 10, e1004593. 1.5 134

4291 Interplay of dFOXO and Two ETS-Family Transcription Factors Determines Lifespan in Drosophila
melanogaster. PLoS Genetics, 2014, 10, e1004619. 1.5 60



238

Citation Report

# Article IF Citations

4292 GoMapMan: integration, consolidation and visualization of plant gene annotations within the
MapMan ontology. Nucleic Acids Research, 2014, 42, D1167-D1175. 6.5 108

4293 An integrative network-driven pipeline for the prioritization of Alzheimer's disease genes. , 2014, , . 1

4294 Discovery, identification and sequence analysis of RNAs selected for very short or long poly A tail in
immature bovine oocytes. Molecular Human Reproduction, 2014, 20, 127-138. 1.3 21

4295 A Graphic Method for Identification of Novel Glioma Related Genes. BioMed Research International,
2014, 2014, 1-8. 0.9 5

4296 iRegulon: From a Gene List to a Gene Regulatory Network Using Large Motif and Track Collections.
PLoS Computational Biology, 2014, 10, e1003731. 1.5 787

4297 Classic Selective Sweeps Revealed by Massive Sequencing in Cattle. PLoS Genetics, 2014, 10, e1004148. 1.5 254

4298 Genomic Networks of Hybrid Sterility. PLoS Genetics, 2014, 10, e1004162. 1.5 84

4299 Intrapopulation Genome Size Variation in D. melanogaster Reflects Life History Variation and
Plasticity. PLoS Genetics, 2014, 10, e1004522. 1.5 64

4300 Global Analysis of Neutrophil Responses to Neisseria gonorrhoeae Reveals a Self-Propagating
Inflammatory Program. PLoS Pathogens, 2014, 10, e1004341. 2.1 45

4301 Proteomic identification of early changes in the renal cytoskeleton in obstructive uropathy. American
Journal of Physiology - Renal Physiology, 2014, 306, F1429-F1441. 1.3 7

4302 Identification of potential therapeutic targets in a model of neuropathic pain. Frontiers in Genetics,
2014, 5, 131. 1.1 15

4303 The PDZ-Binding Motif of Severe Acute Respiratory Syndrome Coronavirus Envelope Protein Is a
Determinant of Viral Pathogenesis. PLoS Pathogens, 2014, 10, e1004320. 2.1 201

4304 No Boundaries: Genomes, Organisms, and Ecological Interactions Responsible for Divergence and
Reproductive Isolation. Journal of Heredity, 2014, 105, 756-770. 1.0 13

4305 KDM5 Interacts with Foxo to Modulate Cellular Levels of Oxidative Stress. PLoS Genetics, 2014, 10,
e1004676. 1.5 47

4306
Regulation of macromolecular modulators of urinary stone formation by reactive oxygen species:
transcriptional study in an animal model of hyperoxaluria. American Journal of Physiology - Renal
Physiology, 2014, 306, F1285-F1295.

1.3 35

4307 Combined Analysis with Copy Number Variation Identifies Risk Loci in Lung Cancer. BioMed Research
International, 2014, 2014, 1-9. 0.9 4

4308 Genome wide association study of SNP-, gene-, and pathway-based approaches to identify genes
influencing susceptibility to Staphylococcus aureus infections. Frontiers in Genetics, 2014, 5, 125. 1.1 38

4309 Locus heterogeneity disease genes encode proteins with high interconnectivity in the human protein
interaction network. Frontiers in Genetics, 2014, 5, 434. 1.1 8



239

Citation Report

# Article IF Citations

4310 Definition of a Family of Tissue-Protective Cytokines Using Functional Cluster Analysis: A
Proof-of-Concept Study. Frontiers in Immunology, 2014, 5, 115. 2.2 6

4311 Transcriptional responses of Arabidopsis thaliana to chewing and sucking insect herbivores.
Frontiers in Plant Science, 2014, 5, 565. 1.7 61

4312 Microarray analysis of genes and gene functions in disc degeneration. Experimental and Therapeutic
Medicine, 2014, 7, 343-348. 0.8 19

4313 Whole Exome Re-Sequencing Implicates CCDC38 and Cilia Structure and Function in Resistance to
Smoking Related Airflow Obstruction. PLoS Genetics, 2014, 10, e1004314. 1.5 29

4314 Down-Regulation of Sox11 Is Required for Efficient Osteogenic Differentiation of Adipose-Derived
Stem Cells. Molecules and Cells, 2014, 37, 337-344. 1.0 8

4315 Comparative Proteomic Profiling of Pancreatic Ductal Adenocarcinoma Cell Lines. Molecules and
Cells, 2014, 37, 888-898. 1.0 42

4316 <i>Insm1</i> promotes endocrine cell differentiation by modulating the expression of a network of
genes that includes <i>Neurog3</i> and <i>Ripply3</i>. Development (Cambridge), 2014, 141, 2939-2949. 1.2 63

4317 A Combination of Transcriptional and MicroRNA Regulation Improves the Stability of the Relative
Concentrations of Target Genes. PLoS Computational Biology, 2014, 10, e1003490. 1.5 47

4318 Mouse Hair Cycle Expression Dynamics Modeled as Coupled Mesenchymal and Epithelial Oscillators.
PLoS Computational Biology, 2014, 10, e1003914. 1.5 12

4319 Gene expression profiling in adipose tissue from growing broiler chickens. Adipocyte, 2014, 3, 297-303. 1.3 4

4320 Paternal Poly (ADP-ribose) Metabolism Modulates Retention of Inheritable Sperm Histones and Early
Embryonic Gene Expression. PLoS Genetics, 2014, 10, e1004317. 1.5 72

4321 Genome-Wide Analysis of DNA Methylation Dynamics during Early Human Development. PLoS Genetics,
2014, 10, e1004868. 1.5 216

4322 The Transcriptional Repressor ZBTB4 Regulates EZH2 Through a MicroRNA-ZBTB4-Specificity Protein
Signaling Axis. Neoplasia, 2014, 16, 1059-1069. 2.3 36

4323 Inositol-Related Gene Knockouts Mimic Lithiumâ€™s Effect on Mitochondrial Function.
Neuropsychopharmacology, 2014, 39, 319-328. 2.8 42

4324 RNA-Seq Data Mining: Downregulation of NeuroD6 Serves as a Possible Biomarker for Alzheimerâ€™s
Disease Brains. Disease Markers, 2014, 2014, 1-10. 0.6 36

4325 UVB Induces a Genome-Wide Acting Negative Regulatory Mechanism That Operates at the Level of
Transcription Initiation in Human Cells. PLoS Genetics, 2014, 10, e1004483. 1.5 34

4326 MicroRNAs Associated with the Efficacy of Photodynamic Therapy in Biliary Tract Cancer Cell Lines.
International Journal of Molecular Sciences, 2014, 15, 20134-20157. 1.8 18

4327 microRNA expression patterns across seven cancers are highly correlated and dominated by
evolutionarily ancient families. Biomedical Reports, 2014, 2, 384-387. 0.9 7



240

Citation Report

# Article IF Citations

4328 Drug Repositioning Discovery for Early- and Late-Stage Non-Small-Cell Lung Cancer. BioMed Research
International, 2014, 2014, 1-13. 0.9 6

4329 Integration Analysis of MicroRNA and mRNA Expression Profiles in Human Peripheral Blood
Lymphocytes Cultured in Modeled Microgravity. BioMed Research International, 2014, 2014, 1-16. 0.9 35

4330 Identification of Differentially Expressed Serum Proteins in Infectious Purpura Fulminans. Disease
Markers, 2014, 2014, 1-8. 0.6 7

4331 Involvement of Endocytosis and Alternative Splicing in the Formation of the Pathological Process in
the Early Stages of Parkinsonâ€™s Disease. BioMed Research International, 2014, 2014, 1-6. 0.9 33

4332 Identification of MicroRNAs as Potential Biomarker for Gastric Cancer by System Biological Analysis.
BioMed Research International, 2014, 2014, 1-9. 0.9 22

4333 Protein-driven inference of miRNAâ€“disease associations. Bioinformatics, 2014, 30, 392-397. 1.8 190

4334 Graph-regularized dual Lasso for robust eQTL mapping. Bioinformatics, 2014, 30, i139-i148. 1.8 33

4335 Defective RAGE activity in embryonal rhabdomyosarcoma cells results in high PAX7 levels that sustain
migration and invasiveness. Carcinogenesis, 2014, 35, 2382-2392. 1.3 19

4336 Specific Glial Functions Contribute to Schizophrenia Susceptibility. Schizophrenia Bulletin, 2014, 40,
925-935. 2.3 105

4337 Cytoplasmic Viral RNA-Dependent RNA Polymerase Disrupts the Intracellular Splicing Machinery by
Entering the Nucleus and Interfering with Prp8. PLoS Pathogens, 2014, 10, e1004199. 2.1 50

4338 Allele-Specific Network Reveals Combinatorial Interaction That Transcends Small Effects in Psoriasis
GWAS. PLoS Computational Biology, 2014, 10, e1003766. 1.5 25

4339 New MicroRNAs in Drosophilaâ€”Birth, Death and Cycles of Adaptive Evolution. PLoS Genetics, 2014, 10,
e1004096. 1.5 53

4340 Protein Conservation and Variation Suggest Mechanisms of Cell Type-Specific Modulation of Signaling
Pathways. PLoS Computational Biology, 2014, 10, e1003659. 1.5 28

4341 Lifespan Extension Conferred by Endoplasmic Reticulum Secretory Pathway Deficiency Requires
Induction of the Unfolded Protein Response. PLoS Genetics, 2014, 10, e1004019. 1.5 74

4342 Plasma Cholesterolâ€“Induced Lesion Networks Activated before Regression of Early, Mature, and
Advanced Atherosclerosis. PLoS Genetics, 2014, 10, e1004201. 1.5 64

4343 Dopamine Signaling Leads to Loss of Polycomb Repression and Aberrant Gene Activation in
Experimental Parkinsonism. PLoS Genetics, 2014, 10, e1004574. 1.5 49

4344 Multiplexed Digital mRNA Profiling of the Inflammatory Response in the West Nile Swiss Webster
Mouse Model. PLoS Neglected Tropical Diseases, 2014, 8, e3216. 1.3 11

4345 Large Scale RNAi Reveals the Requirement of Nuclear Envelope Breakdown for Nuclear Import of
Human Papillomaviruses. PLoS Pathogens, 2014, 10, e1004162. 2.1 135



241

Citation Report

# Article IF Citations

4346 Toxic effects of decabromodiphenyl ether (BDE-209) on human embryonic kidney cells. Frontiers in
Genetics, 2014, 5, 118. 1.1 24

4347 Characterization of Paraquat-Induced miRNA Profiling Response in hNPCs Undergoing Proliferation.
International Journal of Molecular Sciences, 2014, 15, 18422-18436. 1.8 18

4348 Proteomics and Metabolomics for<i>In Situ</i>Monitoring of Wound Healing. BioMed Research
International, 2014, 2014, 1-12. 0.9 21

4349 LINCS Canvas Browser: interactive web app to query, browse and interrogate LINCS L1000 gene
expression signatures. Nucleic Acids Research, 2014, 42, W449-W460. 6.5 280

4350 Transcriptomic Evidence for a Dramatic Functional Transition of the Malpighian Tubules after a Blood
Meal in the Asian Tiger Mosquito Aedes albopictus. PLoS Neglected Tropical Diseases, 2014, 8, e2929. 1.3 37

4351 Global analysis of the effects of the V2 receptor antagonist satavaptan on protein phosphorylation in
collecting duct. American Journal of Physiology - Renal Physiology, 2014, 306, 410-421. 1.3 13

4352 RAN-Binding Protein 9 is Involved in Alternative Splicing and is Critical for Male Germ Cell
Development and Male Fertility. PLoS Genetics, 2014, 10, e1004825. 1.5 43

4353 Insights into the Trypanosome-Host Interactions Revealed through Transcriptomic Analysis of
Parasitized Tsetse Fly Salivary Glands. PLoS Neglected Tropical Diseases, 2014, 8, e2649. 1.3 67

4354 SANTA: Quantifying the Functional Content of Molecular Networks. PLoS Computational Biology,
2014, 10, e1003808. 1.5 66

4355 Identification of biomarkers for tuberculosis susceptibility via integrated analysis of gene expression
and longitudinal clinical data. Frontiers in Genetics, 2014, 5, 240. 1.1 14

4356 The pH-Responsive PacC Transcription Factor of Aspergillus fumigatus Governs Epithelial Entry and
Tissue Invasion during Pulmonary Aspergillosis. PLoS Pathogens, 2014, 10, e1004413. 2.1 151

4357 Combining affinity proteomics and network context to identify new phosphatase substrates and
adapters in growth pathways. Frontiers in Genetics, 2014, 5, 115. 1.1 13

4358 Transcriptional Profiling and Dynamical Regulation Analysis Identify Potential Kernel Target Genes of
SCYL1-BP1 in HEK293T Cells. Molecules and Cells, 2014, 37, 691-698. 1.0 2

4359 microRNA-125 distinguishes developmentally generated and adult-born olfactory bulb interneurons.
Development (Cambridge), 2014, 141, 1580-1588. 1.2 34

4360 Integrative Computational and Experimental Approaches to Establish a Post-Myocardial Infarction
Knowledge Map. PLoS Computational Biology, 2014, 10, e1003472. 1.5 10

4361 Revealing Molecular Mechanisms by Integrating High-Dimensional Functional Screens with Protein
Interaction Data. PLoS Computational Biology, 2014, 10, e1003801. 1.5 3

4362
Multi-tissue Analysis of Co-expression Networks by Higher-Order Generalized Singular Value
Decomposition Identifies Functionally Coherent Transcriptional Modules. PLoS Genetics, 2014, 10,
e1004006.

1.5 54

4363 Zinc Finger Transcription Factors Displaced SREBP Proteins as the Major Sterol Regulators during
Saccharomycotina Evolution. PLoS Genetics, 2014, 10, e1004076. 1.5 63



242

Citation Report

# Article IF Citations

4364 Genome-Wide Analysis of SREBP1 Activity around the Clock Reveals Its Combined Dependency on
Nutrient and Circadian Signals. PLoS Genetics, 2014, 10, e1004155. 1.5 45

4365 The RNA Helicases AtMTR4 and HEN2 Target Specific Subsets of Nuclear Transcripts for Degradation by
the Nuclear Exosome in Arabidopsis thaliana. PLoS Genetics, 2014, 10, e1004564. 1.5 97

4366 The Groucho Co-repressor Is Primarily Recruited to Local Target Sites in Active Chromatin to
Attenuate Transcription. PLoS Genetics, 2014, 10, e1004595. 1.5 29

4367 Methylation QTLs Are Associated with Coordinated Changes in Transcription Factor Binding, Histone
Modifications, and Gene Expression Levels. PLoS Genetics, 2014, 10, e1004663. 1.5 255

4368 RNA-seq Analysis of Host and Viral Gene Expression Highlights Interaction between Varicella Zoster
Virus and Keratinocyte Differentiation. PLoS Pathogens, 2014, 10, e1003896. 2.1 70

4369 Morphotype Transition and Sexual Reproduction Are Genetically Associated in a Ubiquitous
Environmental Pathogen. PLoS Pathogens, 2014, 10, e1004185. 2.1 41

4370 Ubiquitin-Mediated Response to Microsporidia and Virus Infection in C. elegans. PLoS Pathogens, 2014,
10, e1004200. 2.1 184

4371 Leishmania donovani Infection Causes Distinct Epigenetic DNA Methylation Changes in Host
Macrophages. PLoS Pathogens, 2014, 10, e1004419. 2.1 123

4372
Genes Involved in Epithelial Differentiation and Development are Differentially Expressed in Oral and
Genital Lichen Planus Epithelium Compared to Normal Epithelium. Acta Dermato-Venereologica, 2014,
94, 526-530.

0.6 23

4373 Murine cutaneous responses to the rocky mountain spotted fever vector, Dermacentor andersoni,
feeding. Frontiers in Microbiology, 2014, 5, 198. 1.5 13

4374 MicroRNAs in the Stressed Heart: Sorting the Signal from the Noise. Cells, 2014, 3, 778-801. 1.8 7

4375 Interactome Mapping Reveals Important Pathways in Skeletal Muscle Development of Pigs.
International Journal of Molecular Sciences, 2014, 15, 21788-21802. 1.8 3

4376 Identifying Gastric Cancer Related Genes Using the Shortest Path Algorithm and Protein-Protein
Interaction Network. BioMed Research International, 2014, 2014, 1-9. 0.9 8

4377 Copy Number Variation in the Horse Genome. PLoS Genetics, 2014, 10, e1004712. 1.5 68

4378
Biomarkers of Treatment Toxicity in Combined-Modality Cancer Therapies with Radiation and Systemic
Drugs: Study Design, Multiplex Methods, Molecular Networks. International Journal of Molecular
Sciences, 2014, 15, 22835-22856.

1.8 12

4379 Identification of TNF-Â -Responsive Promoters and Enhancers in the Intestinal Epithelial Cell Model
Caco-2. DNA Research, 2014, 21, 569-583. 1.5 12

4380 Calcineurin/Nfatc1 signaling links skin stem cell quiescence to hormonal signaling during pregnancy
and lactation. Genes and Development, 2014, 28, 983-994. 2.7 42

4381 The Epidermal Growth Factor Receptor Critically Regulates Endometrial Function during Early
Pregnancy. PLoS Genetics, 2014, 10, e1004451. 1.5 83



243

Citation Report

# Article IF Citations

4382 The Domain Landscape of Virus-Host Interactomes. BioMed Research International, 2014, 2014, 1-13. 0.9 30

4383 Development and Maturation of the Immune System in Preterm Neonates: Results from a Whole
Genome Expression Study. BioMed Research International, 2014, 2014, 1-8. 0.9 16

4384 Gene Expression Changes Induced by<i>Trypanosoma cruzi</i>Shed Microvesicles in Mammalian Host
Cells: Relevance of tRNA-Derived Halves. BioMed Research International, 2014, 2014, 1-11. 0.9 103

4385
High atomic weight, high-energy radiation (HZE) induces transcriptional responses shared with
conventional stresses in addition to a core Ã¢â‚¬Å“DSBÃ¢â‚¬Â• response specific to clastogenic treatments.
Frontiers in Plant Science, 2014, 5, 364.

1.7 19

4386 A comprehensive collection of systems biology data characterizing the host response to viral
infection. Scientific Data, 2014, 1, 140033. 2.4 62

4387 Deep Sequencing-Based Identification of Small Regulatory RNAs in Synechocystis sp. PCC 6803. PLoS
ONE, 2014, 9, e92711. 1.1 28

4388 Different miRNA expression profiles between human breast cancer tumors and serum. Frontiers in
Genetics, 2014, 5, 149. 1.1 97

4389 Genetic Analysis of the Cardiac Methylome at Single Nucleotide Resolution in a Model of Human
Cardiovascular Disease. PLoS Genetics, 2014, 10, e1004813. 1.5 19

4390 Transcriptome profiling of malignant transformed rat hepatic stem-like cells by aflatoxin B1.
Neoplasma, 2014, 61, 193-204. 0.7 9

4391 Aberrant DNA methylation in the IFITM1 promoter enhances the metastatic phenotype in an
intraperitoneal xenograft model of human ovarian cancer. Oncology Reports, 2014, 31, 2139-2146. 1.2 25

4392 HGV&amp;TB: a comprehensive online resource on human genes and genetic variants associated with
tuberculosis. Database: the Journal of Biological Databases and Curation, 2014, 2014, bau112-bau112. 1.4 3

4393 Meiotic Drive Impacts Expression and Evolution of X-Linked Genes in Stalk-Eyed Flies. PLoS Genetics,
2014, 10, e1004362. 1.5 32

4394 Molecular Mechanisms of Hypoxic Responses via Unique Roles of Ras1, Cdc24 and Ptp3 in a Human
Fungal Pathogen Cryptococcus neoformans. PLoS Genetics, 2014, 10, e1004292. 1.5 14

4395 Evolution of Network Biomarkers from Early to Late Stage Bladder Cancer Samples. BioMed Research
International, 2014, 2014, 1-23. 0.9 18

4396 Identification of MicroRNA as Sepsis Biomarker Based on miRNAs Regulatory Network Analysis. BioMed
Research International, 2014, 2014, 1-12. 0.9 56

4397 Profiling the microRNA Expression in Human iPS and iPS-derived Retinal Pigment Epithelium. Cancer
Informatics, 2014, 13s5, CIN.S14074. 0.9 15

4398 Comparison of Gene and Protein Expressions in Rats Residing in Standard Cages with Those Having
Access to an Exercise Wheel. BioMed Research International, 2014, 2014, 1-9. 0.9 7

4399 SUV39H1 downregulation induces deheterochromatinization of satellite regions and senescence after
exposure to ionizing radiation. Frontiers in Genetics, 2014, 5, 411. 1.1 12



244

Citation Report

# Article IF Citations

4400 RNA-Seq Identifies Key Reproductive Gene Expression Alterations in Response to Cadmium Exposure.
BioMed Research International, 2014, 2014, 1-11. 0.9 18

4401 Selective nuclear export of specific classes of mRNA from mammalian nuclei is promoted by GANP.
Nucleic Acids Research, 2014, 42, 5059-5071. 6.5 64

4402 CEP-1, the Caenorhabditis elegans p53 Homolog, Mediates Opposing Longevity Outcomes in
Mitochondrial Electron Transport Chain Mutants. PLoS Genetics, 2014, 10, e1004097. 1.5 57

4403 COE Loss-of-Function Analysis Reveals a Genetic Program Underlying Maintenance and Regeneration
of the Nervous System in Planarians. PLoS Genetics, 2014, 10, e1004746. 1.5 43

4404
Clinical Study of Effects of Jian Ji Ning, a Chinese Herbal Medicine Compound Preparation, in Treating
Patients with Myasthenia Gravis via the Regulation of Differential MicroRNAs Expression in Serum.
Evidence-based Complementary and Alternative Medicine, 2014, 2014, 1-14.

0.5 11

4405
Computational Analysis of mRNA Expression Profiles Identifies the<i>ITG</i>Family and<i>PIK3R3</i>as
Crucial Genes for Regulating Triple Negative Breast Cancer Cell Migration. BioMed Research
International, 2014, 2014, 1-8.

0.9 14

4406
Differential Proteomic Analysis of the Pancreas of Diabetic db/db Mice Reveals the Proteins Involved in
the Development of Complications of Diabetes Mellitus. International Journal of Molecular Sciences,
2014, 15, 9579-9593.

1.8 15

4407
The Functional Landscape of Hsp27 Reveals New Cellular Processes such as DNA Repair and Alternative
Splicing and Proposes Novel Anticancer Targets. Molecular and Cellular Proteomics, 2014, 13,
3585-3601.

2.5 65

4408 Recovery from an Acute Infection in C. elegans Requires the GATA Transcription Factor ELT-2. PLoS
Genetics, 2014, 10, e1004609. 1.5 15

4409 Quantitative Phosphoproteomics of Cytotoxic T Cells to Reveal Protein Kinase D 2 Regulated
Networks. Molecular and Cellular Proteomics, 2014, 13, 3544-3557. 2.5 15

4410 Membrane Protein Profiling of Human Colon Reveals Distinct Regional Differences. Molecular and
Cellular Proteomics, 2014, 13, 2277-2287. 2.5 32

4411 Peripheral venous congestion causes inflammation, neurohormonal, and endothelial cell activation.
European Heart Journal, 2014, 35, 448-454. 1.0 116

4412 Reduction in Fecundity and Shifts in Cellular Processes by a Native Virus on an Invasive Insect. Genome
Biology and Evolution, 2014, 6, 873-885. 1.1 20

4413 Comparative transcriptomics of Atlantic Salmo salar, chum Oncorhynchus keta and pink salmon O.
gorbuscha during infections with salmon lice Lepeophtheirus salmonis. BMC Genomics, 2014, 15, 200. 1.2 107

4414 Genetic studies in <i>Drosophila</i> and humans support a model for the concerted function of
<i>CISD2</i>, <i>PPT1</i> and <i>CLN3</i> in disease. Biology Open, 2014, 3, 342-352. 0.6 10

4415
The expression of Y-linked Zfy2 in XY mouse oocytes leads to frequent meiosis 2 defects, a high
incidence of subsequent early cleavage stage arrest and infertility. Development (Cambridge), 2014, 141,
855-866.

1.2 24

4416 Ontogeny, conservation and functional significance of maternally inherited DNA methylation at two
classes of non-imprinted genes. Development (Cambridge), 2014, 141, 1313-1323. 1.2 19

4417 Insight into Insulin Secretion from Transcriptome and Genetic Analysis of Insulin-Producing Cells of
<i>Drosophila</i>. Genetics, 2014, 197, 175-192. 1.2 41



245

Citation Report

# Article IF Citations

4418 Translational Control of the Oogenic Program by Components of OMA Ribonucleoprotein Particles in
Caenorhabditis elegans. Genetics, 2014, 198, 1513-1533. 1.2 45

4419
Biological characterization and analysis of metastasis-related genes in cell lines derived from the
primary lesion and lymph node metastasis of a squamous cell carcinoma arising in the mandibular
gingiva. International Journal of Oncology, 2014, 44, 1614-1624.

1.4 4

4420 CS-05 * MUTATION SPECIFIC FUNCTIONS OF EGFR RESULT IN A MUTATION-SPECIFIC DOWNSTREAM PATHWAY
ACTIVATION. Neuro-Oncology, 2014, 16, v52-v52. 0.6 0

4421 Integrated Systems Pharmacology Analysis of Clinical Drugâ€•Induced Peripheral Neuropathy. CPT:
Pharmacometrics and Systems Pharmacology, 2014, 3, 1-11. 1.3 31

4422 Essential protein identification based on essential protein-protein interaction prediction by
integrated edge weights. , 2014, , . 1

4423 Characterization of microRNA expression in serous ovarian carcinoma. International Journal of
Molecular Medicine, 2014, 34, 491-498. 1.8 30

4424 Identifying disease candidate genes via large-scale gene network analysis. International Journal of
Data Mining and Bioinformatics, 2014, 10, 175. 0.1 19

4425 Arctiin induces an UVB protective effect in human dermal fibroblast cells through microRNA
expression changes. International Journal of Molecular Medicine, 2014, 33, 640-648. 1.8 17

4426 Photoprotective effect of arctiin against ultraviolet B-induced damage in HaCaT keratinocytes is
mediated by microRNA expression changes. Molecular Medicine Reports, 2014, 10, 1363-1370. 1.1 14

4427 Bridging in vivo and in vitro data from Japanese Toxicogenomics Project using network analyses.
Systems Biomedicine (Austin, Tex ), 2014, 2, 1-7. 0.7 1

4428 In Vivo Mapping of <i>Arabidopsis</i> Scaffold/Matrix Attachment Regions Reveals Link to
Nucleosome-Disfavoring Poly(dA:dT) Tracts. Plant Cell, 2014, 26, 102-120. 3.1 19

4429 Large-scale hypomethylated blocks associated with Epstein-Barr virusâ€“induced B-cell immortalization.
Genome Research, 2014, 24, 177-184. 2.4 130

4430 Immunotherapy-induced CD8+ T Cells Instigate Immune Suppression in the Tumor. Molecular Therapy,
2014, 22, 206-218. 3.7 65

4431
Prefrontal cortical and striatal transcriptional responses to the reinforcing effect of repeated
methylphenidate treatment in the spontaneously hypertensive rat, animal model of
attention-deficit/hyperactivity disorder (ADHD). Behavioral and Brain Functions, 2014, 10, 17.

1.4 20

4432 Transcriptomic changes during regeneration of the central nervous system in an echinoderm. BMC
Genomics, 2014, 15, 357. 1.2 74

4433 Knockdown of Hnrnpa0, a del(5q) gene, alters myeloid cell fate in murine cells through regulation of
AU-rich transcripts. Haematologica, 2014, 99, 1032-1040. 1.7 20

4434 In silico prediction of protein-protein interactions in human macrophages. BMC Research Notes, 2014,
7, 157. 0.6 3,274

4435 Network wiring of pleiotropic kinases yields insight into protective role of diabetes on aneurysm.
Integrative Biology (United Kingdom), 2014, 6, 1049-1057. 0.6 6



246

Citation Report

# Article IF Citations

4436 Genomic convergence and network analysis approach to identify candidate genes in Alzheimer's
disease. BMC Genomics, 2014, 15, 199. 1.2 91

4437 GECluster: a novel protein complex prediction method. Biotechnology and Biotechnological
Equipment, 2014, 28, 753-761. 0.5 3

4438 Genome-wide analysis of regulation of gene expression and H3K9me2 distribution by JIL-1 kinase
mediated histone H3S10 phosphorylation in Drosophila. Nucleic Acids Research, 2014, 42, 5456-5467. 6.5 21

4439 Genome-wide nucleosome map and cytosine methylation levels of an ancient human genome. Genome
Research, 2014, 24, 454-466. 2.4 161

4440 <i>Drosophila</i> Syncrip modulates the expression of mRNAs encoding key synaptic proteins required
for morphology at the neuromuscular junction. Rna, 2014, 20, 1593-1606. 1.6 46

4441 Identification of genetic variants associated with alternative splicing using sQTLseekeR. Nature
Communications, 2014, 5, 4698. 5.8 121

4442 Expansion of the clinical phenotype associated with mutations in<i>activity-dependent
neuroprotective protein</i>. Journal of Medical Genetics, 2014, 51, 587-589. 1.5 28

4443 Conditional inactivation of PDCD2 induces p53 activation and cell cycle arrest. Biology Open, 2014, 3,
821-831. 0.6 10

4444 Bioinformatic identification of connective tissue growth factor as an osteogenic protein within
skeletal muscle. Physiological Reports, 2014, 2, e12255. 0.7 5

4445 Sequestration of multiple RNA recognition motif-containing proteins by C9orf72 repeat expansions.
Brain, 2014, 137, 2040-2051. 3.7 253

4446
Platelets Direct Monocyte Differentiation Into Epithelioid-Like Multinucleated Giant Foam Cells With
Suppressive Capacity Upon Mycobacterial Stimulation. Journal of Infectious Diseases, 2014, 210,
1700-1710.

1.9 45

4447 In Utero Exposure to the Endocrine Disruptor Di-(2-Ethylhexyl) Phthalate Induces Long-Term Changes
in Gene Expression in the Adult Male Adrenal Gland. Endocrinology, 2014, 155, 1667-1678. 1.4 34

4448 GATA-dependent regulatory switches establish atrioventricular canal specificity during heart
development. Nature Communications, 2014, 5, 3680. 5.8 78

4449 Basal Activity of a PARP1-NuA4 Complex Varies Dramatically across Cancer Cell Lines. Cell Reports,
2014, 8, 1808-1818. 2.9 16

4450 Co-regulation of pluripotency and genetic integrity at the genomic level. Stem Cell Research, 2014, 13,
508-519. 0.3 8

4451 Multifaceted Activities of Type I Interferon Are Revealed by a Receptor Antagonist. Science Signaling,
2014, 7, ra50. 1.6 94

4452 Inactivation of the budding yeast cohesin loader Scc2 alters gene expression both globally and in
response to a single DNA double strand break. Cell Cycle, 2014, 13, 3645-3658. 1.3 11

4453
Proteome Screening of Pleural Effusions Identifies Galectin 1 as a Diagnostic Biomarker and
Highlights Several Prognostic Biomarkers for Malignant Mesothelioma. Molecular and Cellular
Proteomics, 2014, 13, 701-715.

2.5 42



247

Citation Report

# Article IF Citations

4454 ELAVL1 Modulates Transcriptome-wide miRNA Binding in Murine Macrophages. Cell Reports, 2014, 9,
2330-2343. 2.9 54

4455 Genome-wide Bisulfite Sequencing in Zygotes Identifies Demethylation Targets and Maps the
Contribution of TET3 Oxidation. Cell Reports, 2014, 9, 1990-2000. 2.9 116

4456 Shotgun proteomics reveals physiological response to ocean acidification in Crassostrea gigas. BMC
Genomics, 2014, 15, 951. 1.2 103

4457 Rho-actin signaling to the MRTF coactivators dominates the immediate transcriptional response to
serum in fibroblasts. Genes and Development, 2014, 28, 943-958. 2.7 297

4458 The pain interactome: Connecting pain-specific protein interactions. Pain, 2014, 155, 2243-2252. 2.0 65

4459

Comparative proteomics of <scp><scp>Mn</scp></scp>(<scp>II</scp>)â€•oxidizing and nonâ€•oxidizing
<scp><i>R</i></scp><i>oseobacter</i> clade bacteria reveal an operative manganese transport system
but minimal <scp><scp>Mn</scp></scp>(<scp>II</scp>)â€•induced expression of manganese oxidation and
antioxidant enzymes. Environmental Microbiology Reports, 2014, 6, 501-509.

1.0 16

4460 Protein Microarray Characterization of the S-Nitrosoproteome. Molecular and Cellular Proteomics,
2014, 13, 63-72. 2.5 56

4461 An aberrant microRNA signature in childhood T-cell lymphoblastic lymphoma affecting CDKN1B
expression, NOTCH1 and growth factor signaling pathways. Leukemia, 2014, 28, 1909-1912. 3.3 12

4462 Organized Modularity in the Interactome: Evidence from the Analysis of Dynamic Organization in the
Cell Cycle. IEEE/ACM Transactions on Computational Biology and Bioinformatics, 2014, 11, 1264-1270. 1.9 4

4463

Protein-Protein Interaction and Pathway Analyses of Top Schizophrenia Genes Reveal Schizophrenia
Susceptibility Genes Converge on Common Molecular Networks and Enrichment of Nucleosome
(Chromatin) Assembly Genes in Schizophrenia Susceptibility Loci. Schizophrenia Bulletin, 2014, 40,
39-49.

2.3 39

4464
Quantitative proteomics reveals differentially expressed proteins in murine preneoplastic intestine in
a model of intestinal tumorigenesis induced by low dietary folate and MTHFR deficiency. Proteomics,
2014, 14, 2558-2565.

1.3 8

4465 Suppression of Alzheimer-Associated Inflammation by Microglial Prostaglandin-E<sub>2</sub>EP4
Receptor Signaling. Journal of Neuroscience, 2014, 34, 5882-5894. 1.7 90

4466
Genomeâ€•wide microarray analysis identifies a potential role for striatal retrograde endocannabinoid
signaling in the pathogenesis of experimental <scp>l</scp>â€•DOPAâ€•induced dyskinesia. Synapse, 2014, 68,
332-343.

0.6 13

4467 Genomeâ€•wide detection of signatures of selection in <scp>K</scp>orean <scp>H</scp>anwoo cattle.
Animal Genetics, 2014, 45, 180-190. 0.6 40

4468 Pulsatile exposure to simulated reflux leads to changes in gene expression in a 3<scp>D</scp> model
of oesophageal mucosa. International Journal of Experimental Pathology, 2014, 95, 216-228. 0.6 11

4469
Profilin-1 Overexpression in MDA-MB-231 Breast Cancer Cells Is Associated with Alterations in
Proteomics Biomarkers of Cell Proliferation, Survival, and Motility as Revealed by Global Proteomics
Analyses. OMICS A Journal of Integrative Biology, 2014, 18, 778-791.

1.0 29

4470
Dynamic gene expression patterns in animal models of early and late heart failure reveal
biphasic-bidirectional transcriptional activation of signaling pathways. Physiological Genomics, 2014,
46, 779-787.

1.0 29

4471 Transcriptomic analysis of the myometrium during peri-implantation period and luteolysisâ€“the study
on the pig model. Functional and Integrative Genomics, 2014, 14, 673-682. 1.4 23



248

Citation Report

# Article IF Citations

4472 Pathway-based expression profile for breast cancer diagnoses. , 2014, 2014, 1151-4. 3

4473 Transcriptional targets of the schizophrenia risk gene MIR137. Translational Psychiatry, 2014, 4,
e404-e404. 2.4 48

4474 Convergent Transcription at Intragenic Super-Enhancers Targets AID-Initiated Genomic Instability.
Cell, 2014, 159, 1538-1548. 13.5 221

4475 Brief Report: Alternative Activation of Laserâ€•Captured Murine Hemophagocytes. Arthritis and
Rheumatology, 2014, 66, 1666-1671. 2.9 17

4476 Apoptotic Caspases Prevent the Induction of Type I Interferons by Mitochondrial DNA. Cell, 2014, 159,
1563-1577. 13.5 625

4477 A Highly Conserved Program of Neuronal Microexons Is Misregulated in Autistic Brains. Cell, 2014,
159, 1511-1523. 13.5 546

4478 Cell-type specific transcriptomic profiling to dissect mechanisms of differential dendritogenesis.
Genomics Data, 2014, 2, 378-381. 1.3 5

4479 Snapshot of Structural Variations in the Tibetan Wild Boar Genome at Single-Nucleotide Resolution.
Journal of Genetics and Genomics, 2014, 41, 653-657. 1.7 6

4480
Modelling and rescuing neurodevelopmental defect of <scp>D</scp>own syndrome using induced
pluripotent stem cells from monozygotic twins discordant for trisomy 21. EMBO Molecular Medicine,
2014, 6, 259-277.

3.3 168

4481
Sequencingâ€•based gene network analysis provides a core set of gene resource for understanding
thermal adaptation in <scp>Z</scp>hikong scallop <i><scp>C</scp>hlamys farreri</i>. Molecular
Ecology Resources, 2014, 14, 184-198.

2.2 45

4482
Effect of local application of transforming growth factorâ€“Î² at the nerve repair site following
chronic axotomy and denervation on the expression of regeneration-associated genes. Journal of
Neurosurgery, 2014, 121, 859-874.

0.9 24

4483 Familyâ€•based analysis identified CD 2 as a susceptibility gene for primary open angle glaucoma in
Chinese Han population. Journal of Cellular and Molecular Medicine, 2014, 18, 600-609. 1.6 9

4484
Daily Rhythms in the Cyanobacterium Synechococcus elongatus Probed by High-resolution Mass
Spectrometryâ€“based Proteomics Reveals a Small Defined Set of Cyclic Proteins. Molecular and
Cellular Proteomics, 2014, 13, 2042-2055.

2.5 83

4485 LncRNA profile study reveals a three-lncRNA signature associated with the survival of patients with
oesophageal squamous cell carcinoma. Gut, 2014, 63, 1700-1710. 6.1 385

4486 In vivo passage of human prostate cancer cells in mice results in stable gene expression changes
affecting numerous cancer-associated biological processes. Prostate, 2014, 74, 537-546. 1.2 2

4487 Postâ€•transcriptional gene expression control by <scp>NANOS</scp> is upâ€•regulated and functionally
important in <scp>pR</scp> bâ€•deficient cells. EMBO Journal, 2014, 33, 2201-2215. 3.5 25

4488 A chromatin structureâ€•based model accurately predicts <scp>DNA</scp> replication timing in human
cells. Molecular Systems Biology, 2014, 10, 722. 3.2 77

4489
Muscle ring finger 1 and muscle ring finger 2 are necessary but functionally redundant during
developmental cardiac growth and regulate E2F1â€•mediated gene expression <i>in vivo</i>. Cell
Biochemistry and Function, 2014, 32, 39-50.

1.4 36



249

Citation Report

# Article IF Citations

4490 Reduced selection and accumulation of deleterious mutations in genes exclusively expressed in men.
Nature Communications, 2014, 5, 4438. 5.8 59

4491 Suppression of <scp>LPS</scp>â€•induced transcription and cytokine secretion by the dietary
isothiocyanate sulforaphane. Molecular Nutrition and Food Research, 2014, 58, 2286-2296. 1.5 28

4492
Transcriptome analysis reveals a dynamic and differential transcriptional response to sulforaphane in
normal and prostate cancer cells and suggests a role for Sp1 in chemoprevention. Molecular
Nutrition and Food Research, 2014, 58, 2001-2013.

1.5 26

4493 Insulin-like growth factor 2 mRNA-binding protein 1 (IGF2BP1) is an important protumorigenic factor in
hepatocellular carcinoma. Hepatology, 2014, 59, 1900-1911. 3.6 155

4494 The influence of admixture and consanguinity on population genetic diversity in Middle East. Journal
of Human Genetics, 2014, 59, 615-622. 1.1 17

4495
Maternal vitamin <scp>D</scp> deficiency causes smaller muscle fibers and altered transcript levels
of genes involved in protein degradation, myogenesis, and cytoskeleton organization in the newborn
rat. Molecular Nutrition and Food Research, 2014, 58, 343-352.

1.5 20

4496 Cell surfactomes of two endometrial epithelial cell lines that differ in their adhesiveness to
embryonic cells. Molecular Reproduction and Development, 2014, 81, 326-340. 1.0 14

4497
Hippocampal Extracellular Matrix Levels and Stochasticity in Synaptic Protein Expression Increase
with Age and Are Associated with Age-dependent Cognitive Decline. Molecular and Cellular
Proteomics, 2014, 13, 2975-2985.

2.5 52

4498 Adolescent Risperidone treatment alters protein expression associated with protein trafficking and
cellular metabolism in the adult rat prefrontal cortex. Proteomics, 2014, 14, 1574-1578. 1.3 14

4499 Early and late response of <i>Nematostella vectensis</i> transcriptome to heavy metals. Molecular
Ecology, 2014, 23, 4722-4736. 2.0 37

4500 Integrating omics into the cardiac differentiation of human pluripotent stem cells. Wiley
Interdisciplinary Reviews: Systems Biology and Medicine, 2014, 6, 311-328. 6.6 4

4501 p53 prevents neurodegeneration by regulating synaptic genes. Proceedings of the National Academy of
Sciences of the United States of America, 2014, 111, 18055-18060. 3.3 65

4502 Broad Phenotypic Changes Associated with Gain of Radiation Resistance in Head and Neck Squamous
Cell Cancer. Antioxidants and Redox Signaling, 2014, 21, 221-236. 2.5 34

4503
Metaâ€•analysis of expression of l(3)mbt tumorâ€•associated germline genes supports the model that a
somaâ€•toâ€•germline transition is a hallmark of human cancers. International Journal of Cancer, 2014, 134,
2359-2365.

2.3 28

4504 V-ATPase inhibition by archazolid leads to lysosomal dysfunction resulting in impaired cathepsin B
activation<i>in vivo</i>. International Journal of Cancer, 2014, 134, 2478-2488. 2.3 58

4506
Effect and Possible Mechanism of Network Between Micro<scp>RNA</scp>s and
<scp><i>RUNX</i></scp><i>2</i> Gene on Human Dental Follicle Cells. Journal of Cellular
Biochemistry, 2014, 115, 340-348.

1.2 22

4507 Brain Malformations Associated With Knobloch Syndromeâ€”Review of Literature, Expanding Clinical
Spectrum, and Identification of Novel Mutations. Pediatric Neurology, 2014, 51, 806-813.e8. 1.0 43

4508 Core and specific network markers of carcinogenesis from multiple cancer samples. Journal of
Theoretical Biology, 2014, 362, 17-34. 0.8 21



250

Citation Report

# Article IF Citations

4509
Interferon stimulated exonuclease gene 20â€‰kDa links psychiatric events to distinct hepatitis C virus
responses in human immunodeficiency virus positive patients. Journal of Medical Virology, 2014, 86,
1323-1331.

2.5 4

4510 Systematic identification of Class I HDAC substrates. Briefings in Bioinformatics, 2014, 15, 963-972. 3.2 15

4511 Extracellular vesicles shed from gefitinib-resistant nonsmall cell lung cancer regulate the tumor
microenvironment. Proteomics, 2014, 14, 1845-1856. 1.3 44

4512 Genes expressed in blood link osteoarthritis with apoptotic pathways. Annals of the Rheumatic
Diseases, 2014, 73, 1844-1853. 0.5 61

4513 lncRNA Maturation to Initiate Heterochromatin Formation in the Nucleolus Is Required for Exit from
Pluripotency in ESCs. Cell Stem Cell, 2014, 15, 720-734. 5.2 124

4514 Identification of miRâ€•494 direct targets involved in senescence of human diploid fibroblasts. FASEB
Journal, 2014, 28, 3720-3733. 0.2 34

4515
Exome-wide mutation profile in benzo[a]pyrene-derived post-stasis and immortal human mammary
epithelial cells. Mutation Research - Genetic Toxicology and Environmental Mutagenesis, 2014, 775-776,
48-54.

0.9 29

4516 Differential expression of synaptic proteins in unilateral 6â€•OHDA lesioned rat modelâ€”A comparative
proteomics approach. Proteomics, 2014, 14, 1808-1819. 1.3 20

4517 Genomics and Proteomics for Clinical Discovery and Development. Translational Bioinformatics, 2014,
, . 0.0 3

4518 From experimental design to functional gene networks: <scp>DNA</scp> microarray contribution to
skin ageing research. International Journal of Cosmetic Science, 2014, 36, 516-526. 1.2 5

4519 Molecular events underlying interleukinâ€•6 independence in a subclone of the CMAâ€•03 multiple myeloma
cell line. Genes Chromosomes and Cancer, 2014, 53, 154-167. 1.5 6

4520 Influenza Virus-Host Interactome Screen as a Platform for Antiviral Drug Development. Cell Host and
Microbe, 2014, 16, 795-805. 5.1 239

4521 Site-specific mapping and quantification of protein S-sulphenylation in cells. Nature Communications,
2014, 5, 4776. 5.8 208

4522 The exocyst and regulatory GTPases in urinary exosomes. Physiological Reports, 2014, 2, e12116. 0.7 26

4523 Transcriptional profiling predicts overwhelming homology of schwann cells, olfactory ensheathing
cells, and schwann cellâ€•like glia. Glia, 2014, 62, 1559-1581. 2.5 32

4524 Polyphenols from olive mill waste affect biofilm formation and motility in
<scp><i>E</i></scp><i>scherichia coli</i>â€…<scp>K</scp>â€•12. Microbial Biotechnology, 2014, 7, 265-275. 2.0 43

4525 Gene co-regulation by Fezf2 selects neurotransmitter identity and connectivity of corticospinal
neurons. Nature Neuroscience, 2014, 17, 1046-1054. 7.1 121

4526 Gene expression divergence between malaria vector sibling species <i>Anopheles gambiae</i> and
<i>An.Â coluzzii</i> from rural and urban YaoundÃ© Cameroon. Molecular Ecology, 2014, 23, 2242-2259. 2.0 28



251

Citation Report

# Article IF Citations

4527 Networkâ€•based identification of key proteins involved in apoptosis and cell cycle regulation. Cell
Proliferation, 2014, 47, 356-368. 2.4 2

4528 Selective clearance of aberrant tau proteins and rescue of neurotoxicity by transcription factor EB.
EMBO Molecular Medicine, 2014, 6, 1142-1160. 3.3 297

4529 Prediction of recurrence of non muscleâ€•invasive bladder cancer by means of a protein signature
identified by antibody microarray analyses. Proteomics, 2014, 14, 1333-1342. 1.3 17

4530 Lowâ€•grade prostate cancer diverges early from high grade and metastatic disease. Cancer Science, 2014,
105, 1079-1085. 1.7 46

4531 Brain-specific noncoding RNAs are likely to originate in repeats and may play a role in up-regulating
genes in cis. International Journal of Biochemistry and Cell Biology, 2014, 54, 331-337. 1.2 20

4532 Genomic architecture of histone 3 lysine 27 trimethylation during late ovine skeletal muscle
development. Animal Genetics, 2014, 45, 427-438. 0.6 8

4533 <scp>TDP</scp>â€•1, the <i><scp>C</scp>aenorhabditis elegans</i> ortholog of <scp>TDP</scp>â€•43, limits
the accumulation of doubleâ€•stranded <scp>RNA</scp>. EMBO Journal, 2014, 33, 2947-2966. 3.5 62

4534 The Effect of Type 1 IFN on Human Aortic Endothelial Cell Function <i>In Vitro</i>: Relevance to
Systemic Lupus Erythematosus. Journal of Interferon and Cytokine Research, 2014, 34, 404-412. 0.5 11

4535 The mutational burdens and evolutionary ages of early gastric cancers are comparable to those of
advanced gastric cancers. Journal of Pathology, 2014, 234, 365-374. 2.1 33

4536 Small RNA changes en route to distinct cellular states of induced pluripotency. Nature
Communications, 2014, 5, 5522. 5.8 54

4537 Combining DGE and RNA-sequencing data to identify new polyA+ non-coding transcripts in the human
genome. Nucleic Acids Research, 2014, 42, 2820-2832. 6.5 17

4538 Molecular Evidence for OCT4-Induced Plasticity in Adult Human Fibroblasts Required for Direct Cell
Fate Conversion to Lineage Specific Progenitors. Stem Cells, 2014, 32, 2178-2187. 1.4 41

4539 Dysregulated microRNA expression in adenocarcinoma of the uterine cervix: Clinical impact of
miR-363-3p. Gynecologic Oncology, 2014, 135, 565-572. 0.6 31

4540 Regulating life or death: Potential role of microRNA in rescue of the corpus luteum. Molecular and
Cellular Endocrinology, 2014, 398, 78-88. 1.6 37

4541
Shifts in the vascular endothelial growth factor isoforms result in transcriptome changes
correlated with early neural stem cell proliferation and differentiation in mouse forebrain.
Developmental Neurobiology, 2014, 74, 63-81.

1.5 10

4542 Comparative genomics reveals insights into avian genome evolution and adaptation. Science, 2014, 346,
1311-1320. 6.0 895

4543
Identification of key regulators for the migration and invasion of rheumatoid synoviocytes through a
systems approach. Proceedings of the National Academy of Sciences of the United States of America,
2014, 111, 550-555.

3.3 98

4544 Proteomics for systems toxicology. Computational and Structural Biotechnology Journal, 2014, 11,
73-90. 1.9 51



252

Citation Report

# Article IF Citations

4545 Impact of high predation risk on genome-wide hippocampal gene expression in snowshoe hares.
Oecologia, 2014, 176, 613-624. 0.9 19

4546 Bioactivity of nanosilver in Caenorhabditis elegans : Effects of size, coat, and shape. Toxicology
Reports, 2014, 1, 923-944. 1.6 24

4547 Raf Kinase Inhibitory Protein Role in the Molecular Subtyping of Breast Cancer. Journal of Cellular
Biochemistry, 2014, 115, 488-497. 1.2 9

4548 CellMiner<scp>HCC</scp>: a microarrayâ€•based expression database for hepatocellular carcinoma cell
lines. Liver International, 2014, 34, 621-631. 1.9 15

4549 A distinct set of long non-coding RNAs in childhood MLL-rearranged acute lymphoblastic leukemia:
biology and epigenetic target. Human Molecular Genetics, 2014, 23, 3278-3288. 1.4 49

4550 A New in Vivo Cross-linking Mass Spectrometry Platform to Define Proteinâ€“Protein Interactions in
Living Cells. Molecular and Cellular Proteomics, 2014, 13, 3533-3543. 2.5 167

4551 Whole genome DNA methylation signature of HER2-positive breast cancer. Epigenetics, 2014, 9, 1149-1162. 1.3 52

4553 Patient-Derived Ovarian Tumor Xenografts Recapitulate Human Clinicopathology and Genetic
Alterations. Cancer Research, 2014, 74, 6980-6990. 0.4 110

4554 Multilayered molecular profiling supported the monoclonal origin of metastatic renal cell
carcinoma. International Journal of Cancer, 2014, 135, 78-87. 2.3 30

4555 Off-Line High-pH Reversed-Phase Fractionation for In-Depth Phosphoproteomics. Journal of Proteome
Research, 2014, 13, 6176-6186. 1.8 263

4556 Proteomic Analysis of Human Fetal Atria and Ventricle. Journal of Proteome Research, 2014, 13,
5869-5878. 1.8 28

4557 Phosphoproteomics Reveals Resveratrol-Dependent Inhibition of Akt/mTORC1/S6K1 Signaling. Journal
of Proteome Research, 2014, 13, 5734-5742. 1.8 33

4558 Characterization of the Cartilage DNA Methylome in Knee and Hip Osteoarthritis. Arthritis and
Rheumatology, 2014, 66, 2450-2460. 2.9 146

4559 Environment Drives Selection and Function of Enhancers Controlling Tissue-Specific Macrophage
Identities. Cell, 2014, 159, 1327-1340. 13.5 1,078

4560 Endocytosis of collagen by hepatic stellate cells regulates extracellular matrix dynamics. American
Journal of Physiology - Cell Physiology, 2014, 307, C622-C633. 2.1 15

4561 Reduction in maternal <i>Polycomb</i> levels contributes to transgenerational inheritance of a
response to toxic stress in flies. Journal of Physiology, 2014, 592, 2343-2355. 1.3 19

4562 Alpha-mangostin promotes myoblast differentiation by modulating the gene-expression profile in
C2C12 cells. Bioscience, Biotechnology and Biochemistry, 2014, 78, 1923-1929. 0.6 3

4563 A computational bioinformatics analysis of gene expression identifies candidate agents for prostate
cancer. Andrologia, 2014, 46, 625-632. 1.0 9



253

Citation Report

# Article IF Citations

4564 Genome dynamics of the human embryonic kidney 293 lineage in response to cell biology
manipulations. Nature Communications, 2014, 5, 4767. 5.8 421

4565 Transcriptome profiling analysis of the mechanisms underlying the BDNF Val66Met polymorphism
induced dysfunctions of the central nervous system. Hippocampus, 2014, 24, 65-78. 0.9 24

4566 Changes in parathyroid proteome in patients with primary hyperparathyroidism due to sporadic
parathyroid adenomas. Clinical Endocrinology, 2014, 81, 614-620. 1.2 11

4567 Transcriptional changes in organoculture of fullâ€•thickness human skin following topical application
of allâ€•trans retinoic acid. International Journal of Cosmetic Science, 2014, 36, 253-261. 1.2 7

4568 Combined neuroimaging and gene expression analysis of the genetic basis of brain plasticity indicates
across species homology. Human Brain Mapping, 2014, 35, 5888-5902. 1.9 1

4569 Advances in urinary proteome analysis and applications in systems biology. Bioanalysis, 2014, 6,
2549-2569. 0.6 17

4570 In vitro Transcriptome Analysis of Two Chinese Isolates of Streptococcus suis Serotype 2. Genomics,
Proteomics and Bioinformatics, 2014, 12, 266-275. 3.0 4

4571 The cyclin D1-CDK4 oncogenic interactome enables identification of potential novel oncogenes and
clinical prognosis. Cell Cycle, 2014, 13, 2889-2900. 1.3 27

4572 Identification of Ccr4-Not Complex Components as Regulators of Transition from Partial to Genuine
Induced Pluripotent Stem Cells. Stem Cells and Development, 2014, 23, 2170-2179. 1.1 9

4573 DNA methylome in spleen of avian pathogenic escherichia coli-challenged broilers and integration
with mRNA expression. Scientific Reports, 2014, 4, 4299. 1.6 39

4574 Transcriptomic Analysis of Triclosan-Susceptible and -Tolerant <i>Escherichia coli</i> O157:H19 in
Response to Triclosan Exposure. Microbial Drug Resistance, 2014, 20, 91-103. 0.9 19

4575 Divergent immunity and energetic programs in the gills of migratory and resident
<i><scp>O</scp>ncorhynchus mykiss</i>. Molecular Ecology, 2014, 23, 1952-1964. 2.0 33

4576 Proteome profile of a pandemicVibrio parahaemolyticusSC192 strain in the planktonic and biofilm
condition. Biofouling, 2014, 30, 729-739. 0.8 20

4577 Pharmacogenomics: novel loci identification via integrating gene differential analysis and eQTL
analysis. Human Molecular Genetics, 2014, 23, 5017-5024. 1.4 24

4578 Model Organisms Retain an â€œEcological Memoryâ€• of Complex Ecologically Relevant Environmental
Variation. Applied and Environmental Microbiology, 2014, 80, 1821-1831. 1.4 16

4579 Chronic cocaine-regulated epigenomic changes in mouse nucleus accumbens. Genome Biology, 2014, 15,
R65. 13.9 151

4580 RNase-mediated protein footprint sequencing reveals protein-binding sites throughout the human
transcriptome. Genome Biology, 2014, 15, R3. 13.9 76

4581 ANIA: ANnotation and Integrated Analysis of the 14-3-3 interactome. Database: the Journal of Biological
Databases and Curation, 2014, 2014, bat085. 1.4 51



254

Citation Report

# Article IF Citations

4582 Ancient evolutionary origins of epigenetic regulation associated with posttraumatic stress disorder.
Frontiers in Human Neuroscience, 2014, 8, 284. 1.0 13

4583 Systematic identification of pathological lamin A interactors. Molecular Biology of the Cell, 2014, 25,
1493-1510. 0.9 63

4584 Induced pluripotent stem cells from human revertant keratinocytes for the treatment of
epidermolysis bullosa. Science Translational Medicine, 2014, 6, 264ra164. 5.8 108

4585
Divergence of <i>Drosophila melanogaster</i> repeatomes in response to a sharp microclimate
contrast in Evolution Canyon, Israel. Proceedings of the National Academy of Sciences of the United
States of America, 2014, 111, 10630-10635.

3.3 42

4586 Evaluation of TRAP-sequencing technology with a versatile conditional mouse model. Nucleic Acids
Research, 2014, 42, e14-e14. 6.5 40

4587 Comprehensive analysis of human small RNA sequencing data provides insights into expression
profiles and miRNA editing. RNA Biology, 2014, 11, 1375-1385. 1.5 78

4588 An H3K9/S10 methyl-phospho switch modulates Polycomb and Pol II binding at repressed genes during
differentiation. Molecular Biology of the Cell, 2014, 25, 904-915. 0.9 35

4589 A dynamic CTCF chromatin binding landscape promotes DNA hydroxymethylation and transcriptional
induction of adipocyte differentiation. Nucleic Acids Research, 2014, 42, 10943-10959. 6.5 71

4590 Integrative Biology Approach Identifies Cytokine Targeting Strategies for Psoriasis. Science
Translational Medicine, 2014, 6, 223ra22. 5.8 41

4591
The palmitoyl acyltransferase HIP14 shares a high proportion of interactors with huntingtin:
implications for a role in the pathogenesis of Huntington's disease. Human Molecular Genetics, 2014,
23, 4142-4160.

1.4 58

4592 Microevolution of Nematode miRNAs Reveals Diverse Modes of Selection. Genome Biology and
Evolution, 2014, 6, 3049-3063. 1.1 15

4593 Antitumor effect and biological pathways of a recombinant adeno-associated virus as a human renal
cell carcinoma suppressor. Tumor Biology, 2014, 35, 10993-11003. 0.8 0

4594 Population dynamics inside cancer biomass driven by repeated hypoxiaâ€•reoxygenation cycles.
Quantitative Biology, 2015, 2, 85-99. 0.3 12

4595 A Flexible Bayesian Model for Testing for Transmission Ratio Distortion. Genetics, 2014, 198, 1357-1367. 1.2 21

4596 Downregulation of FOXO3a Promotes Tumor Metastasis and Is Associated with Metastasis-Free
Survival of Patients with Clear Cell Renal Cell Carcinoma. Clinical Cancer Research, 2014, 20, 1779-1790. 3.2 110

4597 Global absolute quantification reveals tight regulation of protein expression in single Xenopus eggs.
Nucleic Acids Research, 2014, 42, 9880-9891. 6.5 71

4598 The Cancer Genome Atlas expression profiles of low-grade gliomas. Neurosurgical Focus, 2014, 36, E23. 1.0 10

4599 Integrating the interactome and the transcriptome of Drosophila. BMC Bioinformatics, 2014, 15, 177. 1.2 4



255

Citation Report

# Article IF Citations

4600 Reconstruction of gross avian genome structure, organization and evolution suggests that the
chicken lineage most closely resembles the dinosaur avian ancestor. BMC Genomics, 2014, 15, 1060. 1.2 71

4601 Categorizer: a tool to categorize genes into user-defined biological groups based on semantic
similarity. BMC Genomics, 2014, 15, 1091. 1.2 28

4602 Transcriptomic signatures of peroxisome proliferator-activated receptor Î± (PPARÎ±) in different mouse
liver models identify novel aspects of its biology. BMC Genomics, 2014, 15, 1106. 1.2 33

4603
Irregular transcriptome reprogramming probably causes thec developmental failure of embryos
produced by interspecies somatic cell nuclear transfer between the Przewalskiâ€™s gazelle and the
bovine. BMC Genomics, 2014, 15, 1113.

1.2 21

4604 Sequence search and analysis of gene products containing RNA recognition motifs in the human
genome. BMC Genomics, 2014, 15, 1159. 1.2 10

4605 Distinct gene signatures in aortic tissue from ApoE-/-mice exposed to pathogens or Western diet. BMC
Genomics, 2014, 15, 1176. 1.2 9

4606 Systematic exploration of autonomous modules in noisy microRNA-target networks for testing the
generality of the ceRNA hypothesis. BMC Genomics, 2014, 15, 1178. 1.2 10

4607 Systematic transcriptome analysis of the zebrafish model of diamond-blackfan anemia induced by
RPS24 deficiency. BMC Genomics, 2014, 15, 759. 1.2 18

4608 Ontogeny of small RNA in the regulation of mammalian brain development. BMC Genomics, 2014, 15, 777. 1.2 22

4609 Dual transcriptional profiling of mice and Toxoplasma gondii during acute and chronic infection.
BMC Genomics, 2014, 15, 806. 1.2 236

4610 Identification and functional analysis of long non-coding RNAs in mouse cleavage stage embryonic
development based on single cell transcriptome data. BMC Genomics, 2014, 15, 845. 1.2 74

4611 Genome-wide patterns of copy number variation in the diversified chicken genomes using
next-generation sequencing. BMC Genomics, 2014, 15, 962. 1.2 83

4612 Transcriptome of the inflorescence meristems of the biofuel plant Jatropha curcas treated with
cytokinin. BMC Genomics, 2014, 15, 974. 1.2 49

4613 Transcriptome alterations of mitochondrial and coagulation function in schizophrenia by cortical
sequencing analysis. BMC Genomics, 2014, 15, S6. 1.2 28

4614 Erythropoietin suppresses the activation of pro-apoptotic genes in head and neck squamous cell
carcinoma xenografts exposed to surgical trauma. BMC Cancer, 2014, 14, 648. 1.1 3

4615 Genome-wide identification of FoxO-dependent gene networks in skeletal muscle during C26 cancer
cachexia. BMC Cancer, 2014, 14, 997. 1.1 88

4616 MicroRNA-940 suppresses prostate cancer migration and invasion by regulating MIEN1. Molecular
Cancer, 2014, 13, 250. 7.9 77

4617 Hmga2is required for canonical WNT signaling during lung development. BMC Biology, 2014, 12, 21. 1.7 55



256

Citation Report

# Article IF Citations

4618 NF-ÎºB signaling and vesicle transport are correlated with the reactivation of the memory trace of
morphine dependence. Diagnostic Pathology, 2014, 9, 142. 0.9 9

4619 A systems biology analysis of brain microvascular endothelial cell lipotoxicity. BMC Systems Biology,
2014, 8, 80. 3.0 14

4620 Use of a targeted, combinatorial next-generation sequencing approach for the study of bicuspid
aortic valve. BMC Medical Genomics, 2014, 7, 56. 0.7 50

4621 Computational prediction of protein interactions related to the invasion of erythrocytes by malarial
parasites. BMC Bioinformatics, 2014, 15, 393. 1.2 16

4622
Global identification of Smad2 and Eomesodermin targets in zebrafish identifies a conserved
transcriptional network in mesendoderm and a novel role for Eomesodermin in repression of
ectodermal gene expression. BMC Biology, 2014, 12, 81.

1.7 41

4623 A common gene expression signature in Huntingtonâ€™s disease patient brain regions. BMC Medical
Genomics, 2014, 7, 60. 0.7 49

4624 New insights in the composition of extracellular vesicles from pancreatic cancer cells: implications
for biomarkers and functions. Proteome Science, 2014, 12, 50. 0.7 48

4625 Combined microRNA and ER expression: a new classifier for familial and sporadic breast cancer
patients. Journal of Translational Medicine, 2014, 12, 319. 1.8 9

4626 Molecular profile of cochlear immunity in the resident cells of the organ of Corti. Journal of
Neuroinflammation, 2014, 11, 173. 3.1 62

4627 Genome-wide shRNA screening identifies host factors involved in early endocytic events for
HIV-1-induced CD4 down-regulation. Retrovirology, 2014, 11, 118. 0.9 22

4628 Modulation of tumor fatty acids, through overexpression or loss of thyroid hormone responsive
protein spot 14 is associated with altered growth and metastasis. Breast Cancer Research, 2014, 16, 481. 2.2 30

4629 Creating and validating cis-regulatory maps of tissue-specific gene expression regulation. Nucleic
Acids Research, 2014, 42, 11000-11010. 6.5 14

4630 Haemophilus ducreyi RpoE and CpxRA Appear To Play Distinct yet Complementary Roles in Regulation of
Envelope-Related Functions. Journal of Bacteriology, 2014, 196, 4012-4025. 1.0 4

4631 MAL Overexpression Leads to Disturbed Expression of Genes That Influence Cytoskeletal Organization
and Differentiation of Schwann Cells. ASN Neuro, 2014, 6, 175909141454891. 1.5 9

4632 An Investigation of the Effects of the Core Protein Telomerase Reverse Transcriptase on Wnt
Signaling in Breast Cancer Cells. Molecular and Cellular Biology, 2014, 34, 280-289. 1.1 46

4633 IL-32 is a molecular marker of a host defense network in human tuberculosis. Science Translational
Medicine, 2014, 6, 250ra114. 5.8 110

4634 EvoCor: a platform for predicting functionally related genes using phylogenetic and expression
profiles. Nucleic Acids Research, 2014, 42, W72-W75. 6.5 6

4635
Glycoproteomic Analysis of Prostate Cancer Tissues by SWATH Mass Spectrometry Discovers
N-acylethanolamine Acid Amidase and Protein Tyrosine Kinase 7 as Signatures for Tumor
Aggressiveness. Molecular and Cellular Proteomics, 2014, 13, 1753-1768.

2.5 165



257

Citation Report

# Article IF Citations

4636
Systematic identification of 3â€²-UTR regulatory elements in activity-dependent mRNA stability in
hippocampal neurons. Philosophical Transactions of the Royal Society B: Biological Sciences, 2014,
369, 20130509.

1.8 36

4637 Runx1 Regulation of Pu.1 Corepressor/Coactivator Exchange Identifies Specific Molecular Targets for
Leukemia Differentiation Therapy. Journal of Biological Chemistry, 2014, 289, 14881-14895. 1.6 33

4638 The chromatin remodeller CHD8 is required for E2F-dependent transcription activation of S-phase
genes. Nucleic Acids Research, 2014, 42, 2185-2196. 6.5 72

4639 A687V EZH2 Is a Driver of Histone H3 Lysine 27 (H3K27) Hypertrimethylation. Molecular Cancer
Therapeutics, 2014, 13, 3062-3073. 1.9 44

4640 Gene Expression in the Skin of Dogs Sensitized to the House Dust Mite <i>Dermatophagoides
farinae</i>. G3: Genes, Genomes, Genetics, 2014, 4, 1787-1795. 0.8 21

4641 Functional genomics identifyBirc5/Survivinas a candidate gene involved in the chronotoxicity of
cyclin-dependent kinase inhibitors. Cell Cycle, 2014, 13, 984-991. 1.3 20

4642 Mucosal Transcriptomics Implicates Under Expression of BRINP3 in the Pathogenesis of Ulcerative
Colitis. Inflammatory Bowel Diseases, 2014, 20, 1802-1812. 0.9 30

4643 Global alterations of DNA methylation in cholangiocarcinoma target the Wnt signaling pathway.
Hepatology, 2014, 59, 544-554. 3.6 97

4644 Approaches to uncovering cancer diagnostic and prognostic molecular signatures. Molecular and
Cellular Oncology, 2014, 1, e957981. 0.3 1

4645 CopraRNA and IntaRNA: predicting small RNA targets, networks and interaction domains. Nucleic Acids
Research, 2014, 42, W119-W123. 6.5 347

4646 Transcription factor binding to Caenorhabditis elegans first introns reveals lack of redundancy with
gene promoters. Nucleic Acids Research, 2014, 42, 153-162. 6.5 27

4647 Functional genomic screen identifies novel mediators of collagen uptake. Molecular Biology of the
Cell, 2014, 25, 583-593. 0.9 21

4648 Applying Differentially Expressed Genes From Rodent Models of Chronic Stress to Research of
Stress-Related Disease. Psychosomatic Medicine, 2014, 76, 644-649. 1.3 1

4649 Downregulation of Expression of Xenobiotic Efflux Genes is Associated with Pelvic Pouch
Inflammation in Ulcerative Colitis. Inflammatory Bowel Diseases, 2014, 20, 1157-1164. 0.9 7

4650 Extrauterine growth restriction on pulmonary vascular endothelial dysfunction in adult male rats.
Journal of Hypertension, 2014, 32, 2188-2198. 0.3 21

4651 Extraintestinal Manifestations and Complications in Inflammatory Bowel Disease. Inflammatory Bowel
Diseases, 2014, 20, 1. 0.9 31

4652 Cooperative gene regulation by microRNA pairs and their identification using a computational
workflow. Nucleic Acids Research, 2014, 42, 7539-7552. 6.5 72

4653 Control of VEGF-A transcriptional programs by pausing and genomic compartmentalization. Nucleic
Acids Research, 2014, 42, 12570-12584. 6.5 47



258

Citation Report

# Article IF Citations

4654 Gene Co-Expression Modules as Clinically Relevant Hallmarks of Breast Cancer Diversity. PLoS ONE,
2014, 9, e88309. 1.1 94

4655 An Integrated mRNA and microRNA Expression Signature for Glioblastoma Multiforme Prognosis. PLoS
ONE, 2014, 9, e98419. 1.1 30

4656 An RNAi-Based Suppressor Screen Identifies Interactors of the Myt1 Ortholog of<i>Caenorhabditis
elegans</i>. G3: Genes, Genomes, Genetics, 2014, 4, 2329-2343. 0.8 25

4657
Use of an Activated Beta-Catenin to Identify Wnt Pathway Target Genes in<i>Caenorhabditis
elegans</i>, Including a Subset of Collagen Genes Expressed in Late Larval Development. G3: Genes,
Genomes, Genetics, 2014, 4, 733-747.

0.8 39

4658 The histone variant H2A.Bbd is enriched at sites of DNA synthesis. Nucleic Acids Research, 2014, 42,
6405-6420. 6.5 61

4659 EWSâ€“WT1 Oncoprotein Activates Neuronal Reprogramming Factor ASCL1 and Promotes Neural
Differentiation. Cancer Research, 2014, 74, 4526-4535. 0.4 30

4660 Proteomic Analysis of Barley Cell Nuclei Purified by Flow Sorting. Cytogenetic and Genome Research,
2014, 143, 78-86. 0.6 41

4661 Genome-wide characterization reveals complex interplay between TP53 and TP63 in response to
genotoxic stress. Nucleic Acids Research, 2014, 42, 6270-6285. 6.5 65

4662 The eSNV-detect: a computational system to identify expressed single nucleotide variants from
transcriptome sequencing data. Nucleic Acids Research, 2014, 42, e172-e172. 6.5 33

4663 Postpartal Subclinical Endometritis Alters Transcriptome Profiles in Liver and Adipose Tissue of Dairy
Cows. Bioinformatics and Biology Insights, 2014, 8, BBI.S13735. 1.0 17

4664 The analysis of functional modules in primary cardiomyopathies. , 2014, , . 0

4665 Genomic Evolution of Saccharomyces cerevisiae under Chinese Rice Wine Fermentation. Genome
Biology and Evolution, 2014, 6, 2516-2526. 1.1 28

4666 Noninvasive in vivo monitoring of tissue-specific global gene expression in humans. Proceedings of
the National Academy of Sciences of the United States of America, 2014, 111, 7361-7366. 3.3 275

4667 Acute hypoxia affects P-TEFb through HDAC3 and HEXIM1-dependent mechanism to promote
gene-specific transcriptional repression. Nucleic Acids Research, 2014, 42, 8954-8969. 6.5 14

4668 Silencing of PNPLA6, the neuropathy target esterase (NTE) codifying gene, alters neurodifferentiation
of human embryonal carcinoma stem cells (NT2). Neuroscience, 2014, 281, 54-67. 1.1 18

4669 Human <i>COL7A1</i> -corrected induced pluripotent stem cells for the treatment of recessive
dystrophic epidermolysis bullosa. Science Translational Medicine, 2014, 6, 264ra163. 5.8 194

4670
Seed-Specific Expression of a Feedback-Insensitive Form of CYSTATHIONINE-Î³-SYNTHASE in Arabidopsis
Stimulates Metabolic and Transcriptomic Responses Associated with Desiccation Stress Â  Â . Plant
Physiology, 2014, 166, 1575-1592.

2.3 63

4671 Drosophila COP9 signalosome subunit 7 interacts with multiple genomic loci to regulate
development. Nucleic Acids Research, 2014, 42, 9761-9770. 6.5 18



259

Citation Report

# Article IF Citations

4672 The light-induced transcriptome of the zebrafish pineal gland reveals complex regulation of the
circadian clockwork by light. Nucleic Acids Research, 2014, 42, 3750-3767. 6.5 71

4673 A phylogenetic model for understanding the effect of gene duplication on cancer progression.
Nucleic Acids Research, 2014, 42, 2870-2878. 6.5 7

4674 Transcriptomeâ€•Wide Analysis of Messenger RNA Decay in Normal and Osteoarthritic Human Articular
Chondrocytes. Arthritis and Rheumatology, 2014, 66, 3052-3061. 2.9 28

4675
Identification of Differentially Expressed miRNAs between White and Black Hair Follicles by
RNA-Sequencing in the Goat (Capra hircus). International Journal of Molecular Sciences, 2014, 15,
9531-9545.

1.8 29

4676 The Naked Mole Rat Genome Resource: facilitating analyses of cancer and longevity-related
adaptations. Bioinformatics, 2014, 30, 3558-3560. 1.8 71

4677 RANK- and c-Met-mediated signal network promotes prostate cancer metastatic colonization.
Endocrine-Related Cancer, 2014, 21, 311-326. 1.6 74

4678 Age-related DNA methylation in normal breast tissue and its relationship with invasive breast tumor
methylation. Epigenetics, 2014, 9, 268-275. 1.3 67

4679 Beta-Cryptoxanthin, a Novel Carotenoid Derived from Satsuma Mandarin, Prevents Abdominal Obesity.
, 2014, , 381-399. 5

4680 Identification of potential biomarkers for clear cell renal cell carcinoma based on microRNA-mRNA
pathway relationships. Journal of Cancer Research and Therapeutics, 2014, 10, 167. 0.3 20

4681
Dynamic transcriptional signatures and network responses for clinical symptoms in
influenza-infected human subjects using systems biology approaches. Journal of Pharmacokinetics and
Pharmacodynamics, 2014, 41, 509-521.

0.8 12

4682 Sequential gene expression profiling in the mouse spleen during 14Â d feeding with<i>Lactobacillus
brevis</i>KB290. British Journal of Nutrition, 2014, 111, 1957-1966. 1.2 5

4683
Post-exercise impact of ingested whey protein hydrolysate on gene expression profiles in rat skeletal
muscle: activation of extracellular signal-regulated kinase 1/2 and hypoxia-inducible factor-1Î±. British
Journal of Nutrition, 2014, 111, 2067-2078.

1.2 5

4684 Omics Approaches in Breast Cancer. , 2014, , . 10

4685 Genomic and Genotoxic Responses to Controlled Weathered-Oil Exposures Confirm and Extend Field
Studies on Impacts of the Deepwater Horizon Oil Spill on Native Killifish. PLoS ONE, 2014, 9, e106351. 1.1 38

4686 Prediction of Potential Cancer-Risk Regions Based on Transcriptome Data: Towards a Comprehensive
View. PLoS ONE, 2014, 9, e96320. 1.1 21

4687 Motif Enrichment Tool. Nucleic Acids Research, 2014, 42, W20-W25. 6.5 7

4688 The top skin-associated genes: a comparative analysis of human and mouse skin transcriptomes.
Biological Chemistry, 2014, 395, 577-591. 1.2 82

4689 Deciphering the Genetic Blueprint behind Holstein Milk Proteins and Production. Genome Biology and
Evolution, 2014, 6, 1366-1374. 1.1 37



260

Citation Report

# Article IF Citations

4690 Proteomics Analysis of Cancer Exosomes Using a Novel Modified Aptamer-based Array (SOMAscanTM)
Platform. Molecular and Cellular Proteomics, 2014, 13, 1050-1064. 2.5 136

4691 RNA-Seq Analysis and De Novo Transcriptome Assembly of Jerusalem Artichoke (Helianthus tuberosus) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 702 Td (Linne). PLoS ONE, 2014, 9, e111982.1.1 31

4692 Causal inference of gene regulation with subnetwork assembly from genetical genomics data. Nucleic
Acids Research, 2014, 42, 2803-2819. 6.5 15

4693 Pharmacogenomic predictors of citalopram treatment outcome in major depressive disorder. World
Journal of Biological Psychiatry, 2014, 15, 135-144. 1.3 23

4694 Insights From Cerebellar Transcriptomic Analysis Into the Pathogenesis of Ataxia. JAMA Neurology,
2014, 71, 831. 4.5 60

4695 Phosphoproteomic Profiling Reveals IL6-Mediated Paracrine Signaling within the Ewing Sarcoma
Family of Tumors. Molecular Cancer Research, 2014, 12, 1740-1754. 1.5 17

4696 Recurrent genomic alterations in sequential progressive leukoplakia and oral cancer: drivers of oral
tumorigenesis?. Human Molecular Genetics, 2014, 23, 2618-2628. 1.4 46

4697
Genome-wide DNA Methylation Analysis of Lung Carcinoma Reveals One Neuroendocrine and Four
Adenocarcinoma Epitypes Associated with Patient Outcome. Clinical Cancer Research, 2014, 20,
6127-6140.

3.2 91

4698 A genome-wide association study implicates the APOE locus in nonpathological cognitive ageing.
Molecular Psychiatry, 2014, 19, 76-87. 4.1 142

4699 Transcriptional Regulation Induced by cAMP Elevation in Mouse Schwann Cells. ASN Neuro, 2014, 6,
AN20130031. 1.5 28

4700 Evidence that TSC2 acts as a transcription factor and binds to and represses the promoter of
Epiregulin. Nucleic Acids Research, 2014, 42, 6243-6255. 6.5 17

4701 Isolation and transcriptome analyses of human erythroid progenitors: BFU-E and CFU-E. Blood, 2014,
124, 3636-3645. 0.6 147

4702 In-Depth Profiling of the Peripheral Blood Mononuclear Cells Proteome for Clinical Blood
Proteomics. International Journal of Proteomics, 2014, 2014, 1-9. 2.0 34

4703 Identification of Differentially Expressed Gene after Femoral Fracture via Microarray Profiling.
International Journal of Genomics, 2014, 2014, 1-9. 0.8 3

4704 Generalized Portrait of Cancer Metabolic Pathways Inferred from a List of Genes Overexpressed in
Cancer. Genetics Research International, 2014, 2014, 1-8. 2.0 14

4705 Systematic Analysis of Time-Series Gene Expression Data on Tumor Cell-Selective Apoptotic Responses
to HDAC Inhibitors. Computational and Mathematical Methods in Medicine, 2014, 2014, 1-15. 0.7 4

4706 Genetic Dissection of the Ity3 Locus Identifies a Role for Ncf2 Co-Expression Modules and Suggests
Selp as a Candidate Gene Underlying the Ity3.2 Locus. Frontiers in Immunology, 2014, 5, 375. 2.2 7

4707 Copy Number Variation in Chickens: A Review and Future Prospects. Microarrays (Basel, Switzerland),
2014, 3, 24-38. 1.4 17



261

Citation Report

# Article IF Citations

4708 Co-expression Network Analysis of Human lncRNAs and Cancer Genes. Cancer Informatics, 2014, 13s5,
CIN.S14070. 0.9 27

4709 Innate Immunity Interactome Dynamics. Gene Regulation and Systems Biology, 2014, 8, GRSB.S12850. 2.3 1

4710
Discovery of Emphysema Relevant Molecular Networks from an A/J Mouse Inhalation Study Using
Reverse Engineering and Forward Simulation (REFSâ„¢). Gene Regulation and Systems Biology, 2014, 8,
GRSB.S13140.

2.3 3

4711 Leukocyte transmigration into tissue-engineered constructs is influenced by endothelial cells
through Toll-like receptor signaling. Stem Cell Research and Therapy, 2014, 5, 143. 2.4 9

4712 An Integrative Analysis of Meningioma Tumors Reveals the Determinant Genes and Pathways of
Malignant Transformation. Frontiers in Oncology, 2014, 4, 147. 1.3 8

4713 Alzheimer disease: An interactome of many diseases. Annals of Indian Academy of Neurology, 2014, 17,
48. 0.2 5

4714 Genome-Wide Analysis of Histone Modifications in Human Endometrial Stromal Cells. Molecular
Endocrinology, 2014, 28, 1656-1669. 3.7 72

4716 Functional signature for the recognition of specific target mRNAs by human Staufen1 protein. Nucleic
Acids Research, 2014, 42, 4516-4526. 6.5 36

4717 Parallel Profiling of the Transcriptome, Cistrome, and Epigenome in the Cellular Response to Ionizing
Radiation. Science Signaling, 2014, 7, rs3. 1.6 51

4718 Genetically predetermined limitation in HaCaT cells that affects their ability to serve as an
experimental model of psoriasis. Russian Journal of Genetics, 2014, 50, 1081-1089. 0.2 5

4719 RNA expression profiling in brains of familial hemiplegic migraine type 1 knock-in mice. Cephalalgia,
2014, 34, 174-182. 1.8 9

4720 Genetic Influences on Brain Gene Expression in Rats Selected for Tameness and Aggression. Genetics,
2014, 198, 1277-1290. 1.2 78

4721 Competence for Chemical Reprogramming of Sexual Fate Correlates with an Intersexual Molecular
Signature in<i>Caenorhabditis elegans</i>. Genetics, 2014, 198, 561-575. 1.2 5

4722
Overlapping gene expression profiles indicative of antigen processing and the interferon pathway
characterize inflammatory fibrotic skin diseases. Expert Review of Clinical Immunology, 2014, 10,
231-241.

1.3 9

4723 Reproducibility enhancement and differential expression of non predefined functional gene sets in
human genome. BMC Genomics, 2014, 15, 1181. 1.2 13

4724 Transcriptional profiles of bovine in vivo pre-implantation development. BMC Genomics, 2014, 15, 756. 1.2 158

4725 The ATRA-induced differentiation of medulloblastoma cells is enhanced with LOX/COX inhibitors: an
analysis of gene expression. Cancer Cell International, 2014, 14, 51. 1.8 9

4726 Disrupting KATP channels diminishes the estrogen-mediated protection in female mutant mice during
ischemia-reperfusion. Clinical Proteomics, 2014, 11, 19. 1.1 19



262

Citation Report

# Article IF Citations

4727 Computational identification of surrogate genes for prostate cancer phases using machine learning
and molecular network analysis. Theoretical Biology and Medical Modelling, 2014, 11, 37. 2.1 5

4728 RAD9 deficiency enhances radiation induced bystander DNA damage and transcriptomal response.
Radiation Oncology, 2014, 9, 206. 1.2 14

4729 Transcriptomic changes in the frontal cortex associated with paternal age. Molecular Autism, 2014, 5,
24. 2.6 11

4730 A big data methodology for categorising technical support requests using Hadoop and Mahout.
Journal of Big Data, 2014, 1, . 6.9 75

4731 Next-generation transcriptome sequencing of the premenopausal breast epithelium using specimens
from a normal human breast tissue bank. Breast Cancer Research, 2014, 16, R26. 2.2 43

4732 Dissecting the expression landscape of RNA-binding proteins in human cancers. Genome Biology, 2014,
15, R14. 13.9 208

4733 Prognostic B-cell Signatures Using mRNA-Seq in Patients with Subtype-Specific Breast and Ovarian
Cancer. Clinical Cancer Research, 2014, 20, 3818-3829. 3.2 230

4734 Integrating <b><i>Omics</i></b> Technologies to Study Pulmonary Physiology and Pathology at the
Systems Level. Cellular Physiology and Biochemistry, 2014, 33, 1239-1260. 1.1 12

4735 GRK3 is essential for metastatic cells and promotes prostate tumor progression. Proceedings of the
National Academy of Sciences of the United States of America, 2014, 111, 1521-1526. 3.3 39

4736 Kinase-associated Endopeptidase 1 (Kae1) Participates in an Atypical Ribosome-associated Complex in the
Apicoplast of Plasmodium falciparum. Journal of Biological Chemistry, 2014, 289, 30025-30039. 1.6 12

4737 Identification of Small Ubiquitin-like Modifier Substrates with Diverse Functions Using the Xenopus
Egg Extract System. Molecular and Cellular Proteomics, 2014, 13, 1659-1675. 2.5 12

4738 Adaptations to Climate-Mediated Selective Pressures in Sheep. Molecular Biology and Evolution, 2014,
31, 3324-3343. 3.5 149

4739 Immortality, but not oncogenic transformation, of primary human cells leads to epigenetic
reprogramming of DNA methylation and gene expression. Nucleic Acids Research, 2014, 42, 3529-3541. 6.5 29

4740 Computational modeling identifies key gene regulatory interactions underlying
phenobarbital-mediated tumor promotion. Nucleic Acids Research, 2014, 42, 4180-4195. 6.5 17

4741 Stress-induced changes in gene interactions in human cells. Nucleic Acids Research, 2014, 42, 1757-1771. 6.5 20

4742 Gene expression of peripheral blood cells reveals pathways downstream of glucocorticoid receptor
antagonism and nab-paclitaxel treatment. Pharmacogenetics and Genomics, 2014, 24, 451-458. 0.7 1

4743 Complete Dosage Compensation and Sex-Biased Gene Expression in the Moth Manduca sexta. Genome
Biology and Evolution, 2014, 6, 526-537. 1.1 52

4744
A modified Glenn shunt reduces venous congestion during acute right ventricular failure due to
pulmonary banding: a randomized experimental study. Interactive Cardiovascular and Thoracic
Surgery, 2014, 18, 418-425.

0.5 7



263

Citation Report

# Article IF Citations

4745 Proteomic strategies for the discovery of novel diagnostic and therapeutic targets for infectious
diseases. Pathogens and Disease, 2014, 71, 177-189. 0.8 11

4746
Synthetic gestagens exert differential effects on arterial thrombosis and aortic gene expression in
ovariectomized apolipoprotein <scp>E</scp>â€•deficient mice. British Journal of Pharmacology, 2014, 171,
5032-5048.

2.7 5

4747 Developmental Cell Fate and Virulence Are Linked to Trehalose Homeostasis in Cryptococcus
neoformans. Eukaryotic Cell, 2014, 13, 1158-1168. 3.4 18

4748 Altered MCM Protein Levels and Autophagic Flux in Aged and Systemic Sclerosis Dermal Fibroblasts.
Journal of Investigative Dermatology, 2014, 134, 2321-2330. 0.3 51

4749 Characterization of gene expression and activated signaling pathways in solid-pseudopapillary
neoplasm of pancreas. Modern Pathology, 2014, 27, 580-593. 2.9 97

4750 Estrogen Regulation of microRNAs, Target Genes, and microRNA Expression Associated with
Vitellogenesis in the Zebrafish. Zebrafish, 2014, 11, 462-478. 0.5 49

4751 Distinct Molecular Signature of Human Skin Langerhans Cells Denotes Critical Differences in
Cutaneous Dendritic Cell Immune Regulation. Journal of Investigative Dermatology, 2014, 134, 695-703. 0.3 46

4752
Inhibition of azoxymethane-induced preneoplastic lesions in the rat colon by a stearic acid complexed
high-amylose cornstarch using different cooking methods and assessing potential gene targets.
Journal of Functional Foods, 2014, 6, 499-512.

1.6 7

4753 Proteomic and meta-transcriptomic study on lymph node metastasis in gastric cancer. EuPA Open
Proteomics, 2014, 3, 183-194. 2.5 0

4754 Global Reprogramming of the Cellular Translational Landscape Facilitates Cytomegalovirus
Replication. Cell Reports, 2014, 6, 9-17. 2.9 46

4755
Loss of CRNN expression is associated with advanced tumor stage and poor survival in patients with
esophageal squamous cell carcinoma. Journal of Thoracic and Cardiovascular Surgery, 2014, 147,
1612-1618.e4.

0.4 14

4756 Effect of myeloperoxidase inhibition on gene expression profiles in HL-60 cells exposed to 1, 2,
4,-benzenetriol. Toxicology, 2014, 317, 50-57. 2.0 9

4757 Quantitative profiling of the rat heart myoblast secretome reveals differential responses to hypoxia
and re-oxygenation stress. Journal of Proteomics, 2014, 98, 138-149. 1.2 31

4758 Transcriptome profile of the murine macrophage cell response to Candida parapsilosis. Fungal
Genetics and Biology, 2014, 65, 48-56. 0.9 12

4759 Gene expression profiling in PC12 cells infected with an oncolytic Newcastle disease virus strain.
Virus Research, 2014, 185, 10-22. 1.1 6

4760 Developmentally regulated collagen/integrin interactions confer adhesive properties to early
postnatal neural stem cells. Biochimica Et Biophysica Acta - General Subjects, 2014, 1840, 2526-2532. 1.1 15

4761 Molecular responses of European flounder (Platichthys flesus) chronically exposed to contaminated
estuarine sediments. Chemosphere, 2014, 108, 152-158. 4.2 28

4762 Global proteomic characterization of uterine histotroph recovered from beef heifers yielding good
quality and degenerate day 7 embryos. Domestic Animal Endocrinology, 2014, 46, 49-57. 0.8 15



264

Citation Report

# Article IF Citations

4763 Transcriptional consequences of schizophrenia candidate miR-137 manipulation in human neural
progenitor cells. Schizophrenia Research, 2014, 153, 225-230. 1.1 56

4764 Proteomic profiling of the surface-exposed cell envelope proteins of Caulobacter crescentus. Journal
of Proteomics, 2014, 97, 187-194. 1.2 15

4765 Activating Mutations in PTPN3 Promote Cholangiocarcinoma Cell Proliferation and Migration and Are
Associated With Tumor Recurrence in Patients. Gastroenterology, 2014, 146, 1397-1407. 0.6 111

4766 Global analysis of induced transcription factors and cofactors identifies Tfdp2 as an essential
coregulator during terminal erythropoiesis. Experimental Hematology, 2014, 42, 464-476.e5. 0.2 15

4767
Molecular analyses provide insight into mechanisms underlying sarcopenia and myofibre denervation
in old skeletal muscles of mice. International Journal of Biochemistry and Cell Biology, 2014, 53,
174-185.

1.2 72

4768 Metabolic and transcriptional response to a high-fat diet in Drosophila melanogaster. Molecular
Metabolism, 2014, 3, 42-54. 3.0 78

4769
<i>TP53</i> mutationâ€•correlated genes predict the risk of tumor relapse and identify MPS1 as a
potential therapeutic kinase in <i>TP53</i>â€•mutated breast cancers. Molecular Oncology, 2014, 8,
508-519.

2.1 59

4770 High natural variability bacteria identification and typing: Helicobacter pylori analysis based on
peptide mass fingerprinting. Journal of Proteomics, 2014, 98, 112-122. 1.2 17

4771 Genomic analysis of the interactions between social environment and social communication systems
in honey bees (Apis mellifera). Insect Biochemistry and Molecular Biology, 2014, 47, 36-45. 1.2 32

4772 Role of Frizzled6 in the molecular mechanism of beta-carotene action in the lung. Toxicology, 2014,
320, 67-73. 2.0 12

4773 Mitochondrial EF4 links respiratory dysfunction and cytoplasmic translation in Caenorhabditis
elegans. Biochimica Et Biophysica Acta - Bioenergetics, 2014, 1837, 1674-1683. 0.5 23

4774 Effects of BDE-209 contaminated sediments on zebrafish development and potential implications to
human health. Environment International, 2014, 63, 216-223. 4.8 47

4775 The function of targeted host genes determines the oncogenicity of HBV integration in
hepatocellular carcinoma. Journal of Hepatology, 2014, 60, 975-984. 1.8 95

4776
High-throughput molecular profiling of a P-cadherin overexpressing breast cancer model reveals new
targets for the anti-cancer bacterial protein azurin. International Journal of Biochemistry and Cell
Biology, 2014, 50, 1-9.

1.2 22

4777 DNA hypomethylation of inflammation-associated genes in adipose tissue of female mice after
multigenerational high fat diet feeding. International Journal of Obesity, 2014, 38, 198-204. 1.6 68

4778 Identification of differentially expressed microRNAs across the developing human brain. Molecular
Psychiatry, 2014, 19, 848-852. 4.1 186

4779
Metaâ€•analysis of transcriptome reveals letâ€•7b as an unfavorable prognostic biomarker and predicts
molecular and clinical subclasses in highâ€•grade serous ovarian carcinoma. International Journal of
Cancer, 2014, 134, 306-318.

2.3 58

4780 Nâ€•hexane inhalation during pregnancy alters DNA promoter methylation in the ovarian granulosa cells
of rat offspring. Journal of Applied Toxicology, 2014, 34, 841-856. 1.4 11



265

Citation Report

# Article IF Citations

4781
The lowâ€•abundance transcriptome reveals novel biomarkers, specific intracellular pathways and
targetable genes associated with advanced gastric cancer. International Journal of Cancer, 2014, 134,
755-764.

2.3 28

4782 Proteomic analysis of Streptomyces coelicolor in response to Ciprofloxacin challenge. Journal of
Proteomics, 2014, 97, 222-234. 1.2 10

4783 Global Protein Differential Expression Profiling of Cerebrospinal Fluid Samples Pooled from Chinese
Sporadic CJD and non-CJD Patients. Molecular Neurobiology, 2014, 49, 290-302. 1.9 19

4784 A network perspective on unraveling the role of TRP channels in biology and disease. Pflugers Archiv
European Journal of Physiology, 2014, 466, 173-182. 1.3 16

4785
FUNCTIONAL AND POPULATION GENOMIC DIVERGENCE WITHIN AND BETWEEN TWO SPECIES OF KILLIFISH
ADAPTED TO DIFFERENT OSMOTIC NICHES. Evolution; International Journal of Organic Evolution, 2014,
68, 63-80.

1.1 58

4786 Bayesian Methods in Biomedical Data Analysis. , 2014, , 241-264. 0

4787 Integrative Biological Analysis For Neuropsychopharmacology. Neuropsychopharmacology, 2014, 39,
5-23. 2.8 17

4788 CorrelaGenes: a new tool for the interpretation of the human transcriptome. BMC Bioinformatics,
2014, 15, S6. 1.2 4

4789 Development of a microarray for two rice subspecies: characterization and validation of gene
expression in rice tissues. BMC Research Notes, 2014, 7, 15. 0.6 8

4790 Global regulation of mRNA translation and stability in the early Drosophila embryo by the Smaug
RNA-binding protein. Genome Biology, 2014, 15, R4. 13.9 89

4791 Dynamic regulation of genome-wide pre-mRNA splicing and stress tolerance by the Sm-like protein LSm5
in Arabidopsis. Genome Biology, 2014, 15, R1. 13.9 1,501

4792 Gene expression profile of compressed primary human cementoblasts before and after IL-1Î² stimulation.
Clinical Oral Investigations, 2014, 18, 1925-1939. 1.4 15

4793 Disturbance of Arabidopsis thaliana microRNA-regulated pathways by Xcc bacterial effector proteins.
Amino Acids, 2014, 46, 953-961. 1.2 5

4794 Neutron-Encoded Protein Quantification by Peptide Carbamylation. Journal of the American Society
for Mass Spectrometry, 2014, 25, 6-9. 1.2 19

4795 Genome-wide study of NAGNAG alternative splicing in Arabidopsis. Planta, 2014, 239, 127-138. 1.6 14

4796 Comparative Gene Expression Signature of Pig, Human and Mouse Induced Pluripotent Stem Cell Lines
Reveals Insight into Pig Pluripotency Gene Networks. Stem Cell Reviews and Reports, 2014, 10, 162-176. 5.6 35

4797 Ruminal epithelium transcriptome dynamics in response to plane of nutrition and age in young
Holstein calves. Functional and Integrative Genomics, 2014, 14, 261-273. 1.4 21

4798 Developmental variation of the SUUR protein binding correlates with gene regulation and specific
chromatin types in D. melanogaster. Chromosoma, 2014, 123, 253-264. 1.0 15



266

Citation Report

# Article IF Citations

4799 Study of differential effects of TGF-beta3/BMP2 on chondrogenesis in MSC cells by gene microarray
data analysis. Molecular and Cellular Biochemistry, 2014, 385, 191-198. 1.4 15

4800 Improving carotenoids production in yeast via adaptive laboratory evolution. Metabolic Engineering,
2014, 21, 26-33. 3.6 182

4801 Paternal highâ€•fat diet consumption induces common changes in the transcriptomes of retroperitoneal
adipose and pancreatic islet tissues in female rat offspring. FASEB Journal, 2014, 28, 1830-1841. 0.2 122

4802
Characterizing the Molecular Basis of Attenuation of Marek's Disease Virus via <i>In Vitro</i> Serial
Passage Identifies <i>De Novo</i> Mutations in the Helicase-Primase Subunit Gene UL5 and Other
Candidates Associated with Reduced Virulence. Journal of Virology, 2014, 88, 6232-6242.

1.5 23

4803 Highly Multiplexed Subcellular RNA Sequencing in Situ. Science, 2014, 343, 1360-1363. 6.0 824

4804 Herpes Simplex Virus. Methods in Molecular Biology, 2014, , . 0.4 1

4805 Misregulation of the broad-range phospholipase C activity increases the susceptibility of Listeria
monocytogenes to intracellular killing by neutrophils. Microbes and Infection, 2014, 16, 104-113. 1.0 7

4806 Fine mapping of the celiac disease-associated LPP locus reveals a potential functional variant. Human
Molecular Genetics, 2014, 23, 2481-2489. 1.4 32

4807 Argonaute-Bound Small RNAs from Promoter-Proximal RNA Polymerase II. Cell, 2014, 156, 920-934. 13.5 103

4808 Differential Transcriptomic Analysis by RNA-Seq of GSNO-Responsive Genes Between Arabidopsis Roots
and Leaves. Plant and Cell Physiology, 2014, 55, 1080-1095. 1.5 124

4809 Chemical Allergen Induced Perturbations of the Mouse Lymph Node DNA Methylome. Toxicological
Sciences, 2014, 139, 350-361. 1.4 9

4810 Long Noncoding RNA MALAT1 Regulates Endothelial Cell Function and Vessel Growth. Circulation
Research, 2014, 114, 1389-1397. 2.0 815

4811 Chronic LSD alters gene expression profiles in the mPFC relevant to schizophrenia.
Neuropharmacology, 2014, 83, 1-8. 2.0 49

4812 Engineering a synthetic cell panel to identify signalling components reprogrammed by the cell
growth regulator anterior gradient-2. Molecular BioSystems, 2014, 10, 1409-1425. 2.9 16

4813 Identification and Characterization of the MicroRNA Profile in Aging Rats with Erectile Dysfunction.
Journal of Sexual Medicine, 2014, 11, 1646-1656. 0.3 25

4814 Expression changes in human skeletal muscle mi<scp>RNA</scp>s following 10 days of bed rest in
young healthy males. Acta Physiologica, 2014, 210, 655-666. 1.8 38

4815 RNA-seq analysis revealed novel genes and signaling pathway associated with disease resistance to
avian influenza virus infection in chickens. Poultry Science, 2014, 93, 485-493. 1.5 97

4816 Variations of MicroRNAs in Human Placentas and Plasma From Preeclamptic Pregnancy. Hypertension,
2014, 63, 1276-1284. 1.3 190



267

Citation Report

# Article IF Citations

4817 The phytoalexin camalexin induces fundamental changes in the proteome of Alternaria brassicicola
different from those caused by brassinin. Fungal Biology, 2014, 118, 83-93. 1.1 13

4818 Reconstructing lineage hierarchies of the distal lung epithelium using single-cell RNA-seq. Nature,
2014, 509, 371-375. 13.7 1,260

4819 Reconstructing the DNA Methylation Maps of the Neandertal and the Denisovan. Science, 2014, 344,
523-527. 6.0 188

4820 Analysis of gene expression data using a linear mixed model/finite mixture model approach: application
to regional differences in the human brain. Bioinformatics, 2014, 30, 1555-1561. 1.8 22

4821 Rbfox2 controls autoregulation in RNA-binding protein networks. Genes and Development, 2014, 28,
637-651. 2.7 114

4822 Novel transcriptome data analysis implicates circulating microRNAs in epigenetic inheritance in
mammals. Gene, 2014, 538, 366-372. 1.0 29

4823 Evolutionary comparisons of miRNA regulation system in six model organisms. Genetica, 2014, 142,
109-118. 0.5 7

4824 In vitro screening of LPS-induced miRNAs in leukocytes derived from cord blood and their possible
roles in regulating TLR signals. Pediatric Research, 2014, 75, 595-602. 1.1 17

4825
Molecular network of ChIP-Seq-based NF-ÎºB p65 target genes involves diverse immune functions
relevant to the immunopathogenesis of multiple sclerosis. Multiple Sclerosis and Related Disorders,
2014, 3, 94-106.

0.9 17

4826 MicroRNA expression profiling and functional annotation analysis of their targets in patients with
type 1 diabetes mellitus. Gene, 2014, 539, 213-223. 1.0 65

4827 Transcriptional landscape of the prenatal human brain. Nature, 2014, 508, 199-206. 13.7 1,147

4828 Proteomic Analysis of Membrane Proteins of Vero Cells: Exploration of Potential Proteins
Responsible for Virus Entry. DNA and Cell Biology, 2014, 33, 20-28. 0.9 28

4829 Transcriptomic analysis reveals key regulators of mammogenesis and the pregnancy-lactation cycle.
Science China Life Sciences, 2014, 57, 340-355. 2.3 26

4830 The human platelet: strong transcriptome correlations among individuals associate weakly with the
platelet proteome. Biology Direct, 2014, 9, 3. 1.9 77

4831
Transcriptomic profiling of TK2 deficient human skeletal muscle suggests a role for the p53 signalling
pathway and identifies growth and differentiation factor-15 as a potential novel biomarker for
mitochondrial myopathies. BMC Genomics, 2014, 15, 91.

1.2 104

4832 Central role for RNase YbeY in Hfq-dependent and Hfq-independent small-RNA regulation in bacteria.
BMC Genomics, 2014, 15, 121. 1.2 48

4833 Gene expression analysis of familial hypercholesterolemia. Molecular Biology, 2014, 48, 158-164. 0.4 0

4834 Genome-wide analysis of microRNA and gene expression profiles in human lymphocytes cultured in
modeled microgravity during the DNA-damage response to Î³-rays. Rendiconti Lincei, 2014, 25, 53-57. 1.0 0



268

Citation Report

# Article IF Citations

4835 Global patterns of apparent copy number variation in birds revealed by cross-species comparative
genomic hybridization. Chromosome Research, 2014, 22, 59-70. 1.0 12

4836
Virus-independent and common transcriptome responses of leafhopper vectors feeding on maize
infected with semi-persistently and persistent propagatively transmitted viruses. BMC Genomics, 2014,
15, 133.

1.2 33

4837 Genome-wide association and systems genetic analyses of residual feed intake, daily feed consumption,
backfat and weight gain in pigs. BMC Genetics, 2014, 15, 27. 2.7 97

4838 Single nucleotide polymorphisms for feed efficiency and performance in crossbred beef cattle. BMC
Genetics, 2014, 15, 14. 2.7 47

4839 Induction of polyploidy by nuclear fusion mechanism upon decreased expression of the nuclear
envelope protein LAP2Î² in the human osteosarcoma cell line U2OS. Molecular Cytogenetics, 2014, 7, 9. 0.4 9

4840 Alu elements shape the primate transcriptome by cis-regulation of RNA editing. Genome Biology, 2014,
15, R28. 13.9 97

4841 RNAi-mediated silencing of MLL-AF9 reveals leukemia-associated downstream targets and processes.
Molecular Cancer, 2014, 13, 27. 7.9 29

4842 Mechanisms of amiodarone and valproic acid induced liver steatosis in mouse in vivo act as a template
for other hepatotoxicity models. Archives of Toxicology, 2014, 88, 1573-88. 1.9 48

4843 Genotype-environment interactions for quantitative traits in Korea Associated Resource (KARE)
cohorts. BMC Genetics, 2014, 15, 18. 2.7 6

4844 Shared genes related to aggression, rather than chemical communication, are associated with
reproductive dominance in paper wasps (Polistes metricus). BMC Genomics, 2014, 15, 75. 1.2 82

4845 Global secretome characterization of A549 human alveolar epithelial carcinoma cells during
Mycoplasma pneumoniae infection. BMC Microbiology, 2014, 14, 27. 1.3 17

4846 Genome-wide analysis links emerin to neuromuscular junction activity in Caenorhabditis elegans.
Genome Biology, 2014, 15, R21. 13.9 47

4847 RNF14 is a regulator of mitochondrial and immune function in muscle. BMC Systems Biology, 2014, 8,
10. 3.0 6

4848 Integrated transcriptome analysis of mouse spermatogenesis. BMC Genomics, 2014, 15, 39. 1.2 118

4849 Genes showing altered expression in the medial preoptic area in the highly social maternal phenotype
are related to autism and other disorders with social deficits. BMC Neuroscience, 2014, 15, 11. 0.8 32

4850
Stage-specific quantitative changes in renal and urinary proteome during the progression and
development of streptozotocin-induced diabetic nephropathy in rats. Molecular and Cellular
Biochemistry, 2014, 388, 95-111.

1.4 11

4851 MicroRNA miR-378 promotes BMP2-induced osteogenic differentiation of mesenchymal progenitor
cells. BMC Molecular Biology, 2014, 15, 1. 3.0 67

4852 Gene expression profiling of mesenteric lymph nodes from sheep with natural scrapie. BMC Genomics,
2014, 15, 59. 1.2 27



269

Citation Report

# Article IF Citations

4853 Identification of mechanosensitive genes during skeletal development: alteration of genes associated
with cytoskeletal rearrangement and cell signalling pathways. BMC Genomics, 2014, 15, 48. 1.2 80

4854 Intracellular growth of Mycobacterium avium subspecies and global transcriptional responses in
human macrophages after infection. BMC Genomics, 2014, 15, 58. 1.2 12

4855 PRMT5 is Required for Human Embryonic Stem Cell Proliferation But Not Pluripotency. Stem Cell
Reviews and Reports, 2014, 10, 230-239. 5.6 34

4856 T-KDE: a method for genome-wide identification of constitutive protein binding sites from multiple
ChIP-seq data sets. BMC Genomics, 2014, 15, 27. 1.2 3

4857 Validation of proposed prostate cancer biomarkers with gene expression data: a long road to travel.
Cancer and Metastasis Reviews, 2014, 33, 657-671. 2.7 49

4858 Transcriptional regulatory network analysis of the over-expressed genes in adipose tissue. Genes and
Genomics, 2014, 36, 105-117. 0.5 31

4859 Plasma protein profiling of Mild Cognitive Impairment and Alzheimerâ€™s disease using iTRAQ
quantitative proteomics. Proteome Science, 2014, 12, 5. 0.7 67

4860 ISAAC - InterSpecies Analysing Application using Containers. BMC Bioinformatics, 2014, 15, 18. 1.2 5

4861 Functional Modules Analysis Based on Coexpression Network in Pancreatic Ductal Adenocarcinoma.
Pathology and Oncology Research, 2014, 20, 293-299. 0.9 5

4862 Inferring therapeutic targets from heterogeneous data: HKDC1 is a novel potential therapeutic target
for cancer. Bioinformatics, 2014, 30, 748-752. 1.8 35

4863 Pathways Disrupted in Human ALS Motor Neurons Identified through Genetic Correction of Mutant
SOD1. Cell Stem Cell, 2014, 14, 781-795. 5.2 392

4864 Comprehensive analysis of gene expression in human retina and supporting tissues. Human Molecular
Genetics, 2014, 23, 4001-4014. 1.4 109

4865 Characterizing WW Domain Interactions of Tumor Suppressor WWOX Reveals Its Association with
Multiprotein Networks. Journal of Biological Chemistry, 2014, 289, 8865-8880. 1.6 102

4866 An atlas of active enhancers across human cell types and tissues. Nature, 2014, 507, 455-461. 13.7 2,269

4867 Gene expression profiling and bioinformatics analysis of gastric carcinoma. Experimental and
Molecular Pathology, 2014, 96, 361-366. 0.9 20

4868 Systems analysis of transcriptional data provides insights into muscle's biological response to
botulinum toxin. Muscle and Nerve, 2014, 50, 744-758. 1.0 33

4869 Secretome Profiling Reveals the Signaling Molecules of Apoptotic HCT116 Cells Induced by the Dietary
Polyacetylene Gymnasterkoreayne B. Journal of Agricultural and Food Chemistry, 2014, 62, 2353-2363. 2.4 8

4870 An atlas of chromatoid body components. Rna, 2014, 20, 483-495. 1.6 92



270

Citation Report

# Article IF Citations

4871 Random Monoallelic Gene Expression Increases upon Embryonic Stem Cell Differentiation.
Developmental Cell, 2014, 28, 351-365. 3.1 143

4872 Computational gene network study on antibiotic resistance genes of Acinetobacter baumannii.
Computers in Biology and Medicine, 2014, 48, 17-27. 3.9 27

4873 Deducing the mechanism of action of compounds identified in phenotypic screens by integrating their
multiparametric profiles with a reference genetic screen. Nature Protocols, 2014, 9, 474-490. 5.5 23

4874 Time-series RNA-seq analysis package (TRAP) and its application to the analysis of rice, Oryza sativa L.
ssp. Japonica, upon drought stress. Methods, 2014, 67, 364-372. 1.9 31

4875 NFIB-Mediated Repression of the Epigenetic Factor<i>Ezh2</i>Regulates Cortical Development. Journal
of Neuroscience, 2014, 34, 2921-2930. 1.7 70

4876 The impact of microRNA expression on cellular proliferation. Human Genetics, 2014, 133, 931-938. 1.8 40

4877 Structure of the Mitochondrial Translocator Protein in Complex with a Diagnostic Ligand. Science,
2014, 343, 1363-1366. 6.0 208

4878 Sperm nuclear proteome and its epigenetic potential. Andrology, 2014, 2, 326-338. 1.9 55

4879 Microglia are polarized to M1 type in high-anxiety inbred mice in response to lipopolysaccharide
challenge. Brain, Behavior, and Immunity, 2014, 38, 237-248. 2.0 60

4880 Prognostic Value of a Nineâ€•Gene Signature in Glioma Patients Based on <scp>mRNA</scp> Expression
Profiling. CNS Neuroscience and Therapeutics, 2014, 20, 112-118. 1.9 83

4881 Chlamydia trachomatis-Induced Alterations in the Host Cell Proteome Are Required for Intracellular
Growth. Cell Host and Microbe, 2014, 15, 113-124. 5.1 35

4882 Comparative RNA-seq analysis reveals potential mechanisms mediating the conversion to androgen
independence in an LNCaP progression cell model. Cancer Letters, 2014, 342, 130-138. 3.2 16

4883 Nrf2 Amplifies Oxidative Stress via Induction of Klf9. Molecular Cell, 2014, 53, 916-928. 4.5 186

4884 Domains of genome-wide gene expression dysregulation in Downâ€™s syndrome. Nature, 2014, 508, 345-350. 13.7 298

4885 Crtc1 Activates a Transcriptional Program Deregulated at Early Alzheimer's Disease-Related Stages.
Journal of Neuroscience, 2014, 34, 5776-5787. 1.7 76

4886 The impact of exposure to serum lipids during inÂ vitro culture on the transcriptome of bovine
blastocysts. Theriogenology, 2014, 81, 712-722.e3. 0.9 33

4887 Inferring alterations in cellâ€•toâ€•cell communication in HER2+ breast cancer using secretome profiling
of three cell models. Biotechnology and Bioengineering, 2014, 111, 1853-1863. 1.7 23

4888 Analysis of the DNA methylome and transcriptome in granulopoiesis reveals timed changes and
dynamic enhancer methylation. Blood, 2014, 123, e79-e89. 0.6 72



271

Citation Report

# Article IF Citations

4889 Mechanism of cytotoxic action of crambescidinâ€•816 on human liverâ€•derived tumour cells. British
Journal of Pharmacology, 2014, 171, 1655-1667. 2.7 29

4890 c-Myc-dependent transcriptional regulation of cell cycle and nucleosomal histones during
oligodendrocyte differentiation. Neuroscience, 2014, 276, 72-86. 1.1 35

4891 Molecular and social regulation of worker division of labour in fire ants. Molecular Ecology, 2014,
23, 660-672. 2.0 46

4892 Proteomic analysis of cerebrospinal fluid extracellular vesicles: A comprehensive dataset. Journal of
Proteomics, 2014, 106, 191-204. 1.2 222

4893 VEGF-binding aptides and the inhibition of choroidal and retinal neovascularization. Biomaterials,
2014, 35, 3052-3059. 5.7 16

4894 GenCLiP 2.0: a web server for functional clustering of genes and construction of molecular
networks based on free terms. Bioinformatics, 2014, 30, 2534-2536. 1.8 72

4895 Mechanistic elements and critical factors of cellular reprogramming revealed by stepwise global
gene expression analyses. Stem Cell Research, 2014, 12, 730-741. 0.3 50

4896 Allelic expression analysis in the brain suggests a role for heterogeneous insults affecting epigenetic
processes in autism spectrum disorders. Human Molecular Genetics, 2014, 23, 4111-4124. 1.4 21

4897 Epithelial-to-Mesenchymal Transition Mediates Docetaxel Resistance and High Risk of Relapse in
Prostate Cancer. Molecular Cancer Therapeutics, 2014, 13, 1270-1284. 1.9 131

4898 Comparative interactomes of <scp>SIRT</scp>6 and <scp>SIRT</scp>7: Implication of functional links
to aging. Proteomics, 2014, 14, 1610-1622. 1.3 69

4899
Intestinal Epithelial Barrier Disruption through Altered Mucosal MicroRNA Expression in Human
Immunodeficiency Virus and Simian Immunodeficiency Virus Infections. Journal of Virology, 2014, 88,
6268-6280.

1.5 28

4900 GÎ±12 gep oncogene inhibits FOXO1 in hepatocellular carcinoma as a consequence of miR-135b and miR-194
dysregulation. Cellular Signalling, 2014, 26, 1456-1465. 1.7 28

4901 High-throughput sperm differential proteomics suggests that epigenetic alterations contribute to
failed assisted reproduction. Human Reproduction, 2014, 29, 1225-1237. 0.4 76

4902
Computational identification of mi<scp>RNA</scp>s, their targets and functions in threeâ€•spined
stickleback (<i><scp>G</scp>asterosteus aculeatus</i>). Molecular Ecology Resources, 2014, 14,
768-777.

2.2 13

4903 Hic-5 influences genomic and non-genomic actions of the androgen receptor in prostate
myofibroblasts. Molecular and Cellular Endocrinology, 2014, 384, 185-199. 1.6 30

4904 Global microRNA depletion suppresses tumor angiogenesis. Genes and Development, 2014, 28, 1054-1067. 2.7 66

4905 CHD7, the gene mutated in CHARGE syndrome, regulates genes involved in neural crest cell guidance.
Human Genetics, 2014, 133, 997-1009. 1.8 107

4906 miR-326 and miR-26a, two potential markers for diagnosis of relapse and remission phases in patient
with relapsingâ€“remitting multiple sclerosis. Gene, 2014, 544, 128-133. 1.0 85



272

Citation Report

# Article IF Citations

4907 ATF3 attenuates cyclosporin A-induced nephrotoxicity by downregulating CHOP in HK-2 cells.
Biochemical and Biophysical Research Communications, 2014, 448, 182-188. 1.0 13

4908
Blood microRNA profile associates with the levels of serum lipids and metabolites associated with
glucose metabolism and insulin resistance and pinpoints pathways underlying metabolic syndrome.
Molecular and Cellular Endocrinology, 2014, 391, 41-49.

1.6 65

4909 Quantitative proteomics in resected renal cancer tissue for biomarker discovery and profiling.
British Journal of Cancer, 2014, 110, 1622-1633. 2.9 61

4910 Comparative epigenomics in distantly related teleost species identifies conserved <i>cis</i>-regulatory
nodes active during the vertebrate phylotypic period. Genome Research, 2014, 24, 1075-1085. 2.4 47

4911 Bioinformatics analysis of time series gene expression in left ventricle (LV) with acute myocardial
infarction (AMI). Gene, 2014, 543, 259-267. 1.0 38

4912 Cardiac-Specific YAP Activation Improves Cardiac Function and Survival in an Experimental Murine MI
Model. Circulation Research, 2014, 115, 354-363. 2.0 324

4913 Activin A supplement in the hESCs culture enhances the endoderm differentiation efficiency. Cell
Biology International, 2014, 38, 849-856. 1.4 10

4914 Drug repurposing: mining protozoan proteomes for targets of known bioactive compounds. Journal
of the American Medical Informatics Association: JAMIA, 2014, 21, 238-244. 2.2 26

4915 PTEN action in leukaemia dictated by the tissue microenvironment. Nature, 2014, 510, 402-406. 13.7 40

4916 Mass spectrometry-based quantification of the cellular response to methyl methanesulfonate
treatment in human cells. DNA Repair, 2014, 15, 29-38. 1.3 4

4917 NFIX Regulates Neural Progenitor Cell Differentiation During Hippocampal Morphogenesis. Cerebral
Cortex, 2014, 24, 261-279. 1.6 64

4918 Global identification of <i>O</i>â€•GlcNAc transferase (OGT) interactors by a human proteome
microarray and the construction of an OGT interactome. Proteomics, 2014, 14, 1020-1030. 1.3 35

4919 Understanding Proteinâ€“Nanoparticle Interaction: A New Gateway to Disease Therapeutics.
Bioconjugate Chemistry, 2014, 25, 1078-1090. 1.8 76

4920 Techniques and Methodological Approaches in Breast Cancer Research. , 2014, , . 12

4921 The prolyl isomerase, FKBP25, interacts with RNA-engaged nucleolin and the pre-60S ribosomal
subunit. Rna, 2014, 20, 1014-1022. 1.6 30

4922 Steady-State Hydrogen Peroxide Induces Glycolysis in Staphylococcus aureus and Pseudomonas
aeruginosa. Journal of Bacteriology, 2014, 196, 2499-2513. 1.0 35

4923 Molecular Signatures Differentiate Immune States in Type 1 Diabetic Families. Diabetes, 2014, 63,
3960-3973. 0.3 55

4924 What's that gene (or protein)? Online resources for exploring functions of genes, transcripts, and
proteins. Molecular Biology of the Cell, 2014, 25, 1187-1201. 0.9 13



273

Citation Report

# Article IF Citations

4925 The tissue-specific transcriptomic landscape of the mid-gestational mouse embryo. Development
(Cambridge), 2014, 141, 2325-2330. 1.2 33

4926 DNA methylation profiling of well-differentiated thyroid cancer uncovers markers of recurrence
free survival. International Journal of Cancer, 2014, 135, 598-610. 2.3 66

4927 L-Myc expression by dendritic cells is required for optimal T-cell priming. Nature, 2014, 507, 243-247. 13.7 87

4928 Characterization of the Rx1â€•dependent transcriptome during early retinal development. Developmental
Dynamics, 2014, 243, 1352-1361. 0.8 14

4929 Molecular heterochrony and the evolution of sociality in bumblebees ( <i>Bombus terrestris</i> ).
Proceedings of the Royal Society B: Biological Sciences, 2014, 281, 20132419. 1.2 39

4930 In Utero Undernutrition in Male Mice Programs Liver Lipid Metabolism in the Second-Generation
Offspring Involving Altered Lxra DNA Methylation. Cell Metabolism, 2014, 19, 941-951. 7.2 178

4931 CD49fâ€•Positive Testicular Cells in Saanen Dairy Goat Were Identified as Spermatogoniaâ€•Like Cells by
miRNA Profiling Analysis. Journal of Cellular Biochemistry, 2014, 115, 1712-1723. 1.2 26

4932 Dexamethasone-related osteogenic differentiation of dental follicle cells depends on ZBTB16 but not
Runx2. Cell and Tissue Research, 2014, 357, 695-705. 1.5 25

4933 Anti-diabetic rosiglitazone remodels the adipocyte transcriptome by redistributing transcription to
PPARÎ³-driven enhancers. Genes and Development, 2014, 28, 1018-1028. 2.7 88

4934
Anti-angiogenic effect of bare titanium dioxide nanoparticles on pathologic neovascularization
without unbearable toxicity. Nanomedicine: Nanotechnology, Biology, and Medicine, 2014, 10,
e1109-e1117.

1.7 48

4935 Gene expression analysis of bovine oocytes at optimal coasting time combined with GnRH antagonist
during theÂ no-FSH period. Theriogenology, 2014, 81, 1092-1100. 0.9 17

4936 Exploring the human tear fluid: <scp>D</scp>iscovery of new biomarkers in multiple sclerosis.
Proteomics - Clinical Applications, 2014, 8, 185-194. 0.8 85

4937 Urine Sample Preparation in 96-Well Filter Plates for Quantitative Clinical Proteomics. Analytical
Chemistry, 2014, 86, 5470-5477. 3.2 85

4938 New insights into the expression profile and function of micro-ribonucleic acid in human
spermatozoa. Fertility and Sterility, 2014, 102, 213-222.e4. 0.5 79

4939 Sex-biased methylome and transcriptome in human prefrontal cortex. Human Molecular Genetics,
2014, 23, 1260-1270. 1.4 130

4940 Comparative Oncogenomics Identifies PSMB4 and SHMT2 as Potential Cancer Driver Genes. Cancer
Research, 2014, 74, 3114-3126. 0.4 128

4941 Chd5 orchestrates chromatin remodelling during sperm development. Nature Communications, 2014,
5, 3812. 5.8 82

4942 A genome-wide association study identifies major loci affecting the immune response against
infectious bronchitis virus in chicken. Infection, Genetics and Evolution, 2014, 21, 351-358. 1.0 16



274

Citation Report

# Article IF Citations

4943 Transcriptional targets of Foxd3 in murine ES cells. Stem Cell Research, 2014, 12, 233-240. 0.3 24

4944
Vitamin C supplementation modulates gene expression in peripheral blood mononuclear cells
specifically upon an inflammatory stimulus: a pilot study in healthy subjects. Genes and Nutrition,
2014, 9, 390.

1.2 30

4945 Ceruloplasmin geneâ€•deficient mice with experimental autoimmune encephalomyelitis show attenuated
early disease evolution. Journal of Neuroscience Research, 2014, 92, 732-742. 1.3 3

4946 Molecular subtypes of serous borderline ovarian tumor show distinct expression patterns of benign
tumor and malignant tumor-associated signatures. Modern Pathology, 2014, 27, 433-442. 2.9 13

4947
Loss of nuclear <scp>TDP</scp>â€•43 in amyotrophic lateral sclerosis (<scp>ALS</scp>) causes altered
expression of splicing machinery and widespread dysregulation of <scp>RNA</scp> splicing in motor
neurones. Neuropathology and Applied Neurobiology, 2014, 40, 670-685.

1.8 98

4948 Composition of isolated synaptic boutons reveals the amounts of vesicle trafficking proteins.
Science, 2014, 344, 1023-1028. 6.0 637

4949 Secreted Phosphoprotein 1 Is a Determinant of Lung Function Development in Mice. American Journal
of Respiratory Cell and Molecular Biology, 2014, 51, 637-651. 1.4 18

4950 JAK2/STAT3 targeted therapy suppresses tumor invasion via disruption of the EGFRvIII/JAK2/STAT3 axis
and associated focal adhesion in EGFRvIII-expressing glioblastoma. Neuro-Oncology, 2014, 16, 1229-1243. 0.6 74

4951 Potential biomarkers and latent pathways for vasculitis based on latent pathway identification
analysis. International Journal of Rheumatic Diseases, 2014, 17, 671-678. 0.9 2

4952 Circadian behavior is light-reprogrammed by plastic DNA methylation. Nature Neuroscience, 2014, 17,
377-382. 7.1 218

4953 Counteracting Activities of OCT4 and KLF4 during Reprogramming to Pluripotency. Stem Cell Reports,
2014, 2, 351-365. 2.3 11

4954 Quantitative phosphoproteomic analysis of host responses in human lung epithelial (A549) cells
during influenza virus infection. Virus Research, 2014, 179, 53-63. 1.1 21

4955
Tamoxifen Integromics and Personalized Medicine: Dynamic Modular Transformations Underpinning
Response to Tamoxifen in Breast Cancer Treatment. OMICS A Journal of Integrative Biology, 2014, 18,
15-33.

1.0 18

4956 Pandemic H1N1 influenza A directly induces a robust and acute inflammatory gene signature in primary
human bronchial epithelial cells downstream of membrane fusion. Virology, 2014, 448, 91-103. 1.1 18

4957

Investigating the Responses of Cronobacter sakazakii to Garlic-Drived Organosulfur Compounds: a
Systematic Study of Pathogenic-Bacterium Injury by Use of High-Throughput Whole-Transcriptome
Sequencing and Confocal Micro-Raman Spectroscopy. Applied and Environmental Microbiology, 2014,
80, 959-971.

1.4 31

4958 The ALS/FTLDâ€•related RNAâ€•binding proteins TDPâ€•43 and FUS have common downstream RNA targets in
cortical neurons. FEBS Open Bio, 2014, 4, 1-10. 1.0 50

4959 Prefrontal Inefficiency Is Associated With Polygenic Risk for Schizophrenia. Schizophrenia Bulletin,
2014, 40, 1263-1271. 2.3 53

4960 Deep Sequencing of Small Chromatin-Associated RNA: Bioinformatic Analysis. Methods in Molecular
Biology, 2014, 1094, 355-359. 0.4 1



275

Citation Report

# Article IF Citations

4961 Endothelial, epithelial, and fibroblast cells exhibit specific splicing programs independently of their
tissue of origin. Genome Research, 2014, 24, 511-521. 2.4 61

4962 A Cell of Origin Gene Signature Indicates Human Bladder Cancer Has Distinct Cellular Progenitors.
Stem Cells, 2014, 32, 974-982. 1.4 40

4963 Transcriptome profiling of brain edemas caused by influenza infection and lipopolysaccharide
treatment. Journal of Medical Virology, 2014, 86, 905-911. 2.5 5

4964 Molecular signatures of antibody responses derived from a systems biology study of five human
vaccines. Nature Immunology, 2014, 15, 195-204. 7.0 672

4965 Transposon mutagenesis identifies genes driving hepatocellular carcinoma in a chronic hepatitis B
mouse model. Nature Genetics, 2014, 46, 24-32. 9.4 105

4966 Label-Free Quantitative Proteomics Analysis of Antibiotic Response in <i>Staphylococcus aureus</i> to
Oxacillin. Journal of Proteome Research, 2014, 13, 1223-1233. 1.8 71

4967 Integrative Genomic Analysis of Temozolomide Resistance in Diffuse Large B-Cell Lymphoma. Clinical
Cancer Research, 2014, 20, 382-392. 3.2 29

4968 A multifunctional protein EWS regulates the expression of Drosha and microRNAs. Cell Death and
Differentiation, 2014, 21, 136-145. 5.0 34

4969 Transcriptome Profiling Reveals Insight into Distinct Immune Responses to Aeromonas salmonicida in
Gill of Two Rainbow Trout Strains. Marine Biotechnology, 2014, 16, 333-348. 1.1 54

4970 The Expression of Proinflammatory Genes in Epidermal Keratinocytes Is Regulated by Hydration Status.
Journal of Investigative Dermatology, 2014, 134, 1044-1055. 0.3 35

4971 Highly Rapid and Efficient Conversion of Human Fibroblasts to Keratinocyte-Like Cells. Journal of
Investigative Dermatology, 2014, 134, 335-344. 0.3 39

4972 Genome Wide Profiling of Dopaminergic Neurons Derived from Human Embryonic and Induced
Pluripotent Stem Cells. Stem Cells and Development, 2014, 23, 406-420. 1.1 40

4973 Zebrafish brain proteomics reveals central proteins involved in neurodegeneration. Journal of
Neuroscience Research, 2014, 92, 104-115. 1.3 15

4974 Analysis of genes causing hypertension and stroke in spontaneously hypertensive rats: Gene
expression profiles in the brain. International Journal of Molecular Medicine, 2014, 33, 887-896. 1.8 21

4975 An Expression QTL of Closely Linked Candidate Genes Affects pH of Meat in Chickens. Genetics, 2014,
196, 867-874. 1.2 7

4976 Regulation of Steatohepatitis and PPARÎ³ Signaling by Distinct AP-1 Dimers. Cell Metabolism, 2014, 19,
84-95. 7.2 99

4977 Conditional inactivation of Miwi2 reveals that MIWI2 is only essential for prospermatogonial
development in mice. Cell Death and Differentiation, 2014, 21, 783-796. 5.0 31

4978 Identification of transcription factors for drug-associated gene modules and biomedical implications.
Bioinformatics, 2014, 30, 305-309. 1.8 27



276

Citation Report

# Article IF Citations

4979 Comprehensive proteomic profiling of outer membrane vesicles from Campylobacter jejuni. Journal of
Proteomics, 2014, 98, 90-98. 1.2 68

4980 Cross-sectional and longitudinal changes in DNA methylation with age: an epigenome-wide analysis
revealing over 60 novel age-associated CpG sites. Human Molecular Genetics, 2014, 23, 1186-1201. 1.4 282

4982
Secretome Analysis of Testicular Peritubular Cells: A Window into the Human Testicular
Microenvironment and the Spermatogonial Stem Cell Niche in Man. Journal of Proteome Research,
2014, 13, 1259-1269.

1.8 47

4983 Attenuation of microRNA-126 Expression That Drives CD34+38âˆ’ Stem/Progenitor Cells in Acute Myeloid
Leukemia Leads to Tumor Eradication. Cancer Research, 2014, 74, 2094-2105. 0.4 88

4984 MicroRNA-214 Antagonism Protects against Renal Fibrosis. Journal of the American Society of
Nephrology: JASN, 2014, 25, 65-80. 3.0 132

4985 A novel splicing outcome reveals more than 2000 new mammalian protein isoforms. Bioinformatics,
2014, 30, 151-156. 1.8 11

4986 Unifying immunology with informatics and multiscale biology. Nature Immunology, 2014, 15, 118-127. 7.0 140

4987 N6-methyladenosine modification destabilizes developmental regulators in embryonic stem cells.
Nature Cell Biology, 2014, 16, 191-198. 4.6 1,063

4988
Expression levels of DNA replication and repair genes predict regional somatic repeat instability in the
brain but are not altered by polyglutamine disease protein expression or age. Human Molecular
Genetics, 2014, 23, 1606-1618.

1.4 47

4989
Screening of microRNAs associated with Alzheimer's disease using oxidative stress cell model and
different strains of senescence accelerated mice. Journal of the Neurological Sciences, 2014, 338,
57-64.

0.3 69

4990 Antitumor effect of miR-197 targeting in p53 wild-type lung cancer. Cell Death and Differentiation,
2014, 21, 774-782. 5.0 86

4992 Pathway Analysis for Drug Repositioning Based on Public Database Mining. Journal of Chemical
Information and Modeling, 2014, 54, 407-418. 2.5 40

4993 Temporal Specification and Bilaterality of Human Neocortical Topographic Gene Expression. Neuron,
2014, 81, 321-332. 3.8 213

4994 Quantitative single-cell RNA-seq with unique molecular identifiers. Nature Methods, 2014, 11, 163-166. 9.0 1,047

4995 Fusion of TTYH1 with the C19MC microRNA cluster drives expression of a brain-specific DNMT3B
isoform in the embryonal brain tumor ETMR. Nature Genetics, 2014, 46, 39-44. 9.4 167

4996 Comparison of genome-wide DNA methylation in urothelial carcinomas of patients with and without
arsenic exposure. Environmental Research, 2014, 128, 57-63. 3.7 29

4997 A biochemical landscape of A-to-I RNA editing in the human brain transcriptome. Genome Research,
2014, 24, 522-534. 2.4 121

4998 Overlapping DNA methylation profile between placentas with trisomy 16 and early-onset preeclampsia.
Placenta, 2014, 35, 216-222. 0.7 29



277

Citation Report

# Article IF Citations

4999 A perspective on proteomics in cell biology. Trends in Cell Biology, 2014, 24, 257-264. 3.6 50

5000 Mammary-Specific Gene Activation Is Defined by Progressive Recruitment of STAT5 during Pregnancy
and the Establishment of H3K4me3 Marks. Molecular and Cellular Biology, 2014, 34, 464-473. 1.1 30

5001 Epigenetic Priming of Memory Updating during Reconsolidation to Attenuate Remote Fear Memories.
Cell, 2014, 156, 261-276. 13.5 318

5002 Secretome Analysis of Human Mesenchymal Stem Cells Undergoing Chondrogenic Differentiation.
Journal of Proteome Research, 2014, 13, 1045-1054. 1.8 35

5003 Aerobic Glycolysis in the Human Brain Is Associated with Development and Neotenous Gene
Expression. Cell Metabolism, 2014, 19, 49-57. 7.2 305

5004 Inactivating CUX1 mutations promote tumorigenesis. Nature Genetics, 2014, 46, 33-38. 9.4 111

5005 Bioinformatic analysis to find small molecules related to rheumatoid arthritis. International Journal
of Rheumatic Diseases, 2014, 17, 71-77. 0.9 2

5006 Characterization of microRNA expression profiles in patients with intervertebral disc degeneration.
International Journal of Molecular Medicine, 2014, 33, 43-50. 1.8 72

5007 Genome-wide approaches reveal EGR1-controlled regulatory networks associated with
neurodegeneration. Neurobiology of Disease, 2014, 63, 107-114. 2.1 70

5008 FOXD1 promotes nephron progenitor differentiation by repressing decorin in the embryonic kidney.
Development (Cambridge), 2014, 141, 17-27. 1.2 130

5009 Males Shorten the Life Span of <i>C. elegans</i> Hermaphrodites via Secreted Compounds. Science,
2014, 343, 541-544. 6.0 150

5010 Inositol-C2-PAF down-regulates components of the antigen presentation machinery in a 2D-model of
epidermal inflammation. Biochemical Pharmacology, 2014, 87, 477-488. 2.0 10

5011 Systematic Analyses of the Transcriptome, Translatome, and Proteome Provide a Global View and
Potential Strategy for the C-HPP. Journal of Proteome Research, 2014, 13, 38-49. 1.8 60

5012 Comparative brain transcriptomic analyses of scouting across distinct behavioural and ecological
contexts in honeybees. Proceedings of the Royal Society B: Biological Sciences, 2014, 281, 20141868. 1.2 18

5013 Transcription and enhancer profiling in human monocyte subsets. Blood, 2014, 123, e90-e99. 0.6 157

5014 A genome-wide RNAi screen identifies potential drug targets in a C. elegans model of Î±1-antitrypsin
deficiency. Human Molecular Genetics, 2014, 23, 5123-5132. 1.4 41

5015 CD66+ Cells in Cervical Precancers Are Partially Differentiated Progenitors with Neoplastic Traits.
Cancer Research, 2014, 74, 6682-6692. 0.4 7

5016 CLUH regulates mitochondrial biogenesis by binding mRNAs of nuclear-encoded mitochondrial
proteins. Journal of Cell Biology, 2014, 207, 213-223. 2.3 111



278

Citation Report

# Article IF Citations

5017 Transcriptome characterization by RNA sequencing identifies a major molecular and clinical
subdivision in chronic lymphocytic leukemia. Genome Research, 2014, 24, 212-226. 2.4 175

5018 Kruppel-like Factor 15 Is a Critical Regulator of Cardiac Lipid Metabolism. Journal of Biological
Chemistry, 2014, 289, 5914-5924. 1.6 101

5019
The <i>Arabidopsis</i> Mediator CDK8 module genes <i>CCT</i> (<i>MED12</i>) and <i>GCT</i>
(<i>MED13</i>) are global regulators of developmental phase transitions. Development (Cambridge),
2014, 141, 4580-4589.

1.2 50

5020 Urinary Proteome Profile Predictive of Disease Activity in Rheumatoid Arthritis. Journal of Proteome
Research, 2014, 13, 5206-5217. 1.8 29

5021
A sustained deficiency of mitochondrial respiratory complex III induces an apoptotic cell death
through the p53-mediated inhibition of pro-survival activities of the activating transcription factor 4.
Cell Death and Disease, 2014, 5, e1511-e1511.

2.7 32

5022 Age-Associated Loss of Lamin-B Leads to Systemic Inflammation and Gut Hyperplasia. Cell, 2014, 159,
829-843. 13.5 155

5023 Genome-wide view of TGFÎ²/Foxh1 regulation of the early mesendoderm program. Development
(Cambridge), 2014, 141, 4537-4547. 1.2 63

5024 Comparisons of gene expression in normal, lesional, and nonâ€•lesional psoriatic skin using
<scp>DNA</scp> microarray techniques. International Journal of Dermatology, 2014, 53, 1213-1220. 0.5 18

5025 Quantitative proteomics of delirium cerebrospinal fluid. Translational Psychiatry, 2014, 4, e477-e477. 2.4 31

5026 Paracrine signals from liver sinusoidal endothelium regulate hepatitis C virus replication.
Hepatology, 2014, 59, 375-384. 3.6 26

5027 Relationship of Gene Expression in the Injured Human Meniscus to Body Mass Index: A Biologic
Connection Between Obesity and Osteoarthritis. Arthritis and Rheumatology, 2014, 66, 2152-2164. 2.9 38

5029 Immunoinformatics. Methods in Molecular Biology, 2014, 1184, vii-xi. 0.4 7

5030 Genomic landscape and genetic heterogeneity in gastric adenocarcinoma revealed by whole-genome
sequencing. Nature Communications, 2014, 5, 5477. 5.8 166

5031 Genomic analysis of the interaction between pesticide exposure and nutrition in honey bees (Apis) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 222 Td (mellifera). Journal of Insect Physiology, 2014, 71, 177-190.0.9 158

5032 Resolubilization of Precipitated Intact Membrane Proteins with Cold Formic Acid for Analysis by Mass
Spectrometry. Journal of Proteome Research, 2014, 13, 6001-6012. 1.8 47

5033 Acetylation dynamics and stoichiometry in <i><scp>S</scp>accharomyces cerevisiae</i>. Molecular
Systems Biology, 2014, 10, 716. 3.2 220

5034 Changes of MicroRNA Profile and MicroRNA-mRNA Regulatory Network in Bones of Ovariectomized
Mice. Journal of Bone and Mineral Research, 2014, 29, 644-656. 3.1 55

5035 Epithelialâ€•mesenchymal transition spectrum quantification and its efficacy in deciphering survival and
drug responses of cancer patients. EMBO Molecular Medicine, 2014, 6, 1279-1293. 3.3 612



279

Citation Report

# Article IF Citations

5036 Quantitative phosphoproteomic analysis of RIP3â€•dependent protein phosphorylation in the course of
TNFâ€•induced necroptosis. Proteomics, 2014, 14, 713-724. 1.3 25

5037
Genome-wide methylation profiling identifies an essential role of reactive oxygen species in pediatric
glioblastoma multiforme and validates a methylome specific for H3 histone family 3A with absence of
G-CIMP/isocitrate dehydrogenase 1 mutation. Neuro-Oncology, 2014, 16, 1607-1617.

0.6 32

5038 Aâ€•toâ€•I editing on tRNAs: Biochemical, biological and evolutionary implications. FEBS Letters, 2014, 588,
4279-4286. 1.3 113

5039 Systemic gene dysregulation in classical Galactosaemia: Is there a central mechanism?. Molecular
Genetics and Metabolism, 2014, 113, 177-187. 0.5 30

5040 Facilitating the use of large-scale biological data and tools in the era of translational
bioinformatics. Briefings in Bioinformatics, 2014, 15, 942-952. 3.2 16

5041 The persisting effects of electroconvulsive stimulation on the hippocampal proteome. Brain Research,
2014, 1593, 106-116. 1.1 1

5042 Functional Mapping of the Zebrafish Early Embryo Proteome and Transcriptome. Journal of Proteome
Research, 2014, 13, 5536-5550. 1.8 39

5043 An enteric virus can replace the beneficial function of commensal bacteria. Nature, 2014, 516, 94-98. 13.7 449

5044 Macrophages: Biology and Role in the Pathology of Diseases. , 2014, , . 13

5045 Age-related variations in the methylome associated with gene expression in human monocytes and T
cells. Nature Communications, 2014, 5, 5366. 5.8 168

5046 A Bayesian extension of the hypergeometric test for functional enrichment analysis. Biometrics, 2014,
70, 84-94. 0.8 50

5047 Copy number variation in <scp>F</scp>ayoumi and <scp>L</scp>eghorn chickens analyzed using array
comparative genomic hybridization. Animal Genetics, 2014, 45, 400-411. 0.6 14

5048 Changes in the Transcription Profile of the Hippocampus in Response to Administration of the Tuftsin
Analog Selank. Neuroscience and Behavioral Physiology, 2014, 44, 849-855. 0.2 0

5049 Mating system variation drives rapid evolution of the female transcriptome in <i>Drosophila
pseudoobscura</i>. Ecology and Evolution, 2014, 4, 2186-2201. 0.8 38

5050 Distinct Epigenetic Signatures Delineate Transcriptional Programs during Virus-Specific CD8+ T Cell
Differentiation. Immunity, 2014, 41, 853-865. 6.6 189

5051 Shotgun <scp>MS</scp> proteomic analysis of bronchoalveolar lavage fluid in normal subjects.
Proteomics - Clinical Applications, 2014, 8, 737-747. 0.8 17

5052 Tollâ€•like receptors expressed on embryonic macrophages couple inflammatory signals to iron
metabolism during early ontogenesis. European Journal of Immunology, 2014, 44, 1491-1502. 1.6 11

5053 On Statistical Relationship between ADRA2A Expression and the Risk of Breast Cancer Relapse. Bulletin
of Experimental Biology and Medicine, 2014, 157, 454-458. 0.3 9



280

Citation Report

# Article IF Citations

5054 Genome-wide RNAi ionomics screen reveals new genes and regulation of human trace element
metabolism. Nature Communications, 2014, 5, 3301. 5.8 54

5055 PARP13 regulates cellular mRNA post-transcriptionally and functions as a pro-apoptotic factor by
destabilizing TRAILR4 transcript. Nature Communications, 2014, 5, 5362. 5.8 81

5056 Differential Cysteine Labeling and Global Label-Free Proteomics Reveals an Altered Metabolic State in
Skeletal Muscle Aging. Journal of Proteome Research, 2014, 13, 5008-5021. 1.8 99

5057 Histone H3.3 and its proteolytically processed form drive a cellular senescence programme. Nature
Communications, 2014, 5, 5210. 5.8 119

5058
Phosphoproteome Profiling of the Macrophage Response to Different Toll-Like Receptor Ligands
Identifies Differences in Global Phosphorylation Dynamics. Journal of Proteome Research, 2014, 13,
5185-5197.

1.8 35

5059 Secretome Profiling of Primary Cells Reveals That THBS2 Is a Salivary Biomarker of Oral Cavity
Squamous Cell Carcinoma. Journal of Proteome Research, 2014, 13, 4796-4807. 1.8 50

5060 Involvement of GABA Transporters in Atropine-Treated Myopic Retina As Revealed by iTRAQ Quantitative
Proteomics. Journal of Proteome Research, 2014, 13, 4647-4658. 1.8 56

5061 Proteome Profiling of Breast Cancer Biopsies Reveals a Wound Healing Signature of
Cancer-Associated Fibroblasts. Journal of Proteome Research, 2014, 13, 4773-4782. 1.8 35

5062 Nuclear factor one B regulates neural stem cell differentiation and axonal projection of
corticofugal neurons. Journal of Comparative Neurology, 2014, 522, 6-35. 0.9 44

5063 Histone H1.3 Suppresses <i>H19</i> Noncoding RNA Expression and Cell Growth of Ovarian Cancer
Cells. Cancer Research, 2014, 74, 6463-6473. 0.4 68

5064 Defining a mesenchymal progenitor niche at single-cell resolution. Science, 2014, 346, 1258810. 6.0 128

5065 Patient-derived models of acquired resistance can identify effective drug combinations for cancer.
Science, 2014, 346, 1480-1486. 6.0 635

5066 Characterization of early autophagy signaling by quantitative phosphoproteomics. Autophagy, 2014,
10, 356-371. 4.3 35

5067
microRNA-140 Targets<i>RALA</i>and Regulates Chondrogenic Differentiation of Human Mesenchymal
Stem Cells by Translational Enhancement of<i>SOX9</i>and<i>ACAN</i>. Stem Cells and Development,
2014, 23, 290-304.

1.1 109

5068 Discovery of an integrative network of microRNAs and transcriptomics changes for acute kidney
injury. Kidney International, 2014, 86, 943-953. 2.6 88

5069 The human liverâ€•specific proteome defined by transcriptomics and antibodyâ€•based profiling. FASEB
Journal, 2014, 28, 2901-2914. 0.2 73

5070 Research Resource: Genome-Wide Identification of AR-Regulated Genes Translated in Sertoli Cells In
Vivo Using the RiboTag Approach. Molecular Endocrinology, 2014, 28, 575-591. 3.7 51

5071 PRC2 is recurrently inactivated through EED or SUZ12 loss in malignant peripheral nerve sheath
tumors. Nature Genetics, 2014, 46, 1227-1232. 9.4 472



281

Citation Report

# Article IF Citations

5072 Anti-cancer therapeutic potential of quinazoline based small molecules via global upregulation of
miRNAs. Chemical Communications, 2014, 50, 4639. 2.2 18

5073 RKIP and HMGA2 regulate breast tumor survival and metastasis through lysyl oxidase and syndecan-2.
Oncogene, 2014, 33, 3528-3537. 2.6 79

5074 The pan-cancer analysis of gene expression patterns in the context of inflammation. Molecular
BioSystems, 2014, 10, 2270. 2.9 10

5075 FGFR1â€“WNTâ€“TGF-Î² Signaling in Prostate Cancer Mouse Models Recapitulates Human Reactive Stroma.
Cancer Research, 2014, 74, 609-620. 0.4 34

5076 Identification of functional cooperative mutations of SETD2 in human acute leukemia. Nature
Genetics, 2014, 46, 287-293. 9.4 213

5077 ROCK Inhibition Extends Passage of Pluripotent Stem Cell-Derived Retinal Pigmented Epithelium. Stem
Cells Translational Medicine, 2014, 3, 1066-1078. 1.6 60

5078 Target-Selective Protein S-Nitrosylation by Sequence Motif Recognition. Cell, 2014, 159, 623-634. 13.5 158

5079 Genome-wide RNA Tomography in the Zebrafish Embryo. Cell, 2014, 159, 662-675. 13.5 248

5080 Improving the performance of protein kinase identification via high dimensional proteinâ€“protein
interactions and substrate structure data. Molecular BioSystems, 2014, 10, 694-702. 2.9 24

5081 Inâ€•depth protein profiling of the postsynaptic density from mouse hippocampus using dataâ€•independent
acquisition proteomics. Proteomics, 2014, 14, 2607-2613. 1.3 103

5082 Length and sequence dependent accumulation of simple sequence repeats in vertebrates: Potential
role in genome organization and regulation. Gene, 2014, 551, 167-175. 1.0 11

5083 Genome-wide DNA methylation analysis of articular chondrocytes reveals a cluster of osteoarthritic
patients. Annals of the Rheumatic Diseases, 2014, 73, 668-677. 0.5 141

5084 Genomic footprints of speciation in Atlantic eels (<i>Anguilla anguilla</i> and <i>A.Â rostrata</i>).
Molecular Ecology, 2014, 23, 4785-4798. 2.0 37

5085 Splicing factor SRSF3 represses the translation of programmed cell death 4 mRNA by associating with
the 5â€²-UTR region. Cell Death and Differentiation, 2014, 21, 481-490. 5.0 63

5086 Splicing factor SRSF6 promotes hyperplasia of sensitized skin. Nature Structural and Molecular
Biology, 2014, 21, 189-197. 3.6 100

5088 Therapeutic inducers of the <scp>HSP</scp>70/<scp>HSP</scp>110 protect mice against traumatic brain
injury. Journal of Neurochemistry, 2014, 130, 626-641. 2.1 39

5089 Affinity purificationâ€“mass spectrometry and network analysis to understand protein-protein
interactions. Nature Protocols, 2014, 9, 2539-2554. 5.5 169

5090 Vitamin D prevents cognitive decline and enhances hippocampal synaptic function in aging rats.
Proceedings of the National Academy of Sciences of the United States of America, 2014, 111, E4359-66. 3.3 164



282

Citation Report

# Article IF Citations

5091 Proteome Modulation in H9c2 Cardiac Cells by microRNAs miR-378 and miR-378. Molecular and Cellular
Proteomics, 2014, 13, 18-29. 2.5 25

5093 Metabolic changes associated with the long winter fast dominate the liver proteome in 13-lined
ground squirrels. Physiological Genomics, 2014, 46, 348-361. 1.0 49

5094 An in silico toxicogenomics approach for inferring potential diseases associated with maleic acid.
Chemico-Biological Interactions, 2014, 223, 38-44. 1.7 12

5095 Antroquinonol D, Isolated from <i>Antrodia camphorata</i>, with DNA Demethylation and Anticancer
Potential. Journal of Agricultural and Food Chemistry, 2014, 62, 5625-5635. 2.4 42

5096 Epigenome Analysis Reveals TBX5 as a Novel Transcription Factor Involved in the Activation of
Rheumatoid Arthritis Synovial Fibroblasts. Journal of Immunology, 2014, 193, 4945-4951. 0.4 51

5097
An Integrated Epigenetic and Transcriptomic Analysis Reveals Distinct Tissue-Specific Patterns of DNA
Methylation Associated with Atopic Dermatitis. Journal of Investigative Dermatology, 2014, 134,
1873-1883.

0.3 103

5098 Radiation-Induced Gene Signature Predicts Pathologic Complete Response to Neoadjuvant
Chemotherapy in Breast Cancer Patients. Radiation Research, 2014, 181, 193. 0.7 11

5099 Gene Expression Response of Mice after a Single Dose of 137Cs as an Internal Emitter. Radiation
Research, 2014, 182, 380. 0.7 45

5100 The toxic effects of single-walled carbon nanotubes are linked to the phagocytic ability of cells.
Toxicology Research, 2014, 3, 228. 0.9 22

5101
Cleavage of E-Cadherin and Î²-Catenin by Calpain Affects Wnt Signaling and Spheroid Formation in
Suspension Cultures of Human Pluripotent Stem Cells. Molecular and Cellular Proteomics, 2014, 13,
990-1007.

2.5 52

5102 High-Throughput Transcriptome Sequencing Identifies Candidate Genetic Modifiers of Vulnerability to
Fetal Alcohol Spectrum Disorders. Alcoholism: Clinical and Experimental Research, 2014, 38, 1874-1882. 1.4 49

5103 Identifying driver mutations in sequenced cancer genomes: computational approaches to enable
precision medicine. Genome Medicine, 2014, 6, 5. 3.6 186

5104 Molecular and metabolic profiles suggest that increased lipid catabolism in adipose tissue
contributes to leanness in domestic chickens. Physiological Genomics, 2014, 46, 315-327. 1.0 23

5105 Quantitative Proteomic Profiling of Human Articular Cartilage Degradation in Osteoarthritis.
Journal of Proteome Research, 2014, 13, 6096-6106. 1.8 66

5106 Microarray gene expression profiling and bioinformatics analysis of premature ovarian failure in a
rat model. Experimental and Molecular Pathology, 2014, 97, 535-541. 0.9 12

5107 A Newtonian Framework for Community Detection in Undirected Biological Networks. IEEE
Transactions on Biomedical Circuits and Systems, 2014, 8, 65-73. 2.7 9

5108 Specific Mesothelial Signature Marks the Heterogeneity of Mesenchymal Stem Cells From High-Grade
Serous Ovarian Cancer. Stem Cells, 2014, 32, 2998-3011. 1.4 16

5109 miRTarBase update 2014: an information resource for experimentally validated miRNA-target
interactions. Nucleic Acids Research, 2014, 42, D78-D85. 6.5 710



283

Citation Report

# Article IF Citations

5110 Concerted bioinformatic analysis of the genome-scale blood transcription factor compendium
reveals new control mechanisms. Molecular BioSystems, 2014, 10, 2935-2941. 2.9 0

5111 Proteome-wide analysis of human disease mutations in short linear motifs: neglected players in
cancer?. Molecular BioSystems, 2014, 10, 2626-2642. 2.9 80

5112 Combined Transcriptomics and Metabolomics of Arabidopsis thaliana Seedlings Exposed to Exogenous
GABA Suggest Its Role in Plants Is Predominantly Metabolic. Molecular Plant, 2014, 7, 1065-1068. 3.9 56

5113 An inverse small molecule screen to design a chemically defined medium supporting long-term growth
of Drosophila cell lines. Molecular BioSystems, 2014, 10, 2713-2723. 2.9 19

5114 Quantitative phosphoproteomic profiling of PINK1-deficient cells identifies phosphorylation changes
in nuclear proteins. Molecular BioSystems, 2014, 10, 1719-1729. 2.9 11

5115 A novel network pharmacology approach to analyse traditional herbal formulae: the Liu-Wei-Di-Huang
pill as a case study. Molecular BioSystems, 2014, 10, 1014-1022. 2.9 215

5116 Detection of 1Î±,25-Dihydroxyvitamin D-Regulated miRNAs in Zebrafish by Whole Transcriptome
Sequencing. Zebrafish, 2014, 11, 207-218. 0.5 14

5117 Drosophila C Virus Systemic Infection Leads to Intestinal Obstruction. Journal of Virology, 2014, 88,
14057-14069. 1.5 76

5118 Alterations in the Transcriptome of Soybean in Response to Enhanced Somatic Embryogenesis
Promoted by Orthologs of AGAMOUS-Like15 and AGAMOUS-Like18. Plant Physiology, 2014, 164, 1365-1377. 2.3 42

5119 Fluctuation of multiple metabolic pathways is required for Escherichia coli in response to
chlortetracycline stress. Molecular BioSystems, 2014, 10, 901-908. 2.9 64

5120 Genome-wide association study identifies multiple loci associated with both mammographic density
and breast cancer risk. Nature Communications, 2014, 5, 5303. 5.8 109

5121 Elevated FGF21 secretion, PGC-1Î± and ketogenic enzyme expression are hallmarks of ironâ€“sulfur cluster
depletion in human skeletal muscle. Human Molecular Genetics, 2014, 23, 24-39. 1.4 59

5122 Integrative analysis of transcriptomic and metabolomic profiling of ascites syndrome in broiler
chickens induced by low temperature. Molecular BioSystems, 2014, 10, 2984-2993. 2.9 9

5123 Produced Water Exposure Alters Bacterial Response to Biocides. Environmental Science &amp;
Technology, 2014, 48, 13001-13009. 4.6 68

5124
LCâ€“MS Proteomics Analysis of the Insulin/IGF-1-Deficient <i>Caenorhabditis elegans daf-2(e1370)</i>
Mutant Reveals Extensive Restructuring of Intermediary Metabolism. Journal of Proteome Research,
2014, 13, 1938-1956.

1.8 59

5125 Proteomic analysis of human substantia nigra identifies novel candidates involved in
<scp>P</scp>arkinson's disease pathogenesis. Proteomics, 2014, 14, 784-794. 1.3 85

5126 Subcellular transcriptome alterations in a cell culture model of spinal muscular atrophy point to
widespread defects in axonal growth and presynaptic differentiation. Rna, 2014, 20, 1789-1802. 1.6 84

5127 Kâ€•Lysine acetyltransferase 2a regulates a hippocampal gene expression network linked to memory
formation. EMBO Journal, 2014, 33, 1912-1927. 3.5 62



284

Citation Report

# Article IF Citations

5128 Exploring the genetics underlying autoimmune diseases with network analysis and link prediction. ,
2014, , . 2

5129 A â€˜telomere-associated secretory phenotypeâ€™ cooperates with BCR-ABL to drive malignant proliferation
of leukemic cells. Leukemia, 2014, 28, 2028-2039. 3.3 35

5130 Human Urinary Exosomes as Innate Immune Effectors. Journal of the American Society of Nephrology:
JASN, 2014, 25, 2017-2027. 3.0 127

5131 The Transcriptome of Utricle Hair Cell Regeneration in the Avian Inner Ear. Journal of Neuroscience,
2014, 34, 3523-3535. 1.7 98

5132 Deep and Precise Quantification of the Mouse Synaptosomal Proteome Reveals Substantial Remodeling
during Postnatal Maturation. Journal of Proteome Research, 2014, 13, 4310-4324. 1.8 22

5133 A Protein Profile of Visceral Adipose Tissues Linked to Early Pathogenesis of Type 2 Diabetes Mellitus.
Molecular and Cellular Proteomics, 2014, 13, 811-822. 2.5 59

5134 Sulfonation pathway inhibitors block reactivation of latent HIV-1. Virology, 2014, 471-473, 1-12. 1.1 7

5135 Human Endometrial DNA Methylome Is Cycle-Dependent and Is Associated With Gene Expression
Regulation. Molecular Endocrinology, 2014, 28, 1118-1135. 3.7 68

5136 Genomic and proteomic dissection and characterization of the human sperm chromatin. Molecular
Human Reproduction, 2014, 20, 1041-1053. 1.3 49

5137 Using Transcriptomic Tools to Evaluate Biological Effects Across Effluent Gradients at a Diverse Set
of Study Sites in Minnesota, USA. Environmental Science &amp; Technology, 2014, 48, 140127154618004. 4.6 23

5138 Gene Expression Profiling Reveals Distinct Molecular Signatures Associated With the Rupture of
Intracranial Aneurysm. Stroke, 2014, 45, 2239-2245. 1.0 100

5139 Functional Divergence of the miRNA Transcriptome at the Onset of Drosophila Metamorphosis.
Molecular Biology and Evolution, 2014, 31, 2557-2572. 3.5 16

5140 Analysis and identification of essential genes in humans using topological properties and biological
information. Gene, 2014, 551, 138-151. 1.0 22

5141 The structure, function and evolution of proteins that bind DNA and RNA. Nature Reviews Molecular
Cell Biology, 2014, 15, 749-760. 16.1 286

5143 NF-ÎºB Activation-Induced Anti-apoptosis Renders HER2-Positive Cells Drug Resistant and Accelerates
Tumor Growth. Molecular Cancer Research, 2014, 12, 408-420. 1.5 38

5144 Quantitative proteomic analysis of Huh-7 cells infected with Dengue virus by label-free LCâ€“MS.
Journal of Proteomics, 2014, 111, 16-29. 1.2 52

5145 Smoking induces transcription of the heat shock protein system in the joints. Annals of the Rheumatic
Diseases, 2014, 73, 1423-1426. 0.5 27

5146 Muscle Biological Characteristics of Differentially Expressed Genes in Wujin and Landrace Pigs.
Journal of Integrative Agriculture, 2014, 13, 2236-2242. 1.7 2



285

Citation Report

# Article IF Citations

5147 Analysis Considerations for Utilizing RNA-Seq to Characterize the Brain Transcriptome. International
Review of Neurobiology, 2014, 116, 21-54. 0.9 4

5148 Knockdown of a Zebrafish Aryl Hydrocarbon Receptor Repressor (AHRRa) Affects Expression of Genes
Related to Photoreceptor Development and Hematopoiesis. Toxicological Sciences, 2014, 139, 381-395. 1.4 22

5149 Key Roles for MYC, KIT and RET signaling in secondary angiosarcomas. British Journal of Cancer, 2014,
111, 407-412. 2.9 28

5151
Epigenomeâ€•Wide Scan Identifies a Treatmentâ€•Responsive Pattern of Altered DNA Methylation Among
Cytoskeletal Remodeling Genes in Monocytes and CD4+ T Cells From Patients With BehÃ§et's Disease.
Arthritis and Rheumatology, 2014, 66, 1648-1658.

2.9 72

5152 Transcriptome profiling of biliary atresia from new born infants by deep sequencing. Molecular
Biology Reports, 2014, 41, 8063-8069. 1.0 5

5153 Intestinal Amino Acid Availability via PEPT-1 Affects TORC1/2 Signaling and the Unfolded Protein
Response. Journal of Proteome Research, 2014, 13, 3685-3692. 1.8 19

5154 Global gene expression changes in human peripheral blood after H7N9 infection. Gene, 2014, 551,
255-260. 1.0 22

5155 Sex-Dependent Gene Expression in Human Pluripotent Stem Cells. Cell Reports, 2014, 8, 923-932. 2.9 57

5156 Change of Fate Commitment in Adult Neural Progenitor Cells Subjected to Chronic Inflammation.
Journal of Neuroscience, 2014, 34, 11571-11582. 1.7 12

5157 Genome-wide detection of allelic gene expression in hepatocellular carcinoma cells using a human
exome SNP chip. Gene, 2014, 551, 236-242. 1.0 6

5158
Transcriptional profiling of peripheral CD8+T cell responses to SIVÎ”nef and SIVmac251 challenge
reveals a link between protective immunity and induction of systemic immunoregulatory mechanisms.
Virology, 2014, 468-470, 581-591.

1.1 4

5159 Proteome Adaptation of <i>Saccharomyces cerevisiae</i> to Severe Calorie Restriction in Retentostat
Cultures. Journal of Proteome Research, 2014, 13, 3542-3553. 1.8 17

5160 Piezo1 integration of vascular architecture with physiological force. Nature, 2014, 515, 279-282. 13.7 813

5161 Cd<sup>2+</sup>-Induced Alteration of the Global Proteome of Human Skin Fibroblast Cells. Journal
of Proteome Research, 2014, 13, 1677-1687. 1.8 12

5162 Concise Review: New Frontiers in MicroRNA-Based Tissue Regeneration. Stem Cells Translational
Medicine, 2014, 3, 969-976. 1.6 24

5163 Genome-Scale CRISPR-Mediated Control of Gene Repression and Activation. Cell, 2014, 159, 647-661. 13.5 2,176

5164 Global identification of CobB interactors by an &amp;lt;italic&amp;gt;Escherichia
coli&amp;lt;/italic&amp;gt; proteome microarray. Acta Biochimica Et Biophysica Sinica, 2014, 46, 548-555. 0.9 33

5165 HSF-1â€“mediated cytoskeletal integrity determines thermotolerance and life span. Science, 2014, 346,
360-363. 6.0 174



286

Citation Report

# Article IF Citations

5166 MEK-Dependent Negative Feedback Underlies BCRâ€“ABL-Mediated Oncogene Addiction. Cancer Discovery,
2014, 4, 200-215. 7.7 29

5167
Identification and characterization of alphavirus M1 as a selective oncolytic virus targeting
ZAP-defective human cancers. Proceedings of the National Academy of Sciences of the United States of
America, 2014, 111, E4504-12.

3.3 118

5168 Cancer driverâ€“passenger distinction via sporadic human and dog cancer comparison: a
proof-of-principle study with colorectal cancer. Oncogene, 2014, 33, 814-822. 2.6 35

5170 ArhGAP30 promotes p53 acetylation and function in colorectal cancer. Nature Communications, 2014,
5, 4735. 5.8 55

5171 Arabidopsis DE-ETIOLATED1 Represses Photomorphogenesis by Positively Regulating
Phytochrome-Interacting Factors in the Dark. Plant Cell, 2014, 26, 3630-3645. 3.1 116

5172 Chronic alcohol consumption from adolescence to adulthood in mice â€“ Hypothalamic gene
expression changes in insulin-signaling pathway. Alcohol, 2014, 48, 571-578. 0.8 3

5173 Oxidative Stress Increases Neurogenesis and Oligodendrogenesis in Adult Neural Progenitor Cells.
Stem Cells and Development, 2014, 23, 2311-2327. 1.1 44

5174 Genetic Insulin Resistance Is a Potent Regulator of Gene Expression and Proliferation in Human iPS
Cells. Diabetes, 2014, 63, 4130-4142. 0.3 36

5175 Systematic Analysis of Missing Proteins Provides Clues to Help Define All of the Protein-Coding Genes
on Human Chromosome 1. Journal of Proteome Research, 2014, 13, 114-125. 1.8 21

5176 The SMRT Coregulator Enhances Growth of Estrogen Receptor-Î±-Positive Breast Cancer Cells by
Promotion of Cell Cycle Progression and Inhibition of Apoptosis. Endocrinology, 2014, 155, 3251-3261. 1.4 16

5177 Effects of capsicum oleoresin, garlic botanical, and turmeric oleoresin on gene expression profile of
ileal mucosa in weaned pigs1. Journal of Animal Science, 2014, 92, 3426-3440. 0.2 46

5178 Dissecting the global variation of gene expression for the functional interpretation of transcriptome
data. Genomics, 2014, 104, 279-286. 1.3 1

5179 Mass Spectrometry and Imaging Analysis of Nanoparticle-Containing Vesicles Provide a Mechanistic
Insight into Cellular Trafficking. ACS Nano, 2014, 8, 10077-10088. 7.3 84

5180
Mass Spectrometric Analysis of the Phosphorylation Levels of the SWI/SNF Chromatin
Remodeling/Tumor Suppressor Proteins ARID1A and Brg1 in Ovarian Clear Cell Adenocarcinoma Cell
Lines. Journal of Proteome Research, 2014, 13, 4959-4969.

1.8 16

5182
Temporally defined neocortical translation and polysome assembly are determined by the RNA-binding
protein Hu antigen R. Proceedings of the National Academy of Sciences of the United States of
America, 2014, 111, E3815-24.

3.3 99

5183 Large Numbers of Novel miRNAs Originate from DNA Transposons and Are Coincident with a Large
Species Radiation in Bats. Molecular Biology and Evolution, 2014, 31, 1536-1545. 3.5 60

5184 Temporal Dynamics of the Saccharopolyspora erythraea Phosphoproteome. Molecular and Cellular
Proteomics, 2014, 13, 1219-1230. 2.5 22

5185 Widespread intron retention in mammals functionally tunes transcriptomes. Genome Research, 2014,
24, 1774-1786. 2.4 554



287

Citation Report

# Article IF Citations

5186 SAHA Regulates Histone Acetylation, Butyrylation, and Protein Expression in Neuroblastoma. Journal
of Proteome Research, 2014, 13, 4211-4219. 1.8 48

5187 Bioinformatics for Cancer Genomics. , 2014, , 133-152. 1

5188 Stage-Specific Proteome Signatures in Early Bovine Embryo Development. Journal of Proteome
Research, 2014, 13, 4363-4376. 1.8 50

5189 Comparative proteomic profiling reveals aberrant cell proliferation in the brain of embryonic Ts1Cje,
a mouse model of Down syndrome. Neuroscience, 2014, 281, 1-15. 1.1 24

5190 Sma3s: A Three-Step Modular Annotator for Large Sequence Datasets. DNA Research, 2014, 21, 341-353. 1.5 80

5191 Statin-induced changes in gene expression in EBV-transformed and native B-cells. Human Molecular
Genetics, 2014, 23, 1202-1210. 1.4 14

5192 Data for a comparative proteomic analysis of chloroplast biogenesis (clb) mutants. Data in Brief, 2014,
1, 15-18. 0.5 0

5193 Lim Domain Binding 2. Arteriosclerosis, Thrombosis, and Vascular Biology, 2014, 34, 2068-2077. 1.1 17

5194 The CREB-Binding Protein Inhibitor ICG-001 Suppresses Pancreatic Cancer Growth. Molecular Cancer
Therapeutics, 2014, 13, 2303-2314. 1.9 97

5195 A protocol for RNA methylation differential analysis with MeRIP-Seq data and exomePeak
R/Bioconductor package. Methods, 2014, 69, 274-281. 1.9 253

5196 Phagocytosis of nano-sized titanium dioxide triggers changes in protein acetylation. Journal of
Proteomics, 2014, 108, 469-483. 1.2 44

5197 MicroRNAs Establish Robustness and Adaptability of a Critical Gene Network to Regulate Progenitor
Fate Decisions during Cortical Neurogenesis. Cell Reports, 2014, 7, 1779-1788. 2.9 56

5198 Gene expression profile change and growth inhibition in Drosophila larvae treated with azadirachtin.
Journal of Biotechnology, 2014, 185, 51-56. 1.9 36

5199 Proteomic analysis reveals protein expression differences in Escherichia coli strains associated with
persistent versus transient mastitis. Journal of Proteomics, 2014, 108, 373-381. 1.2 30

5200 The histone lysine demethylase Kdm6b is required for activity-dependent preconditioning of
hippocampal neuronal survival. Molecular and Cellular Neurosciences, 2014, 61, 187-200. 1.0 31

5201 282: p53-directed translational control can shape and expand the universe of p53 target genes.
European Journal of Cancer, 2014, 50, S66-S67. 1.3 0

5202 Neurofibromin inactivation impairs osteocyte development in Nf1Prx1 and Nf1Col1 mouse models.
Bone, 2014, 66, 155-162. 1.4 6

5203 Exploring the molecular mechanism of acute heat stress exposure in broiler chickens using gene
expression profiling. Gene, 2014, 546, 200-205. 1.0 28



288

Citation Report

# Article IF Citations

5204 Identification of anticancer drugs for hepatocellular carcinoma through personalized genomeâ€•scale
metabolic modeling. Molecular Systems Biology, 2014, 10, 721. 3.2 331

5205 Identification of mechanisms of action of bisphenol a-induced human preadipocyte differentiation by
transcriptional profiling. Obesity, 2014, 22, 2333-2343. 1.5 43

5206 MiRNome and transcriptome aided pathway analysis in human regulatory T cells. Genes and Immunity,
2014, 15, 303-312. 2.2 8

5207 The DNA methylation landscape of human early embryos. Nature, 2014, 511, 606-610. 13.7 787

5208 Stoichiometry of Site-specific Lysine Acetylation in an Entire Proteome. Journal of Biological
Chemistry, 2014, 289, 21326-21338. 1.6 157

5209 Ribosome stalling induced by mutation of a CNS-specific tRNA causes neurodegeneration. Science,
2014, 345, 455-459. 6.0 378

5210 Proteomic analysis of plasma identifies the Toll-like receptor agonists S100A8/A9 as a novel possible
marker for systemic sclerosis phenotype. Annals of the Rheumatic Diseases, 2014, 73, 1585-1589. 0.5 79

5211 Neurodevelopmental disorders associated with dosage imbalance of<i>ZBTB20</i>correlate with the
morbidity spectrum of ZBTB20 candidate target genes. Journal of Medical Genetics, 2014, 51, 605-613. 1.5 26

5212 Proteomic analysis of the mitochondria from embryonic and postnatal rat brains reveals response to
developmental changes in energy demands. Journal of Proteomics, 2014, 109, 228-239. 1.2 20

5213 Identification of differentiation-stage specific markers that define the ex vivo osteoblastic phenotype.
Bone, 2014, 67, 23-32. 1.4 62

5214 Partitioning Circadian Transcription by SIRT6 Leads to Segregated Control of Cellular Metabolism.
Cell, 2014, 158, 659-672. 13.5 259

5215 AKT1 and AKT2 Induce Distinct Phosphorylation Patterns in HL-1 Cardiac Myocytes. Journal of Proteome
Research, 2014, 13, 4232-4245. 1.8 16

5216 RNA-Seq Transcriptome Profiling of Equine Inner Cell Mass and Trophectoderm1. Biology of
Reproduction, 2014, 90, 61. 1.2 50

5217 Differentially co-expressed genes in postmortem prefrontal cortex of individuals with alcohol use
disorders: influence on alcohol metabolism-related pathways. Human Genetics, 2014, 133, 1383-1394. 1.8 36

5218 Identification of a human neonatal immune-metabolic network associated with bacterial infection.
Nature Communications, 2014, 5, 4649. 5.8 112

5219 MiR-146a Negatively Regulates TLR2-Induced Inflammatory Responses in Keratinocytes. Journal of
Investigative Dermatology, 2014, 134, 1931-1940. 0.3 96

5220 Histone H3.3 regulates dynamic chromatin states during spermatogenesis. Development (Cambridge),
2014, 141, 3483-3494. 1.2 97

5221 Functionally diverse dendritic mRNAs rapidly associate with ribosomes following a novel experience.
Nature Communications, 2014, 5, 4510. 5.8 65



289

Citation Report

# Article IF Citations

5222 Data in brief: Transcriptome analysis of induced pluripotent stem cells from monozygotic twins
discordant for trisomy 21. Genomics Data, 2014, 2, 226-229. 1.3 12

5223 Proteomic analysis underlines the usefulness of both primary adherent and stem-like cell lines for
studying proteins involved in human glioblastoma. Journal of Proteomics, 2014, 110, 7-19. 1.2 3

5224 Lysine Acetylation Controls Local Protein Conformation by Influencing Proline Isomerization.
Molecular Cell, 2014, 55, 733-744. 4.5 39

5225 Discovering Functional Modules by Topic Modeling RNA-Seq Based Toxicogenomic Data. Chemical
Research in Toxicology, 2014, 27, 1528-1536. 1.7 13

5226 Ischemia in Tumors Induces Early and Sustained Phosphorylation Changes in Stress Kinase Pathways
but Does Not Affect Global Protein Levels. Molecular and Cellular Proteomics, 2014, 13, 1690-1704. 2.5 323

5227 Quinacrine Overcomes Resistance to Erlotinib by Inhibiting FACT, NF-ÎºB, and Cell-Cycle Progression in
Nonâ€“Small Cell Lung Cancer. Molecular Cancer Therapeutics, 2014, 13, 2203-2214. 1.9 57

5228 Comprehensive Analysis of Protein N-Glycosylation Sites by Combining Chemical Deglycosylation with
LCâ€“MS. Journal of Proteome Research, 2014, 13, 1466-1473. 1.8 44

5229 H3K4me3 Breadth Is Linked to Cell Identity and Transcriptional Consistency. Cell, 2014, 158, 673-688. 13.5 404

5230 The RNA expression signature of the HepG2 cell line as determined by the integrated analysis of miRNA
and mRNA expression profiles. Gene, 2014, 548, 91-100. 1.0 17

5231 Proteomic analysis on infantile spasm and prenatal stress. Epilepsy Research, 2014, 108, 1174-1183. 0.8 2

5232 DNA Microarray Analysis of Labial Salivary Glands in IgG4â€•Related Disease: Comparison With SjÃ¶gren's
Syndrome. Arthritis and Rheumatology, 2014, 66, 2892-2899. 2.9 44

5233 Transcriptomeâ€“metabolome wide association study (TMWAS) of maneb and paraquat neurotoxicity
reveals network level interactions in toxicologic mechanism. Toxicology Reports, 2014, 1, 435-444. 1.6 48

5234 Post-partum anoestrus in tropical beef cattle: A systems approach combining gene expression and
genome-wide association results. Livestock Science, 2014, 166, 158-166. 0.6 11

5235 Whole-Genome Analysis of Muscle Founder Cells Implicates the Chromatin Regulator Sin3A in Muscle
Identity. Cell Reports, 2014, 8, 858-870. 2.9 23

5236 Lysine-specific demethylase 1 regulates differentiation onset and migration of trophoblast stem cells.
Nature Communications, 2014, 5, 3174. 5.8 55

5237 Identification of Alternative Splicing Events Regulated by the Oncogenic Factor SRSF1 in Lung Cancer.
Cancer Research, 2014, 74, 1105-1115. 0.4 77

5238 A genome-wide association study identifies a novel locus at 6q22.1 associated with ulcerative colitis.
Human Molecular Genetics, 2014, 23, 6927-6934. 1.4 39

5240 RNA Mapping. Methods in Molecular Biology, 2014, , . 0.4 4



290

Citation Report

# Article IF Citations

5241 Epigenetic Targeting of Ovarian Cancer Stem Cells. Cancer Research, 2014, 74, 4922-4936. 0.4 136

5242 Neutrophils prime a long-lived effector macrophage phenotype that mediates accelerated helminth
expulsion. Nature Immunology, 2014, 15, 938-946. 7.0 298

5243 Inhibition of JAK-STAT signaling stimulates adult satellite cell function. Nature Medicine, 2014, 20,
1174-1181. 15.2 309

5244
<i>In vitro</i>systems toxicology approach to investigate the effects of repeated cigarette smoke
exposure on human buccal and gingival organotypic epithelial tissue cultures. Toxicology
Mechanisms and Methods, 2014, 24, 470-487.

1.3 50

5245
Profil dâ€™expression gÃ©nÃ©tique prÃ©dictif de la rÃ©ponse aux anti-TNF chez les patients atteints dâ€™une
polyarthrite rhumatoÃ¯deÂ : analyse des donnÃ©es GEO. Revue Du Rhumatisme (Edition Francaise), 2014, 81,
400-406.

0.0 0

5246 Multilayered Genetic and Omics Dissection of Mitochondrial Activity in a Mouse Reference
Population. Cell, 2014, 158, 1415-1430. 13.5 222

5247 Bioinformatics Analysis of Pancreas Cancer Genome in High-Throughput Genomic Technologies. , 2014,
, 93-131. 1

5248 Obesity accelerates epigenetic aging of human liver. Proceedings of the National Academy of Sciences
of the United States of America, 2014, 111, 15538-15543. 3.3 620

5249 RNAi screening comes of age: improved techniques and complementary approaches. Nature Reviews
Molecular Cell Biology, 2014, 15, 591-600. 16.1 289

5250 Elucidating Novel Hepatitis C Virusâ€“Host Interactions Using Combined Mass Spectrometry and
Functional Genomics Approaches. Molecular and Cellular Proteomics, 2014, 13, 184-203. 2.5 61

5251 Transcripts involved in calcium signaling and telencephalic neuronal fate are altered in induced
pluripotent stem cells from bipolar disorder patients. Translational Psychiatry, 2014, 4, e375-e375. 2.4 140

5252 Dietary plant extracts modulate gene expression profiles in ileal mucosa of weaned pigs after an
Escherichia coli infection1. Journal of Animal Science, 2014, 92, 2050-2062. 0.2 57

5253 Systematic Prioritization and Integrative Analysis of Copy Number Variations in Schizophrenia Reveal
Key Schizophrenia Susceptibility Genes. Schizophrenia Bulletin, 2014, 40, 1285-1299. 2.3 41

5254 Inflammation and Its Correlates in Regenerative Wound Healing: An Alternate Perspective. Advances in
Wound Care, 2014, 3, 592-603. 2.6 42

5255 Hypoxia influences protein transport and epigenetic repression of CHO cell cultures in shake flasks.
Biotechnology Journal, 2014, 9, 1413-1424. 1.8 17

5256 A Universal Chemical Enrichment Method for Mapping the Yeast N-glycoproteome by Mass
Spectrometry (MS). Molecular and Cellular Proteomics, 2014, 13, 1563-1572. 2.5 77

5257 H3S28 phosphorylation is a hallmark of the transcriptional response to cellular stress. Genome
Research, 2014, 24, 1808-1820. 2.4 49

5258 A NOTCH1-driven MYC enhancer promotes T cell development, transformation and acute lymphoblastic
leukemia. Nature Medicine, 2014, 20, 1130-1137. 15.2 349



291

Citation Report

# Article IF Citations

5259 Convergence of Ubiquitylation and Phosphorylation Signaling in Rapamycin-treated Yeast Cells.
Molecular and Cellular Proteomics, 2014, 13, 1979-1992. 2.5 49

5260 Autophagy Is Required for Glucose Homeostasis and Lung Tumor Maintenance. Cancer Discovery, 2014,
4, 914-927. 7.7 450

5261 Using beta-binomial regression for high-precision differential methylation analysis in multifactor
whole-genome bisulfite sequencing experiments. BMC Bioinformatics, 2014, 15, 215. 1.2 156

5262 Genome-wide analysis of alternative splicing of pre-mRNA under salt stress in Arabidopsis. BMC
Genomics, 2014, 15, 431. 1.2 234

5263 Comparative transcriptomics of the model mushroom Coprinopsis cinerea reveals tissue-specific
armories and a conserved circuitry for sexual development. BMC Genomics, 2014, 15, 492. 1.2 65

5264 Supplemental carnitine affects the microRNA expression profile in skeletal muscle of obese Zucker
rats. BMC Genomics, 2014, 15, 512. 1.2 11

5265 Detection of genome-wide copy number variations in two chicken lines divergently selected for
abdominal fat content. BMC Genomics, 2014, 15, 517. 1.2 37

5266 Transcriptional regulation and spatial interactions of head-to-head genes. BMC Genomics, 2014, 15, 519. 1.2 17

5267 High throughput screening identifies modulators of histone deacetylase inhibitors. BMC Genomics,
2014, 15, 528. 1.2 10

5268 Unraveling the effect of genomic structural changes in the rhesus macaque - implications for the
adaptive role of inversions. BMC Genomics, 2014, 15, 530. 1.2 24

5269 A genome-wide association study of immune response traits in Canadian Holstein cattle. BMC
Genomics, 2014, 15, 559. 1.2 78

5270 Genome-wide analysis of DNA methylation patterns in horse. BMC Genomics, 2014, 15, 598. 1.2 33

5271 Integrating biological pathways and genomic profiles with ChiBE 2. BMC Genomics, 2014, 15, 642. 1.2 24

5272 Prediction of miRNA-mRNA associations in Alzheimerâ€™s disease mice using network topology. BMC
Genomics, 2014, 15, 644. 1.2 25

5273 Genome-wide DNA methylation changes in skeletal muscle between young and middle-aged pigs. BMC
Genomics, 2014, 15, 653. 1.2 73

5274 A network-based approach to dissect the cilia/centrosome complex interactome. BMC Genomics, 2014,
15, 658. 1.2 19

5275 Impaired liver function in Xenopus tropicalis exposed to benzo[a]pyrene: transcriptomic and
metabolic evidence. BMC Genomics, 2014, 15, 666. 1.2 40

5276 Uncovering molecular events associated with the chemosuppressive effects of flaxseed: a microarray
analysis of the laying hen model of ovarian cancer. BMC Genomics, 2014, 15, 709. 1.2 13



292

Citation Report

# Article IF Citations

5277 An integrated analysis of the SOX2 microRNA response program in human pluripotent and nullipotent
stem cell lines. BMC Genomics, 2014, 15, 711. 1.2 19

5278
Differences among brain tumor stem cell types and fetal neural stem cells in focal regions of histone
modifications and DNA methylation, broad regions of modifications, and bivalent promoters. BMC
Genomics, 2014, 15, 724.

1.2 14

5279 Growth attenuation under saline stress is mediated by the heterotrimeric G protein complex. BMC
Plant Biology, 2014, 14, 129. 1.6 65

5280 Special role of Foxp3 for the specifically altered microRNAs in Regulatory T cells of HCC patients. BMC
Cancer, 2014, 14, 489. 1.1 20

5281 A computational model to predict bone metastasis in breast cancer by integrating the dysregulated
pathways. BMC Cancer, 2014, 14, 618. 1.1 14

5282 Influence of secreted frizzled receptor protein 1 (SFRP1) on neoadjuvant chemotherapy in triple
negative breast cancer does not rely on WNT signaling. Molecular Cancer, 2014, 13, 174. 7.9 45

5283 Thymoquinone-induced conformational changes of PAK1 interrupt prosurvival MEK-ERK signaling in
colorectal cancer. Molecular Cancer, 2014, 13, 201. 7.9 50

5284 Analysis of age and gender associated N-glycoproteome in human whole saliva. Clinical Proteomics,
2014, 11, 25. 1.1 30

5285 Validation of a blood protein signature for non-small cell lung cancer. Clinical Proteomics, 2014, 11,
32. 1.1 66

5286 Descending Controls Modulate Inflammatory Joint Pain and Regulate CXC Chemokine and iNOS
Expression in the Dorsal Horn. Molecular Pain, 2014, 10, 1744-8069-10-39. 1.0 20

5287 EC2KEGG: a command line tool for comparison of metabolic pathways. Source Code for Biology and
Medicine, 2014, 9, 19. 1.7 15

5288 Identification of Chiari Type I Malformation subtypes using whole genome expression profiles and
cranial base morphometrics. BMC Medical Genomics, 2014, 7, 39. 0.7 24

5289 MicroRNA and mRNA expression profiling in rat acute respiratory distress syndrome. BMC Medical
Genomics, 2014, 7, 46. 0.7 60

5290 Integrated genome-wide association, coexpression network, and expression single nucleotide
polymorphism analysis identifies novel pathway in allergic rhinitis. BMC Medical Genomics, 2014, 7, 48. 0.7 63

5291 Hybrid coexpression link similarity graph clustering for mining biological modules from multiple
gene expression datasets. BioData Mining, 2014, 7, 16. 2.2 6

5292 The liver transcriptome of two full-sibling Songliao black pigs with extreme differences in backfat
thickness. Journal of Animal Science and Biotechnology, 2014, 5, 32. 2.1 21

5293 MiR-223 regulates the differentiation of immature neurons. Molecular and Cellular Therapies, 2014, 2,
18. 0.2 24

5294 Ancestral exposure to stress epigenetically programs preterm birth risk and adverse maternal and
newborn outcomes. BMC Medicine, 2014, 12, 121. 2.3 119



293

Citation Report

# Article IF Citations

5295 hsa-mir-30c promotes the invasive phenotype of metastatic breast cancer cells by targeting NOV/CCN3.
Cancer Cell International, 2014, 14, 73. 1.8 46

5296 Integration of proteomic and transcriptomic profiles identifies a novel PDGF-MYC network in human
smooth muscle cells. Cell Communication and Signaling, 2014, 12, 44. 2.7 24

5297 Whole-genome bisulfite sequencing of multiple individuals reveals complementary roles of promoter
and gene body methylation in transcriptional regulation. Genome Biology, 2014, 15, 408. 3.8 173

5298 A systems biology approach reveals a link between systemic cytokines and skeletal muscle energy
metabolism in a rodent smoking model and human COPD. Genome Medicine, 2014, 6, 59. 3.6 20

5299 Reducing hippocampal extracellular matrix reverses early memory deficits in a mouse model of
Alzheimerâ€™s disease. Acta Neuropathologica Communications, 2014, 2, 76. 2.4 69

5300 Gibbon genome and the fast karyotype evolution of small apes. Nature, 2014, 513, 195-201. 13.7 320

5301 The Small Regulatory RNA SyR1/PsrR1 Controls Photosynthetic Functions in Cyanobacteria Â . Plant Cell,
2014, 26, 3661-3679. 3.1 113

5302 The genetics of monarch butterfly migration and warning colouration. Nature, 2014, 514, 317-321. 13.7 264

5303 Interaction between Mutations and Regulation of Gene Expression during Development of <i>De
Novo</i> Antibiotic Resistance. Antimicrobial Agents and Chemotherapy, 2014, 58, 4371-4379. 1.4 42

5304 Efficient sequential and parallel algorithms for record linkage. Journal of the American Medical
Informatics Association: JAMIA, 2014, 21, 252-262. 2.2 17

5305 PECA: A Novel Statistical Tool for Deconvoluting Time-Dependent Gene Expression Regulation. Journal
of Proteome Research, 2014, 13, 29-37. 1.8 24

5306 RNA-RNA Interactions Enable Specific Targeting of Noncoding RNAs to Nascent Pre-mRNAs and
Chromatin Sites. Cell, 2014, 159, 188-199. 13.5 425

5307 Expression of bovine genes associated with local and systemic immune response to infestation with
the Lone Star tick, Amblyomma americanum. Ticks and Tick-borne Diseases, 2014, 5, 676-688. 1.1 4

5308 Identification of Proteins Involved in Human Sperm Motility Using High-Throughput Differential
Proteomics. Journal of Proteome Research, 2014, 13, 5670-5684. 1.8 151

5309 Intrinsic circannual regulation of brown adipose tissue form and function in tune with hibernation.
American Journal of Physiology - Endocrinology and Metabolism, 2014, 306, E284-E299. 1.8 35

5310
Transcriptome analysis of peripheral blood mononuclear cells in human subjects following a 36Â h fast
provides evidence of effects on genes regulating inflammation, apoptosis and energy metabolism.
Genes and Nutrition, 2014, 9, 432.

1.2 11

5311 A Cell Surface Biotinylation Assay to Reveal Membrane-associated Neuronal Cues: Negr1 Regulates
Dendritic Arborization. Molecular and Cellular Proteomics, 2014, 13, 733-748. 2.5 57

5312 Metabolic Vulnerabilities in Endometrial Cancer. Cancer Research, 2014, 74, 5832-5845. 0.4 88



294

Citation Report

# Article IF Citations

5313 Predicting proteinâ€“protein interactions between human and hepatitis C virus via an ensemble learning
method. Molecular BioSystems, 2014, 10, 3147-3154. 2.9 46

5314 Assessing the Citrullinome in Rheumatoid Arthritis Synovial Fluid with and without Enrichment of
Citrullinated Peptides. Journal of Proteome Research, 2014, 13, 2867-2873. 1.8 73

5315 Drug-Induced Rhabdomyolysis: From Systems Pharmacology Analysis to Biochemical Flux. Chemical
Research in Toxicology, 2014, 27, 421-432. 1.7 27

5316 TBCRC 018: phase II study of iniparib in combination with irinotecan to treat progressive triple
negative breast cancer brain metastases. Breast Cancer Research and Treatment, 2014, 146, 557-566. 1.1 59

5317
Temporal gene expression analysis of SjÃ¶grenâ€™s syndrome in C57BL/6.NOD-Aec1Aec2 mice based on
microarray time-series data using an improved empirical Bayes approach. Molecular Biology Reports,
2014, 41, 5953-5960.

1.0 4

5318 A comparative transcriptomic study on the effects of valproic acid on two different hESCs lines in a
neural teratogenicity test system. Toxicology Letters, 2014, 231, 38-44. 0.4 14

5319 A role for the CB-associated SUMO isopeptidase USPL1 in RNAPII-mediated snRNA transcription. Journal
of Cell Science, 2014, 127, 1065-78. 1.2 48

5320
Flies who cannot take the heat: genomeâ€•wide gene expression analysis of temperatureâ€•sensitive lethality
in an inbred line of <i><scp>D</scp>rosophila melanogaster</i>. Journal of Evolutionary Biology,
2014, 27, 2152-2162.

0.8 7

5321 Crucial requirement of ERK/MAPK signaling in respiratory tract development. Development
(Cambridge), 2014, 141, 3197-3211. 1.2 62

5322 TCTEX1D4 Interactome in Human Testis: Unraveling the Function of Dynein Light Chain in Spermatozoa.
OMICS A Journal of Integrative Biology, 2014, 18, 242-253. 1.0 10

5323 Early bovine embryos regulate oviduct epithelial cell gene expression during in vitro co-culture.
Animal Reproduction Science, 2014, 149, 103-116. 0.5 58

5324 Chemo- and bioinformatics resources for inÂ silico drug discovery from medicinal plants beyond their
traditional use: a critical review. Natural Product Reports, 2014, 31, 1585-1611. 5.2 104

5325 Understanding principles of <scp>miRNA</scp> target recognition and function through integrated
biological and bioinformatics approaches. Wiley Interdisciplinary Reviews RNA, 2014, 5, 361-379. 3.2 60

5326 MicroRNA-34a is dispensable for p53 function as teratogenesis inducer. Archives of Toxicology, 2014,
88, 1749-1763. 1.9 7

5327 Molecular pathology of acute kidney injury in a choline-deficient model and fish oil protective effect.
European Journal of Nutrition, 2014, 53, 897-906. 1.8 3

5328
The effect of two endogenous retinoids on the mRNA expression profile in human primary
keratinocytes, focusing on genes causing autosomal recessive congenital ichthyosis. Archives of
Dermatological Research, 2014, 306, 739-747.

1.1 13

5329 Co-expression network analysis identifies transcriptional modules in the mouse liver. Molecular
Genetics and Genomics, 2014, 289, 847-853. 1.0 17

5330 The transcriptional network of WRKY53 in cereals links oxidative responses to biotic and abiotic
stress inputs. Functional and Integrative Genomics, 2014, 14, 351-362. 1.4 57



295

Citation Report

# Article IF Citations

5331 Molecular and ultrastuctural changes of rat pre-implantation embryos during two-cell
developmental arrest. Journal of Assisted Reproduction and Genetics, 2014, 31, 767-780. 1.2 7

5332 Identifying gene expression profile of spinal cord injury in rat by bioinformatics strategy. Molecular
Biology Reports, 2014, 41, 3169-3177. 1.0 25

5333 Polymorphisms in twelve candidate genes are associated with growth, muscle lipid profile and meat
quality traits in eleven European cattle breeds. Molecular Biology Reports, 2014, 41, 4721-4731. 1.0 16

5334 Interactions among mitochondrial proteins altered in glioblastoma. Journal of Neuro-Oncology, 2014,
118, 247-256. 1.4 57

5335 Changes in the transcriptomic profiles of maize roots in response to iron-deficiency stress. Plant
Molecular Biology, 2014, 85, 349-363. 2.0 41

5336 In silico identification of potential targets and drugs for nonâ€•small cell lung cancer. IET Systems
Biology, 2014, 8, 56-66. 0.8 13

5337 A recently evolved class of alternative 3â€²-terminal exons involved in cell cycle regulation by
topoisomerase inhibitors. Nature Communications, 2014, 5, 3395. 5.8 39

5338 Systematic Identification of Barriers to Human iPSC Generation. Cell, 2014, 158, 449-461. 13.5 86

5339 Rare deleterious mutations of the gene EFR3A in autism spectrum disorders. Molecular Autism, 2014, 5,
31. 2.6 27

5340 Forced arm use is superior to voluntary training for motor recovery and brain plasticity after
cortical ischemia in rats. Experimental & Translational Stroke Medicine, 2014, 6, 3. 3.2 12

5341 Methylation of a CpG Site Near the <scp>ALDH</scp>1A2 Gene is Associated with Loss of Control Over
Drinking and Related Phenotypes. Alcoholism: Clinical and Experimental Research, 2014, 38, 713-721. 1.4 15

5342 The nature and extent of contributions by defective ribosome products to the HLA peptidome.
Proceedings of the National Academy of Sciences of the United States of America, 2014, 111, E1591-9. 3.3 109

5343 Alternative splicing regulates vesicular trafficking genes in cardiomyocytes during postnatal heart
development. Nature Communications, 2014, 5, 3603. 5.8 133

5344 Genetic lesions associated with chronic lymphocytic leukemia chemo-refractoriness. Blood, 2014, 123,
2378-2388. 0.6 78

5345 Quantitative Proteomics of Synaptic and Nonsynaptic Mitochondria: Insights for Synaptic
Mitochondrial Vulnerability. Journal of Proteome Research, 2014, 13, 2620-2636. 1.8 80

5346 Identification of Regulators of the Three-Dimensional Polycomb Organization by a Microscopy-Based
Genome-wide RNAi Screen. Molecular Cell, 2014, 54, 485-499. 4.5 49

5347 The transcription factor Foxp1 is a critical negative regulator of the differentiation of follicular
helper T cells. Nature Immunology, 2014, 15, 667-675. 7.0 107

5348 Chemotherapy-induced dynamic gene expression changes in vivo are prognostic in ovarian cancer.
British Journal of Cancer, 2014, 110, 2975-2984. 2.9 23



296

Citation Report

# Article IF Citations

5349 The CavÎ²1a subunit regulates gene expression and suppresses myogenin in muscle progenitor cells.
Journal of Cell Biology, 2014, 205, 829-846. 2.3 16

5350 RNA-sequencing of the brain transcriptome implicates dysregulation of neuroplasticity, circadian
rhythms and GTPase binding in bipolar disorder. Molecular Psychiatry, 2014, 19, 1179-1185. 4.1 100

5351
Epigenome-wide DNA methylation landscape of melanoma progression to brain metastasis reveals
aberrations on homeobox D cluster associated with prognosis. Human Molecular Genetics, 2014, 23,
226-238.

1.4 96

5352 Targeted protein quantification using sparse reference labeling. Nature Methods, 2014, 11, 301-304. 9.0 9

5353 Microfluidic single-cell whole-transcriptome sequencing. Proceedings of the National Academy of
Sciences of the United States of America, 2014, 111, 7048-7053. 3.3 259

5354 Genetic Diversity Influences the Response of the Brain to Developmental Lead Exposure. Toxicological
Sciences, 2014, 141, 29-43. 1.4 16

5355 Peripheral nerve morphogenesis induced by scaffold micropatterning. Biomaterials, 2014, 35, 4035-4045. 5.7 39

5356 Gene Expression Differences between <i>Noccaea caerulescens</i> Ecotypes Help to Identify Candidate
Genes for Metal Phytoremediation. Environmental Science &amp; Technology, 2014, 48, 3344-3353. 4.6 106

5357 Multiple evidence strands suggest that there may be as few as 19 000 human protein-coding genes.
Human Molecular Genetics, 2014, 23, 5866-5878. 1.4 463

5358 The role of RNA structure at 5â€² untranslated region in microRNA-mediated gene regulation. Rna, 2014,
20, 1369-1375. 1.6 89

5359 Epigenomic analysis of primary human T cells reveals enhancers associated with TH2 memory cell
differentiation and asthma susceptibility. Nature Immunology, 2014, 15, 777-788. 7.0 153

5360 Activation and repression by oncogenic MYC shape tumour-specific gene expression profiles. Nature,
2014, 511, 483-487. 13.7 392

5361 Identification of novel markers that outperform EpCAM in quantifying circulating tumor cells.
Cellular Oncology (Dordrecht), 2014, 37, 235-243. 2.1 9

5362 Epigenome-wide association studies without the need for cell-type composition. Nature Methods, 2014,
11, 309-311. 9.0 205

5363 Exploratory proteomic analysis of hypobaric hypoxia and acute mountain sickness in humans. Journal
of Applied Physiology, 2014, 116, 937-944. 1.2 36

5364 Cross-species Proteomics Reveals Specific Modulation of Signaling in Cancer and Stromal Cells by
Phosphoinositide 3-kinase (PI3K) Inhibitors. Molecular and Cellular Proteomics, 2014, 13, 1457-1470. 2.5 24

5365 T-box Transcription Factor Brachyury Is Associated with Prostate Cancer Progression and
Aggressiveness. Clinical Cancer Research, 2014, 20, 4949-4961. 3.2 67

5366 Two organobromines trigger lifespan, growth, reproductive and transcriptional changes in
Caenorhabditis elegans. Environmental Science and Pollution Research, 2014, 21, 10419-10431. 2.7 8



297

Citation Report

# Article IF Citations

5367 Comprehensive profiling of lysine acetylome in Staphylococcus aureus. Science China Chemistry, 2014,
57, 732-738. 4.2 30

5368 Data Mining and Bioinformatics of the Expression Data of Esophageal Squamous Cell Carcinoma. Cell
Biochemistry and Biophysics, 2014, 69, 481-485. 0.9 4

5369 New Insights into Clostridia Through Comparative Analyses of Their 40 Genomes. Bioenergy Research,
2014, 7, 1481-1492. 2.2 16

5370 Identification of signaling pathways modulated by RHBDD2 in breast cancer cells: a link to the
unfolded protein response. Cell Stress and Chaperones, 2014, 19, 379-388. 1.2 12

5371 Screening of Critical Genes in Lung Adenocarcinoma via Network Analysis of Gene Expression Profile.
Pathology and Oncology Research, 2014, 20, 853-858. 0.9 12

5372 The fermented non-digestible fraction of common bean (Phaseolus vulgaris L.) triggers cell cycle
arrest and apoptosis in human colon adenocarcinoma cells. Genes and Nutrition, 2014, 9, 359. 1.2 28

5373 Role of non-coding RNAs in maintaining primary airway smooth muscle cells. Respiratory Research,
2014, 15, 58. 1.4 66

5374 Identifying pathogenic processes by integrating microarray data with prior knowledge. BMC
Bioinformatics, 2014, 15, 115. 1.2 2

5375 A multivariate approach to the integration of multi-omics datasets. BMC Bioinformatics, 2014, 15, 162. 1.2 238

5376 Deleted copy number variation of Hanwoo and Holstein using next generation sequencing at the
population level. BMC Genomics, 2014, 15, 240. 1.2 44

5377 RECLU: a pipeline to discover reproducible transcriptional start sites and their alternative regulation
using capped analysis of gene expression (CAGE). BMC Genomics, 2014, 15, 269. 1.2 61

5378 EgoNet: identification of human disease ego-network modules. BMC Genomics, 2014, 15, 314. 1.2 24

5379 The influences of PRG-1 on the expression of small RNAs and mRNAs. BMC Genomics, 2014, 15, 321. 1.2 8

5380 Longissimus dorsi transcriptome analysis of purebred and crossbred Iberian pigs differing in muscle
characteristics. BMC Genomics, 2014, 15, 413. 1.2 77

5381 REGNET: mining context-specific human transcription networks using composite genomic information.
BMC Genomics, 2014, 15, 450. 1.2 3

5382 Characterization of the membrane proteome and N-glycoproteome in BV-2 mouse microglia by liquid
chromatography-tandem mass spectrometry. BMC Genomics, 2014, 15, 95. 1.2 18

5383 A knowledge base for the discovery of function, diagnostic potential and drug effects on cellular
and extracellular miRNAs. BMC Genomics, 2014, 15, S4. 1.2 25

5384 DNA methylation profiling in the thalamus and hippocampus of postnatal malnourished mice,
including effects related to long-term potentiation. BMC Neuroscience, 2014, 15, 31. 0.8 10



298

Citation Report

# Article IF Citations

5385 Gene expression patterns in the hippocampus during the development and aging of Glud1(Glutamate) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 742 Td (Dehydrogenase 1) transgenic and wild type mice. BMC Neuroscience, 2014, 15, 37.0.8 12

5386 Chronic alcohol consumption from adolescence-to-adulthood in mice - hypothalamic gene expression
changes in the dilated cardiomyopathy signaling pathway. BMC Neuroscience, 2014, 15, 61. 0.8 11

5387 ARACNe-based inference, using curated microarray data, of Arabidopsis thaliana root transcriptional
regulatory networks. BMC Plant Biology, 2014, 14, 97. 1.6 35

5388 Identification of transcription factors and single nucleotide polymorphisms of Lrh1 and its
homologous genes in Lrh1-knockout pancreas of mice. BMC Medical Genetics, 2014, 15, 43. 2.1 1

5389 Extreme sensitivity of gene expression in human SH-SY5Y neurocytes to ultra-low doses of Gelsemium
sempervirens. BMC Complementary and Alternative Medicine, 2014, 14, 104. 3.7 48

5390 Ambivalent role of pFAK-Y397 in serous ovarian cancer-a study of the OVCAD consortium. Molecular
Cancer, 2014, 13, 67. 7.9 13

5391 MicroRNA-155 as an inducer of apoptosis and cell differentiation in Acute Myeloid Leukaemia.
Molecular Cancer, 2014, 13, 79. 7.9 79

5392 Identification of candidate miRNA biomarkers from miRNA regulatory network with application to
prostate cancer. Journal of Translational Medicine, 2014, 12, 66. 1.8 94

5393 Peripheral inflammation is associated with remote global gene expression changes in the brain.
Journal of Neuroinflammation, 2014, 11, 73. 3.1 98

5394 Network topology-based detection of differential gene regulation and regulatory switches in cell
metabolism and signaling. BMC Systems Biology, 2014, 8, 56. 3.0 0

5395 The common ground of genomics and systems biology. BMC Systems Biology, 2014, 8, S1. 3.0 22

5396 Bioinformatic analysis of proteomics data. BMC Systems Biology, 2014, 8, S3. 3.0 131

5397 Integrative analysis reveals disease-associated genes and biomarkers for prostate cancer progression.
BMC Medical Genomics, 2014, 7, S3. 0.7 23

5398 Computationally characterizing and comprehensive analysis of zinc-binding sites in proteins.
Biochimica Et Biophysica Acta - Proteins and Proteomics, 2014, 1844, 171-180. 1.1 10

5399 Integration, visualization and analysis of human interactome. Biochemical and Biophysical Research
Communications, 2014, 445, 757-773. 1.0 37

5400 Loss of lamin B1 results in prolongation of S phase and decondensation of chromosome territories.
FASEB Journal, 2014, 28, 3423-3434. 0.2 53

5401 Quantitative Proteomics by SWATH-MS Reveals Altered Expression of Nucleic Acid Binding and
Regulatory Proteins in HIV-1-Infected Macrophages. Journal of Proteome Research, 2014, 13, 2109-2119. 1.8 65

5402 RNA-Seq analysis identifies aberrant RNA splicing of TRIP12 in acute myeloid leukemia patients at
remission. Tumor Biology, 2014, 35, 9585-9590. 0.8 6



299

Citation Report

# Article IF Citations

5403 Whole-exome sequencing of endometriosis identifies frequent alterations in genes involved in cell
adhesion and chromatin-remodeling complexes. Human Molecular Genetics, 2014, 23, 6008-6021. 1.4 59

5404 Fluoxetine prevents dystrophic changes in a zebrafish model of Duchenne muscular dystrophy. Human
Molecular Genetics, 2014, 23, 4651-4662. 1.4 55

5405
Transcriptional and Physiological Responses Induced by Binary Mixtures of Drospirenone and
Progesterone in Zebrafish (<i>Danio rerio</i>). Environmental Science &amp; Technology, 2014, 48,
3523-3531.

4.6 91

5406 Abnormalities in human pluripotent cells due to reprogramming mechanisms. Nature, 2014, 511, 177-183. 13.7 307

5407 NLRP3 and ASC Differentially Affect the Lung Transcriptome during Pneumococcal Pneumonia.
American Journal of Respiratory Cell and Molecular Biology, 2014, 50, 699-712. 1.4 29

5408 Obestatin and Nt8U influence glycerolipid metabolism and PPAR gamma signaling in mice. International
Journal of Biochemistry and Cell Biology, 2014, 53, 414-422. 1.2 12

5409 Whole Serum 3D LC-nESI-FTMS Quantitative Proteomics Reveals Sexual Dimorphism in the <i>Milieu
IntÃ©rieur</i> of Overweight and Obese Adults. Journal of Proteome Research, 2014, 13, 5094-5105. 1.8 49

5410 Lineage-specific interface proteins match up the cell cycle and differentiation in embryo stem cells.
Stem Cell Research, 2014, 13, 316-328. 0.3 9

5411 SKIP and BIR-1/Survivin have potential to integrate proteome status with gene expression. Journal of
Proteomics, 2014, 110, 93-106. 1.2 1

5412
Proteomic analysis of chloroplast biogenesis (clb) mutants uncovers novel proteins potentially
involved in the development of Arabidopsis thaliana chloroplasts. Journal of Proteomics, 2014, 111,
148-164.

1.2 13

5413 Cardiac extracellular proteome profiling and membrane topology analysis using glycoproteomics.
Proteomics - Clinical Applications, 2014, 8, 595-602. 0.8 27

5414 5-Hydroxymethylation marks a class of neuronal gene regulated by intragenic methylcytosine levels.
Genomics, 2014, 104, 383-392. 1.3 27

5415 Genomeâ€•Wide DNA Methylation Patterns in Naive CD4+ T Cells From Patients With Primary SjÃ¶gren's
Syndrome. Arthritis and Rheumatology, 2014, 66, 731-739. 2.9 147

5416 HGF Induces Epithelial-to-Mesenchymal Transition by Modulating the Mammalian Hippo/MST2 and ISG15
Pathways. Journal of Proteome Research, 2014, 13, 2874-2886. 1.8 82

5417 Defining the Human Adipose Tissue Proteome To Reveal Metabolic Alterations in Obesity. Journal of
Proteome Research, 2014, 13, 5106-5119. 1.8 55

5418 A Phase I Study of the First-in-Class Antimitochondrial Metabolism Agent, CPI-613, in Patients with
Advanced Hematologic Malignancies. Clinical Cancer Research, 2014, 20, 5255-5264. 3.2 82

5419 Greater muscle protein synthesis and mitochondrial biogenesis in males compared with females
during sprint interval training. FASEB Journal, 2014, 28, 2705-2714. 0.2 128

5420 Digital Inventory of Arabidopsis Transcripts Revealed by 61 RNA Sequencing Samples. Plant Physiology,
2014, 166, 869-878. 2.3 8



300

Citation Report

# Article IF Citations

5421 Hsa-miR-195 targets PCMT1 in hepatocellular carcinoma that increases tumor life span. Tumor Biology,
2014, 35, 11301-11309. 0.8 39

5422 Dynamic GATA4 enhancers shape the chromatin landscape central to heart development and disease.
Nature Communications, 2014, 5, 4907. 5.8 142

5423 Biological functional annotation of retinoic acid alpha and beta in mouse liver based on genome-wide
binding. American Journal of Physiology - Renal Physiology, 2014, 307, G205-G218. 1.6 5

5424 Chromosome-8-Coded Proteome of Chinese Chromosome Proteome Data Set (CCPD) 2.0 with Partial
Immunohistochemical Verifications. Journal of Proteome Research, 2014, 13, 126-136. 1.8 11

5425
Combination of a discovery LCâ€“MS/MS analysis and a label-free quantification for the
characterization of an epithelialâ€“mesenchymal transition signature. Journal of Proteomics, 2014, 110,
183-194.

1.2 10

5426
Integrative â€œOmicâ€• Analysis of Experimental Bacteremia Identifies a Metabolic Signature That
Distinguishes Human Sepsis from Systemic Inflammatory Response Syndromes. American Journal of
Respiratory and Critical Care Medicine, 2014, 190, 445-455.

2.5 100

5427 Effects of stretch and shortening on gene expression in intact myocardium. Physiological Genomics,
2014, 46, 57-65. 1.0 12

5428
Quantitative Proteomic Analysis Identifies Targets and Pathways of a 2-Aminobenzamide HDAC Inhibitor
in Friedreichâ€™s Ataxia Patient iPSC-Derived Neural Stem Cells. Journal of Proteome Research, 2014, 13,
4558-4566.

1.8 27

5429 CPuORF correlates with miRNA responsive elements on protein evolutionary rates. Biochemical and
Biophysical Research Communications, 2014, 452, 66-71. 1.0 3

5430 Rapid Temporal Dynamics of Transcription, Protein Synthesis, and Secretion during Macrophage
Activation. Molecular and Cellular Proteomics, 2014, 13, 792-810. 2.5 85

5431 Combining Amine Metabolomics and Quantitative Proteomics of Cancer Cells Using Derivatization
with Isobaric Tags. Analytical Chemistry, 2014, 86, 3585-3593. 3.2 34

5432 Bioinformatics Method to Predict Two Regulation Mechanism: TFâ€“miRNAâ€“mRNA and
lncRNAâ€“miRNAâ€“mRNA in Pancreatic Cancer. Cell Biochemistry and Biophysics, 2014, 70, 1849-1858. 0.9 90

5433 Promotion of growth by Coenzyme Q10 is linked to gene expression in C. elegans. Biochemical and
Biophysical Research Communications, 2014, 452, 920-927. 1.0 12

5434 Understanding the addiction cycle: A complex biology with distinct contributions of genotype vs. sex
at each stage. Neuroscience, 2014, 279, 168-186. 1.1 32

5435 MicroRNA-205 Targets Tight Junction-related Proteins during Urothelial Cellular Differentiation.
Molecular and Cellular Proteomics, 2014, 13, 2321-2336. 2.5 10

5436 Viral proteins that bridge unconnected proteins and components in the human PPI network.
Molecular BioSystems, 2014, 10, 2448-2458. 2.9 11

5438
Histone deacetylase (HDAC) 1 and 2 are essential for accurate cell division and the pluripotency of
embryonic stem cells. Proceedings of the National Academy of Sciences of the United States of
America, 2014, 111, 9840-9845.

3.3 130

5439 The specific alteration of histone methylation profiles by DZNep during early zebrafish development.
Biochimica Et Biophysica Acta - Gene Regulatory Mechanisms, 2014, 1839, 1307-1315. 0.9 18



301

Citation Report

# Article IF Citations

5440 Neurotoxic action of microcystin-LR is reflected in the transcriptional stress response of
Caenorhabditis elegans. Chemico-Biological Interactions, 2014, 223, 51-57. 1.7 19

5441 Broad-Enrich: functional interpretation of large sets of broad genomic regions. Bioinformatics, 2014,
30, i393-i400. 1.8 21

5442 Environmental systems biology of coldâ€•tolerant phenotype in <i>Saccharomyces</i> species adapted to
grow at different temperatures. Molecular Ecology, 2014, 23, 5241-5257. 2.0 79

5443 MicroRNA and mRNA cargo of extracellular vesicles from porcine adipose tissue-derived mesenchymal
stem cells. Gene, 2014, 551, 55-64. 1.0 233

5444 The Epigenetic Drug 5-Azacytidine Interferes with Cholesterol and Lipid Metabolism. Journal of
Biological Chemistry, 2014, 289, 18736-18751. 1.6 35

5445 Unique transcriptomic signature of omental adipose tissue in Ossabaw swine: a model of childhood
obesity. Physiological Genomics, 2014, 46, 362-375. 1.0 37

5446 Gene expression profile during functional maturation of a central mammalian synapse. European
Journal of Neuroscience, 2014, 40, 2867-2877. 1.2 10

5447 Developmental enhancers are marked independently of zygotic Nodal signals in Xenopus.
Developmental Biology, 2014, 395, 38-49. 0.9 31

5448
Comprehensive Characterization of <sup>S</sup>GTP-Binding Proteins by Orthogonal Quantitative
<sup>S</sup>GTP-Affinity Profiling and <sup>S</sup>GTP/GTP Competition Assays. Analytical
Chemistry, 2014, 86, 4550-4558.

3.2 11

5449 Open chromatin mapping identifies transcriptional networks regulating human epididymis epithelial
function. Molecular Human Reproduction, 2014, 20, 1198-1207. 1.3 9

5450 Characterization of the chemokine response of RAW264.7 cells to infection by murine norovirus.
Virus Research, 2014, 181, 27-34. 1.1 13

5451 Estrogen receptor Î± in osteocytes regulates trabecular bone formation in female mice. Bone, 2014, 60,
68-77. 1.4 92

5452 Transcriptome profiling reveals that the SM22Î±-regulated molecular pathways contribute to vascular
pathology. Journal of Molecular and Cellular Cardiology, 2014, 72, 263-272. 0.9 23

5453 BRIC-seq: A genome-wide approach for determining RNA stability in mammalian cells. Methods, 2014, 67,
55-63. 1.9 64

5454 Altered epigenetic regulation of homeobox genes in human oral squamous cell carcinoma cells.
Experimental Cell Research, 2014, 320, 128-143. 1.2 30

5455
Long-acting beneficial effect of percutaneously intramyocardially delivered secretome of apoptotic
peripheral blood cells on porcine chronic ischemic left ventricular dysfunction. Biomaterials, 2014,
35, 3541-3550.

5.7 44

5456
Using systems biology approaches to understand cardiac inflammation and extracellular matrix
remodeling in the setting of myocardial infarction. Wiley Interdisciplinary Reviews: Systems Biology
and Medicine, 2014, 6, 77-91.

6.6 14

5457 The Osteoblast to Osteocyte Transition: Epigenetic Changes and Response to the Vitamin
D<sub>3</sub>Hormone. Molecular Endocrinology, 2014, 28, 1150-1165. 3.7 113



302

Citation Report

# Article IF Citations

5458 IRP2 Regulates Breast Tumor Growth. Cancer Research, 2014, 74, 497-507. 0.4 100

5459 miRNA as markers for the diagnostic screening of colon cancer. Expert Review of Anticancer Therapy,
2014, 14, 463-485. 1.1 31

5460 MicroRNAâ€•155 negatively affects bloodâ€“brain barrier function during neuroinflammation. FASEB
Journal, 2014, 28, 2551-2565. 0.2 220

5461 Accumulation of Somatic Mutations in TP53 in Gastric Epithelium WithÂ Helicobacter pylori Infection.
Gastroenterology, 2014, 147, 407-417.e3. 0.6 121

5462 Heparinâ€“protein interactions: From affinity and kinetics to biological roles. Application to an
interaction network regulating angiogenesis. Matrix Biology, 2014, 35, 73-81. 1.5 103

5463 RNAi screening in Drosophila cells and in vivo. Methods, 2014, 68, 82-88. 1.9 32

5464 H460 non-small cell lung cancer stem-like holoclones yield tumors with increased vascularity.
Cancer Letters, 2014, 346, 63-73. 3.2 4

5465 Isolation of serpin-interacting proteins in C. elegans using protein affinity purification. Methods,
2014, 68, 536-541. 1.9 4

5466 Exploring the mechanisms of different treatments for endotoxic shock through literature mining and
systems biology. European Journal of Integrative Medicine, 2014, 6, 56-63. 0.8 2

5467
Potential epigenetic dysregulation of genes associated with MODY and type 2 diabetes in humans
exposed to a diabetic intrauterine environment: An analysis of genome-wide DNA methylation.
Metabolism: Clinical and Experimental, 2014, 63, 654-660.

1.5 59

5468 The influences of parental diet and vitamin E intake on the embryonic zebrafish transcriptome.
Comparative Biochemistry and Physiology Part D: Genomics and Proteomics, 2014, 10, 22-29. 0.4 18

5469
Peptides extracted from common bean (Phaseolus vulgaris L.) non-digestible fraction caused
differential gene expression of HCT116 and RKO human colorectal cancer cells. Food Research
International, 2014, 62, 193-204.

2.9 19

5470 Deep transcriptome sequencing of Pecten maximus hemocytes: A genomic resource for bivalve
immunology. Fish and Shellfish Immunology, 2014, 37, 154-165. 1.6 72

5471
Increased Serpin A5 levels in the cervicovaginal fluid of HIV-1 exposed seronegatives suggest that a
subtle balance between serine proteases and their inhibitors may determine susceptibility to HIV-1
infection. Virology, 2014, 458-459, 11-21.

1.1 20

5472 Expression alterations of genes on both neuronal and glial development in rats after developmental
exposure to 6-propyl-2-thiouracil. Toxicology Letters, 2014, 228, 225-234. 0.4 25

5473 Stratification and delineation of gastric cancer signaling by in vitro transcription factor activity
profiling and integrative genomics. Cellular Signalling, 2014, 26, 880-894. 1.7 11

5474 Analysis of the heterochromatin protein 1 (HP1) interactome in Drosophila. Journal of Proteomics,
2014, 102, 137-147. 1.2 28

5475 Susceptibility to Salmonella carrier-state: A possible Th2 response in susceptible chicks. Veterinary
Immunology and Immunopathology, 2014, 159, 16-28. 0.5 25



303

Citation Report

# Article IF Citations

5476 Prioritizing drug targets in Clostridium botulinum with a computational systems biology approach.
Genomics, 2014, 104, 24-35. 1.3 27

5477 Proteomics and pathway analysis of N-glycosylated mammary gland proteins in response to
Escherichia coli mastitis in cattle. Veterinary Journal, 2014, 200, 420-425. 0.6 7

5478 A statistical approach towards the derivation of predictive gene sets for potency ranking of
chemicals in the mouse embryonic stem cell test. Toxicology Letters, 2014, 225, 342-349. 0.4 16

5479 Gene expression profile predicting the response to anti-TNF treatment in patients with rheumatoid
arthritis; analysis of GEO datasets. Joint Bone Spine, 2014, 81, 325-330. 0.8 40

5480 The unique characteristics of the placental transcriptome and the hormonal metabolism enzymes in
placenta. Reproductive Toxicology, 2014, 47, 9-14. 1.3 21

5481 Growth of the Developing Cerebral Cortex Is Controlled by MicroRNA-7 through the p53 Pathway. Cell
Reports, 2014, 7, 1184-1196. 2.9 85

5482 Genetic evidence for a pathogenic role for the vitamin D3 metabolizing enzyme CYP24A1 in multiple
sclerosis. Multiple Sclerosis and Related Disorders, 2014, 3, 211-219. 0.9 44

5483 Global Phosphoproteomic Profiling Reveals Distinct Signatures in B-Cell Non-Hodgkin Lymphomas.
American Journal of Pathology, 2014, 184, 1331-1342. 1.9 27

5484 Unpredictable neonatal stress enhances adult anxiety and alters amygdala gene expression related to
serotonin and GABA. Neuroscience, 2014, 258, 147-161. 1.1 61

5485 Widespread RNA metabolism impairment in sporadic inclusion body myositis TDP43-proteinopathy.
Neurobiology of Aging, 2014, 35, 1491-1498. 1.5 36

5486 Genetic inhibition of hepatic acetyl-CoA carboxylase activity increases liver fat and alters global
protein acetylation. Molecular Metabolism, 2014, 3, 419-431. 3.0 87

5487 Analysis of changes in transcription start site distribution by a classification approach. Gene, 2014,
537, 29-40. 1.0 12

5488 Allele-Specific Imbalance of Oxidative Stress-Induced Growth Inhibitor 1 Associates With Progression
of Hepatocellular Carcinoma. Gastroenterology, 2014, 146, 1084-1096.e5. 0.6 33

5489 Proteomic Analysis of Saliva from Patients with Oral Chronic Graft-Versus-Host Disease. Biology of
Blood and Marrow Transplantation, 2014, 20, 1048-1055. 2.0 35

5490
Phosphorylated Tau-AÎ²42 Ratio as a Continuous Trait for Biomarker Discovery for Early-Stage
Alzheimerâ€™s Disease in Multiplex Immunoassay Panels of Cerebrospinal Fluid. Biological Psychiatry,
2014, 75, 723-731.

0.7 72

5491 Laminar and Temporal Expression Dynamics of Coding and Noncoding RNAs in the Mouse Neocortex.
Cell Reports, 2014, 6, 938-950. 2.9 62

5492 POSTN/TGFBI-associated stromal signature predicts poor prognosis in serous epithelial ovarian
cancer. Gynecologic Oncology, 2014, 132, 334-342. 0.6 81

5493 Transcriptional coexpression network reveals the involvement of varying stem cell features with
different dysregulations in different gastric cancer subtypes. Molecular Oncology, 2014, 8, 1306-1325. 2.1 21



304

Citation Report

# Article IF Citations

5494 Fast detection of high-order epistatic interactions in genome-wide association studies using
information theoretic measure. Computational Biology and Chemistry, 2014, 50, 19-28. 1.1 42

5495 Yessotoxin induces ER-stress followed by autophagic cell death in glioma cells mediated by mTOR and
BNIP3. Cellular Signalling, 2014, 26, 419-432. 1.7 72

5496 Cell-State Transitions Regulated by SLUG Are Critical for Tissue Regeneration and Tumor Initiation.
Stem Cell Reports, 2014, 2, 633-647. 2.3 85

5497 Gene expression in teratogenic exposures: A new approach to understanding individual risk.
Reproductive Toxicology, 2014, 45, 94-104. 1.3 14

5498 Translation of branched-chain aminotransferase-1 transcripts is impaired in cells haploinsufficient
for ribosomal protein genes. Experimental Hematology, 2014, 42, 394-403.e4. 0.2 23

5499 Proteomic analysis of A2780/S ovarian cancer cell response to the cytotoxic organogold(III)
compound Aubipyc. Journal of Proteomics, 2014, 103, 103-120. 1.2 37

5500 Protein-interaction-network-based analysis for genome-wide association analysis of schizophrenia in
Han Chinese population. Journal of Psychiatric Research, 2014, 50, 73-78. 1.5 22

5501 Trrap-Dependent Histone Acetylation Specifically Regulates Cell-Cycle Gene Transcription to Control
Neural Progenitor Fate Decisions. Cell Stem Cell, 2014, 14, 632-643. 5.2 47

5502 Whole blood transcriptome comparison of pigs with extreme production of in vivo dsRNA-induced
serum IFN-a. Developmental and Comparative Immunology, 2014, 44, 35-43. 1.0 14

5503 Characterization of the platelet granule proteome: Evidence of the presence of MHC1 in
alpha-granules. Journal of Proteomics, 2014, 101, 130-140. 1.2 82

5504 Characterization of miRNomes in Acute and Chronic Myeloid Leukemia Cell Lines. Genomics,
Proteomics and Bioinformatics, 2014, 12, 79-91. 3.0 26

5505 Transcriptomic dissection of myogenic differentiation signature in caprine by RNA-Seq. Mechanisms of
Development, 2014, 132, 79-92. 1.7 18

5506 Claudinâ€•2 is an independent negative prognostic factor in breast cancer and specifically predicts early
liver recurrences. Molecular Oncology, 2014, 8, 119-128. 2.1 61

5507
Proteomics of differential extraction fractions enriched for chromatin-binding proteins from colon
adenoma and carcinoma tissues. Biochimica Et Biophysica Acta - Proteins and Proteomics, 2014, 1844,
1034-1043.

1.1 8

5508 Comparative phosphoproteomic analysis of the mouse testis reveals changes in phosphopeptide
abundance in response to Ppp1cc deletion. EuPA Open Proteomics, 2014, 2, 1-16. 2.5 6

5509 In the secretory endometria of women, luminal epithelia exhibit gene and protein expressions that
differ from those of glandular epithelia. Fertility and Sterility, 2014, 102, 307-317.e7. 0.5 20

5510 A distinctive ovarian cancer molecular subgroup characterized by poor prognosis and somatic focal
copy number amplifications at chromosome 19. Gynecologic Oncology, 2014, 132, 343-350. 0.6 17

5511 Lack of group X secreted phospholipase A2 increases survival following pandemic H1N1 influenza
infection. Virology, 2014, 454-455, 78-92. 1.1 21



305

Citation Report

# Article IF Citations

5512 Constructing regulatory networks to identify biomarkers for insulin resistance. Gene, 2014, 539, 68-74. 1.0 9

5513 Gene expression signatures affected by alcohol-induced DNA methylomic deregulation in human
embryonic stem cells. Stem Cell Research, 2014, 12, 791-806. 0.3 65

5514 Transcriptome-wide analysis of TDP-43 binding small RNAs identifies miR-NID1 (miR-8485), a novel miRNA
that represses NRXN1 expression. Genomics, 2014, 103, 76-82. 1.3 35

5515 Identifying functional modules for coronary artery disease by a prior knowledge-based approach.
Gene, 2014, 537, 260-268. 1.0 11

5516 Age-related vascular gene expression profiling in mice. Mechanisms of Ageing and Development, 2014,
135, 15-23. 2.2 31

5517 Multiple mechanisms mediate the taurine-induced proliferation of neural stem/progenitor cells from
the subventricular zone of the adult mouse. Stem Cell Research, 2014, 12, 690-702. 0.3 23

5518 Fat depot-specific gene signature and ECM remodeling of Sca1high adipose-derived stem cells. Matrix
Biology, 2014, 36, 28-38. 1.5 27

5519 Altered DNA methylation profile in Norwegian patients with Autoimmune Addison's Disease.
Molecular Immunology, 2014, 59, 208-216. 1.0 21

5520 Ossification of the posterior longitudinal ligament related genes identification using microarray
gene expression profiling and bioinformatics analysis. Gene, 2014, 533, 515-519. 1.0 8

5521 SAMP8 mice have altered hippocampal gene expression in long term potentiation, phosphatidylinositol
signaling, and endocytosis pathways. Neurobiology of Aging, 2014, 35, 159-168. 1.5 22

5522 DRE-1/FBXO11-Dependent Degradation of BLMP-1/BLIMP-1 Governs C.Â elegans Developmental Timing and
Maturation. Developmental Cell, 2014, 28, 697-710. 3.1 72

5523 MiRNA expression profile reveals a prognostic signature for esophageal squamous cell carcinoma.
Cancer Letters, 2014, 350, 34-42. 3.2 43

5524 Differential gene expression profile and altered cytokine secretion of thyroid cancer cells in space.
FASEB Journal, 2014, 28, 813-835. 0.2 110

5525 The molecular signature of impaired diabetic wound healing identifies serpinB3 as a healing biomarker.
Diabetologia, 2014, 57, 1947-1956. 2.9 28

5526 Gene expression responses in human lung fibroblasts exposed to alpha particle radiation. Toxicology
in Vitro, 2014, 28, 1222-1229. 1.1 19

5527 Chromosome-centric Human Proteome Project (C-HPP): Chromosome 12. Journal of Proteome
Research, 2014, 13, 3160-3165. 1.8 4

5528 Coordinated Regulation of Dendrite Arborization by Epigenetic Factors CDYL and EZH2. Journal of
Neuroscience, 2014, 34, 4494-4508. 1.7 57

5529 IL-12 and type I interferon prolong the division of activated CD8 T cells by maintaining high-affinity IL-2
signaling in vivo. Journal of Experimental Medicine, 2014, 211, 105-120. 4.2 131



306

Citation Report

# Article IF Citations

5530 Identification of FHL2-Regulated Genes in Liver by Microarray and Bioinformatics Analysis. Journal of
Cellular Biochemistry, 2014, 115, 744-753. 1.2 10

5531 Microbiota modulate transcription in the intestinal epithelium without remodeling the accessible
chromatin landscape. Genome Research, 2014, 24, 1504-1516. 2.4 119

5532 Blastocyst implantation failure relates to impaired translational machinery gene expression.
Reproduction, 2014, 148, 87-98. 1.1 11

5533 SOX2 controls tumour initiation and cancer stem-cell functions in squamous-cell carcinoma. Nature,
2014, 511, 246-250. 13.7 552

5534 Genome-Wide Dissection of Hybrid Sterility in Drosophila Confirms a Polygenic Threshold
Architecture. Journal of Heredity, 2014, 105, 381-396. 1.0 20

5535 Large hypomethylated domains serve as strong repressive machinery for key developmental genes in
vertebrates. Development (Cambridge), 2014, 141, 2568-2580. 1.2 41

5536 p53-directed translational control can shape and expand the universe of p53 target genes. Cell Death
and Differentiation, 2014, 21, 1522-1534. 5.0 51

5537 PADI4 acts as a coactivator of Tal1 by counteracting repressive histone arginine methylation. Nature
Communications, 2014, 5, 3995. 5.8 60

5538 Expression of Phosphofructokinase in Skeletal Muscle Is Influenced by Genetic Variation and
Associated With Insulin Sensitivity. Diabetes, 2014, 63, 1154-1165. 0.3 41

5539 Quantitative Temporal Viromics: An Approach to Investigate Host-Pathogen Interaction. Cell, 2014, 157,
1460-1472. 13.5 409

5540
Strategy Integrating Stepped Fragmentation and Glycan Diagnostic Ion-Based Spectrum Refinement for
the Identification of Core Fucosylated Glycoproteome Using Mass Spectrometry. Analytical Chemistry,
2014, 86, 6804-6811.

3.2 59

5541
Annotating N Termini for the Human Proteome Project: N Termini and NÎ±-Acetylation Status
Differentiate Stable Cleaved Protein Species from Degradation Remnants in the Human Erythrocyte
Proteome. Journal of Proteome Research, 2014, 13, 2028-2044.

1.8 95

5542 GATA4 Is Essential for Bone Mineralization via ERÎ± and TGFÎ²/BMP Pathways. Journal of Bone and Mineral
Research, 2014, 29, 2676-2687. 3.1 35

5543 Long noncoding RNAs are spatially correlated with transcription factors and regulate lung
development. Genes and Development, 2014, 28, 1363-1379. 2.7 148

5544 Depletion of Carcinoma-Associated Fibroblasts and Fibrosis Induces Immunosuppression and
Accelerates Pancreas Cancer with Reduced Survival. Cancer Cell, 2014, 25, 719-734. 7.7 1,892

5545 Transcriptional Consequences of 16p11.2 Deletion and Duplication in Mouse Cortex and Multiplex
Autism Families. American Journal of Human Genetics, 2014, 94, 870-883. 2.6 116

5546 Deep RNA Sequencing Reveals that MicroRNAs Play a Key Role in Lactation in Rats. Journal of Nutrition,
2014, 144, 1142-1149. 1.3 30

5547 The identification of tuberculosis biomarkers in human urine samples. European Respiratory Journal,
2014, 43, 1719-1729. 3.1 56



307

Citation Report

# Article IF Citations

5548
<scp>VGX</scp>â€•1027 modulates genes involved in lipopolysaccharideâ€•induced <scp>T</scp>ollâ€•like
receptor 4 activation and in a murine model of systemic lupus erythematosus. Immunology, 2014, 142,
594-602.

2.0 37

5549 Ribosome profiling reveals sequence-independent post-initiation pausing as a signature of translation.
Cell Research, 2014, 24, 842-851. 5.7 48

5550 Stable Methylation at Promoters Distinguishes Epiblast Stem Cells from Embryonic Stem Cells and the
In Vivo Epiblasts. Stem Cells and Development, 2014, 23, 2014-2029. 1.1 31

5551 Phosphoproteomics in photosynthetic organisms. Electrophoresis, 2014, 35, 3441-3451. 1.3 3

5552 Type I Interferon Protects Antiviral CD8+ T Cells from NK Cell Cytotoxicity. Immunity, 2014, 40, 949-960. 6.6 191

5553 Widespread Inhibition of Posttranscriptional Splicing Shapes the Cellular Transcriptome following
Heat Shock. Cell Reports, 2014, 7, 1362-1370. 2.9 169

5554 Transcriptomic Response to Yersinia pestis: RIG-I Like Receptor Signaling Response Is Detrimental to the
Host against Plague. Journal of Genetics and Genomics, 2014, 41, 379-396. 1.7 18

5555 Genome-wide profiling of YY1 binding sites during skeletal myogenesis. Genomics Data, 2014, 2, 89-91. 1.3 3

5556 Overexpression of SMARCE1 is associated with CD8+ T-cell infiltration in early stage ovarian cancer.
International Journal of Biochemistry and Cell Biology, 2014, 53, 389-398. 1.2 15

5557 Essential role of the ERK/MAPK pathway in blood-placental barrier formation. Development
(Cambridge), 2014, 141, 2825-2837. 1.2 56

5558
Gene Expression Change in Human Dental Pulp Cells Exposed to a Lowâ€•Level Toxic Concentration of
Triethylene Glycol Dimethacrylate: An <scp>RNA</scp>â€•seq Analysis. Basic and Clinical Pharmacology
and Toxicology, 2014, 115, 282-290.

1.2 18

5559 Increases in insulin sensitivity among obese youth are associated with gene expression changes in
whole blood. Obesity, 2014, 22, 1337-1344. 1.5 9

5560 Post-transcriptional Regulation of Human Breast Cancer Cell Proteome by Unliganded Estrogen
Receptor Î² via microRNAs. Molecular and Cellular Proteomics, 2014, 13, 1076-1090. 2.5 33

5561 A High-Resolution Spatiotemporal Atlas of Gene Expression of the Developing Mouse Brain. Neuron,
2014, 83, 309-323. 3.8 246

5562 Differential Digestion of Human Milk Proteins in a Simulated Stomach Model. Journal of Proteome
Research, 2014, 13, 1055-1064. 1.8 29

5563 Bioinformatic analysis revealing association of exosomal mRNAs and proteins in epigenetic
inheritance. Journal of Theoretical Biology, 2014, 357, 143-149. 0.8 50

5564 Transcriptomic profiling of primary alveolar epithelial cell differentiation in human and rat.
Genomics Data, 2014, 2, 105-109. 1.3 6

5565 Medium from Î³-irradiated Escherichia coli bacteria stimulates a unique immune response in Drosophila
cells. Developmental and Comparative Immunology, 2014, 46, 392-400. 1.0 1



308

Citation Report

# Article IF Citations

5566 Dynamic Expression of MicroRNA-127 During Porcine Prenatal and Postnatal Skeletal Muscle
Development. Journal of Integrative Agriculture, 2014, 13, 1331-1339. 1.7 9

5567 Indoleamine 2,3-dioxygenase inhibition alters the non-coding RNA transcriptome following renal
ischemia-reperfusion injury. Transplant Immunology, 2014, 30, 140-144. 0.6 4

5568 Ontology analysis of global gene expression differences of human bone marrow stromal cells
cultured on 3D scaffolds or 2D films. Biomaterials, 2014, 35, 6716-6726. 5.7 32

5569 Loss-of-Function Variants in Schizophrenia Risk and SETD1A as a Candidate Susceptibility Gene. Neuron,
2014, 82, 773-780. 3.8 174

5570
GATA4 represses an ileal program of gene expression in the proximal small intestine by inhibiting the
acetylation of histone H3, lysine 27. Biochimica Et Biophysica Acta - Gene Regulatory Mechanisms, 2014,
1839, 1273-1282.

0.9 14

5571
Genetic association of LMAN2L gene in schizophrenia and bipolar disorder and its interaction with
ANK3 gene polymorphism. Progress in Neuro-Psychopharmacology and Biological Psychiatry, 2014, 54,
157-162.

2.5 19

5572 Proteome profiling of virusâ€“host interactions of wild type and attenuated measles virus strains.
Journal of Proteomics, 2014, 108, 325-336. 1.2 5

5573 Prolactin-Induced Protein Is Required for Cell Cycle Progression in Breast Cancer. Neoplasia, 2014, 16,
329-342.e14. 2.3 24

5574 Proteome analysis of the HIV-1 Gag interactome. Virology, 2014, 460-461, 194-206. 1.1 46

5575 Conditional independence mapping of DIGE data reveals PDIA3 protein species as key nodes associated
with muscle aerobic capacity. Journal of Proteomics, 2014, 106, 230-245. 1.2 26

5576 Neural stem cells derived from epiblast stem cells display distinctive properties. Stem Cell Research,
2014, 12, 506-516. 0.3 13

5577 Reverse phase protein array based tumor profiling identifies a biomarker signature for risk
classification of hormone receptor-positive breast cancer. Translational Proteomics, 2014, 2, 52-59. 1.2 19

5578 LncRNA expression signatures of twist-induced epithelial-to-mesenchymal transition in MCF10A cells.
Cellular Signalling, 2014, 26, 83-93. 1.7 41

5579 From genome to function by studying eQTLs. Biochimica Et Biophysica Acta - Molecular Basis of
Disease, 2014, 1842, 1896-1902. 1.8 137

5580 Novel pathophysiological markers are revealed by iTRAQ-based quantitative clinical proteomics
approach in vascular dementia. Journal of Proteomics, 2014, 99, 54-67. 1.2 30

5581 Identifying arsenic trioxide (ATO) functions in leukemia cells by using time series gene expression
profiles. Gene, 2014, 535, 312-317. 1.0 2

5582 Identification of novel TMPRSS2:ERG mechanisms in prostate cancer metastasis: involvement of MMP9
and PLXNA2. Oncogene, 2014, 33, 2204-2214. 2.6 61

5583 Preclinical analysis of resistance and cross-resistance to low-dose metronomic chemotherapy.
Investigational New Drugs, 2014, 32, 47-59. 1.2 22



309

Citation Report

# Article IF Citations

5584 Proteinâ€“protein interactions: switch from classical methods to proteomics and bioinformatics-based
approaches. Cellular and Molecular Life Sciences, 2014, 71, 205-228. 2.4 112

5585 Identification by microarray technology of key genes involved in the progression of carotid
atherosclerotic plaque. Genes and Genetic Systems, 2014, 89, 253-258. 0.2 12

5586 The HIV Nef protein modulates cellular and exosomal miRNA profiles in human monocytic cells.
Journal of Extracellular Vesicles, 2014, 3, . 5.5 80

5587 Screening and functional analysis of glioma-related genes induced by candoxin. Molecular Medicine
Reports, 2014, 10, 767-772. 1.1 1

5588 Applying mass spectrometry-based qualitative proteomics to human amygdaloid complex. Frontiers in
Cellular Neuroscience, 2014, 8, 80. 1.8 13

5589 The Drosophila surface glia transcriptome: evolutionary conserved blood-brain barrier processes.
Frontiers in Neuroscience, 2014, 8, 346. 1.4 120

5590 Module function and two-way clustering analysis of Epstein-Barr virus-related nasopharyngeal
cancer. Genetics and Molecular Research, 2014, 13, 1823-1831. 0.3 1

5591 PGC-1Î±-Mediated Branched-Chain Amino Acid Metabolism in the Skeletal Muscle. PLoS ONE, 2014, 9,
e91006. 1.1 77

5592 Investigation of De Novo Unique Differentially Expressed Genes Related to Evolution in Exercise
Response during Domestication in Thoroughbred Race Horses. PLoS ONE, 2014, 9, e91418. 1.1 20

5593 Distinct and overlapping control of 5-methylcytosine and 5-hydroxymethylcytosine by the TET proteins
in human cancer cells. Genome Biology, 2014, 15, R81. 13.9 91

5594 Reversible infertility in a liver receptor homologue-1 (LRH-1)-knockdown mouse model. Reproduction,
Fertility and Development, 2014, 26, 293. 0.1 8

5595 The impact of disparate isolation methods for extracellular vesicles on downstream RNA profiling.
Journal of Extracellular Vesicles, 2014, 3, . 5.5 725

5596 Screening candidate genes associated with bladder cancer using DNA microarray. Molecular Medicine
Reports, 2014, 10, 3087-3091. 1.1 1

5597 Pathway Composite Variables: A Useful Tool for the Interpretation of Biological Pathways in the
Analysis of Gene Expression Data. , 2014, , 141-150. 1

5598 Tandem alternative polyadenylation events of genes in non-eosinophilic nasal polyp tissue identified by
high-throughput sequencing analysis. International Journal of Molecular Medicine, 2014, 33, 1423-1430. 1.8 6

5599
Third Trimester-Equivalent Ethanol Exposure Is Characterized by an Acute Cellular Stress Response
and an Ontogenetic Disruption of Genes Critical for Synaptic Establishment and Function in Mice.
Developmental Neuroscience, 2014, 36, 499-519.

1.0 19

5601 Aberrant hypomethylation-mediated AGR2 overexpression induces an aggressive phenotype in ovarian
cancer cells. Oncology Reports, 2014, 32, 815-820. 1.2 30

5602
Functional analysis of the mRNA profile of neutrophil gelatinase-associated lipocalin overexpression
in esophageal squamous cell carcinoma using multiple bioinformatic tools. Molecular Medicine
Reports, 2014, 10, 1800-1812.

1.1 3



310

Citation Report

# Article IF Citations

5603 Protein-protein interaction analysis of distinct molecular pathways in two subtypes of colorectal
carcinoma. Molecular Medicine Reports, 2014, 10, 2868-2874. 1.1 4

5604
Differential Shannon entropy and differential coefficient of variation: alternatives and
augmentations to differential expression in the search for disease-related genes. International
Journal of Computational Biology and Drug Design, 2014, 7, 183.

0.3 12

5606 Cdk4 and Cdk6 cooperate in counteracting the INK4 family of inhibitors during murine
leukemogenesis. Blood, 2014, 124, 2380-2390. 0.6 26

5607 Unbiased RNAi screen for hepcidin regulators links hepcidin suppression to proliferative Ras/RAF and
nutrient-dependent mTOR signaling. Blood, 2014, 123, 1574-1585. 0.6 62

5608 One siRNA pool targeting the Î» constant region stops Î» light-chain production and causes terminal
endoplasmic reticulum stress. Blood, 2014, 123, 3440-3451. 0.6 34

5609 Functional characterization of the human dendritic cell immunodeficiency associated with the
IRF8K108E mutation. Blood, 2014, 124, 1894-1904. 0.6 65

5610 PKC Î± Regulates Netrin-1/UNC5B-Mediated Survival Pathway in Bladder Cancer. , 2014, , 181-208. 0

5611 Testing the disjunction hypothesis using Voronoi diagrams with applications to genetics. Annals of
Applied Statistics, 2014, 8, . 0.5 10

5612 Downregulation of tumor suppressor gene ribonuclease T2 and gametogenetin binding protein 2 is
associated with drug resistance in ovarian cancer. Oncology Reports, 2014, 32, 362-372. 1.2 22

5613 Comparative transcriptional profiling of human Merkel cells and Merkel cell carcinoma. Experimental
Dermatology, 2014, 23, 928-930. 1.4 5

5614 Systems genetics of behavior in Drosophila. , 0, , 217-230. 1

5615 Dynamic Expression Changes between Non-Muscle-Invasive Bladder Cancer and Muscle-Invasive
Bladder Cancer. Tumori, 2014, 100, e273-e281. 0.6 1

5616 A Comprehensive Profile of ChIP-Seq-Based PU.1/Spi1 Target Genes in Microglia. Gene Regulation and
Systems Biology, 2014, 8, GRSB.S19711. 2.3 53

5617 Master Regulators, Regulatory Networks, and Pathways of Glioblastoma Subtypes. Cancer
Informatics, 2014, 13s3, CIN.S14027. 0.9 9

5618
Molecular Network Analysis Suggests a Logical Hypothesis for the Pathological Role of C9orf72 in
Amyotrophic Lateral Sclerosis/Frontotemporal Dementia. Journal of Central Nervous System Disease,
2014, 6, JCNSD.S18103.

0.7 27

5619 Screening of differentially expressed genes related to esophageal squamous cell carcinoma and
functional analysis with DNA microarrays. International Journal of Oncology, 2014, 44, 1163-1170. 1.4 6

5620 Dissecting the mechanism of carotid atherosclerosis from the perspective of regulation.
International Journal of Molecular Medicine, 2014, 34, 1458-1466. 1.8 10

5621 Cryotolerance and global gene-expression patterns of Bos taurus indicus and Bos taurus taurus in
vitro- and in vivo-produced blastocysts. Reproduction, Fertility and Development, 2014, 26, 1129. 0.1 35



311

Citation Report

# Article IF Citations

5622 A genetic screen identifies <i>Tor</i> as an interactor of VAPB in a <i>Drosophila</i> model of
amyotrophic lateral sclerosis. Biology Open, 2014, 3, 1127-1138. 0.6 31

5623 Epigenome: Biosensor of Cumulative Exposure to Chemical and Nonchemical Stressors Related to
Environmental Justice. American Journal of Public Health, 2014, 104, 1816-1821. 1.5 40

5624 Protein profiling the differences between diabetic and normal mouse cumulus cells. Molecular
Reproduction and Development, 2014, 81, 1080-1085. 1.0 3

5625 Proteomic analysis of livers from fat-fed mice deficient in either PKCÎ´ or PKCÎµ identifies Htatip2 as a
regulator of lipid metabolism. Proteomics, 2014, 14, 2578-2587. 1.3 17

5626 Gene expression profiling and mechanism study of neural stem cells response to surface chemistry.
International Journal of Energy Production and Management, 2014, 1, 37-47. 1.9 14

5627 Downregulation of HNF1 homeobox B is associated with drug resistance in ovarian cancer. Oncology
Reports, 2014, 32, 979-988. 1.2 24

5628 Furby: fuzzy force-directed bicluster visualization. BMC Bioinformatics, 2014, 15, S4. 1.2 38

5629 RASSF1A promotes apoptosis and suppresses the proliferation of ovarian cancer cells. International
Journal of Molecular Medicine, 2014, 33, 1153-1160. 1.8 15

5630
Clinical Outcome 3 Years After Autologous Chondrocyte Implantation Does Not Correlate With the
Expression of a Predefined Gene Marker Set in Chondrocytes Prior to Implantation but Is Associated
With Critical Signaling Pathways. Orthopaedic Journal of Sports Medicine, 2014, 2, 232596711455078.

0.8 13

5631 Predicting genome-scale Arabidopsis-Pseudomonas syringae interactome using domain and
interolog-based approaches. BMC Bioinformatics, 2014, 15, S13. 1.2 41

5632 TINAGL1 and B3GALNT1 are potential therapy target genes to suppress metastasis in non-small cell lung
cancer. BMC Genomics, 2014, 15, S2. 1.2 66

5633 Prioritizing protein complexes implicated in human diseases by network optimization. BMC Systems
Biology, 2014, 8, S2. 3.0 15

5634 Transcriptome and miRNA network analysis of familial hypercholesterolemia. International Journal of
Molecular Medicine, 2014, 33, 670-676. 1.8 6

5635 Human genomic regions with exceptionally high levels of population differentiation identified from
911 whole-genome sequences. Genome Biology, 2014, 15, R88. 13.9 72

5636
Revealing the molecular mechanism of colorectal cancer by establishing LGALS3-related
protein-protein interaction network and identifying signaling pathways. International Journal of
Molecular Medicine, 2014, 33, 581-588.

1.8 8

5637 Proteomic analysis reveals that MAEL, a component of nuage, interacts with stress granule proteins
in cancer cells. Oncology Reports, 2014, 31, 342-350. 1.2 22

5638 Identification of key genes and crucial modules associated with coronary artery disease by
bioinformatics analysis. International Journal of Molecular Medicine, 2014, 34, 863-869. 1.8 24

5639 Transcriptome analysis reveals the effect of oral contraceptive use on cervical cancer. Molecular
Medicine Reports, 2014, 10, 1703-1708. 1.1 6



312

Citation Report

# Article IF Citations

5640 Characterization of Nested Complexes in Protein Interaction Networks. , 2014, , . 0

5641 Gene expression analysis of potential genes and pathways involved in the pathogenic mechanisms of
parvovirus B19 in human colorectal cancer. Oncology Letters, 2014, 8, 523-532. 0.8 4

5642 Screening for key genes associated with atopic dermatitis with DNA microarrays. Molecular Medicine
Reports, 2014, 9, 1049-1055. 1.1 9

5643 Altered microRNA expression profiles are involved in resistance to low-dose ionizing radiation in the
absence of BMI1 in human dermal fibroblasts. International Journal of Oncology, 2014, 45, 1618-1628. 1.4 8

5644 Co-expression network analysis of differentially expressed genes associated with metastasis in
prolactin pituitary tumors. Molecular Medicine Reports, 2014, 10, 113-118. 1.1 24

5645 Targeted shRNA screening identified critical roles of pleckstrin-2 in erythropoiesis. Haematologica,
2014, 99, 1157-1167. 1.7 28

5646 Upregulated microRNA-199a-5p inhibits nuclear receptor corepressor 1 translation in mice with
non-alcoholic steatohepatitis. Molecular Medicine Reports, 2014, 10, 3080-3086. 1.1 13

5647 Longitudinal muscle gene expression patterns associated with differential intramuscular fat in
cattle. Animal, 2015, 9, 650-659. 1.3 56

5648
Sex-related gene expression profiles in the adrenal cortex in the mature rat: Microarray analysis with
emphasis on genes involved in steroidogenesis. International Journal of Molecular Medicine, 2015, 35,
702-714.

1.8 34

5649 Gene expression during testis development in Duroc boars. Animal, 2015, 9, 1832-1842. 1.3 8

5650 Sharing a Placenta is Associated With a Greater Similarity in DNA Methylation in Monochorionic
Versus Dichorionic Twin Pars in Blood at Age 14. Twin Research and Human Genetics, 2015, 18, 680-685. 0.3 6

5651 Bioinformatics analysis to identify the differentially expressed genes of glaucoma. Molecular
Medicine Reports, 2015, 12, 4829-4836. 1.1 8

5652 Integrative analyses of differential gene expression and DNA methylation of ethylbenzene-exposed
workers. Biochip Journal, 2015, 9, 259-267. 2.5 7

5653 Genome wide transcription profiling reveals a major role for the transcription factor Atf1 in
regulation of cell division in Schizosaccharomyces pombe. Genomics Data, 2015, 6, 184-187. 1.3 6

5654 Actinomycin D Specifically Reduces Expanded CUG Repeat RNA in Myotonic Dystrophy Models. Cell
Reports, 2015, 13, 2386-2394. 2.9 74

5655 The iron-sulfur cluster assembly network component NARFL is a key element in the cellular defense
against oxidative stress. Free Radical Biology and Medicine, 2015, 89, 863-872. 1.3 8

5656 RNA-Seq analysis of high NaCl-induced gene expression. Physiological Genomics, 2015, 47, 500-513. 1.0 22

5657 Next generation sequencing profiling identifies miR-574-3p and miR-660-5p as potential novel
prognostic markers for breast cancer. BMC Genomics, 2015, 16, 735. 1.2 73



313

Citation Report

# Article IF Citations

5658 Lung transcriptional profiling: insights into the mechanisms of ozone-induced pulmonary injury in
Wistar Kyoto rats. Inhalation Toxicology, 2015, 27, 80-92. 0.8 15

5659 PUFA diets alter the microRNA expression profiles in an inflammation rat model. Molecular Medicine
Reports, 2015, 11, 4149-4157. 1.1 36

5660 Potential therapeutic mechanism of genistein in breast cancer involves inhibition of cell cycle
regulation. Molecular Medicine Reports, 2015, 11, 1820-1826. 1.1 19

5661
Comparison of biological properties of umbilical cord-derived mesenchymal stem cells from early and
late passages: Immunomodulatory ability is enhanced in aged cells. Molecular Medicine Reports, 2015,
11, 166-174.

1.1 52

5662 Developing robust predictive models for head and neck cancer across microarray and RNA-seq data. ,
2015, 2015, 393-402. 5

5663 Screening and functional pathway analysis of genes associated with pediatric allergic asthma using a
DNA microarray. Molecular Medicine Reports, 2015, 11, 4197-4203. 1.1 10

5664
Lasting effects of early exposure to temperature on the gonadal transcriptome at the time of sex
differentiation in the European sea bass, a fish with mixed genetic and environmental sex
determination. BMC Genomics, 2015, 16, 679.

1.2 79

5665 Evolutionary history inferred from the de novo assembly of a nonmodel organism, the blueâ€•eyed black
lemur. Molecular Ecology, 2015, 24, 4392-4405. 2.0 25

5666 Annotation of additional evolutionary conserved microRNAs in CHO cells from updated genomic
data. Biotechnology and Bioengineering, 2015, 112, 1488-1493. 1.7 13

5667
The first whole genome and transcriptome of the cinereous vulture reveals adaptation in the gastric
and immune defense systems and possible convergent evolution between the Old and New World
vultures. Genome Biology, 2015, 16, 215.

3.8 41

5668 Differential miRNA expression in inherently high- and low-active inbred mice. Physiological Reports,
2015, 3, e12469. 0.7 13

5669 Intermittent neonatal hypoxia elicits the upregulation of inflammatory-related genes in adult male
rats through long-lasting programming effects. Physiological Reports, 2015, 3, e12646. 0.7 5

5670 An Integrated Prognostic Classifier for Stage I Lung Adenocarcinoma Based on mRNA, microRNA, and
DNA Methylation Biomarkers. Journal of Thoracic Oncology, 2015, 10, 1037-1048. 0.5 103

5671 Mining maximal subnetworks from interaction network with node attributes. , 2015, , . 0

5672 Growth inhibitory effects of miRâ€•221 and miRâ€•222 in nonâ€•small cell lung cancer cells. Cancer Medicine,
2015, 4, 551-564. 1.3 62

5673 Comparative methylome analysis in solid tumors reveals aberrant methylation at chromosome 6p in
nasopharyngeal carcinoma. Cancer Medicine, 2015, 4, 1079-1090. 1.3 76

5674 Peripheral blood cells inform on the presence of breast cancer: A populationâ€•based caseâ€“control
study. International Journal of Cancer, 2015, 136, 656-667. 2.3 27

5675 A systems biology strategy to identify molecular mechanisms of action and protein indicators of
traumatic brain injury. Journal of Neuroscience Research, 2015, 93, 199-214. 1.3 14



314

Citation Report

# Article IF Citations

5676 Deletion of low molecular weight protein tyrosine phosphatase (<i>Acp1</i>) protects against
stressâ€•induced cardiomyopathy. Journal of Pathology, 2015, 237, 482-494. 2.1 12

5677 Gene expression during the first 28 days of axolotl limb regeneration I: Experimental design and
global analysis of gene expression. Regeneration (Oxford, England), 2015, 2, 120-136. 6.3 72

5678 Comparative twoâ€•dimensional polyacrylamide gel electrophoresis of the salivary proteome of children
with autism spectrum disorder. Journal of Cellular and Molecular Medicine, 2015, 19, 2664-2678. 1.6 39

5679
Genomewide Histone H3 Lysine 9 Acetylation Profiling in CD4+ T Cells Revealed Endoplasmic Reticulum
Stress Deficiency in Patients with Acuteâ€•onâ€•chronic Liver Failure. Scandinavian Journal of Immunology,
2015, 82, 452-459.

1.3 13

5680 The fetal brain transcriptome and neonatal behavioral phenotype in the Ts1Cje mouse model of Down
syndrome. American Journal of Medical Genetics, Part A, 2015, 167, 1993-2008. 0.7 32

5681 Toxicogenomic responses of human liver HepG2 cells to silver nanoparticles. Journal of Applied
Toxicology, 2015, 35, 1160-1168. 1.4 37

5682 Circulating micro<scp>RNA</scp> signature of genotypeâ€•byâ€•age interactions in the longâ€•lived
<scp>A</scp>mes dwarf mouse. Aging Cell, 2015, 14, 1055-1066. 3.0 54

5683
Aberrant splicing of genes involved in haemoglobin synthesis and impaired terminal erythroid
maturation in <i><scp>SF</scp>3B1</i> mutated refractory anaemia with ring sideroblasts. British
Journal of Haematology, 2015, 171, 478-490.

1.2 37

5684 Potential roles of micro<scp>RNA</scp>â€•29a in the molecular pathophysiology of Tâ€•cell acute
lymphoblastic leukemia. Cancer Science, 2015, 106, 1264-1277. 1.7 41

5685 Transcriptional control of late differentiation in human keratinocytes by <scp>TA</scp>p63 and
Notch. Experimental Dermatology, 2015, 24, 754-760. 1.4 13

5686 Vaccinia Virus Infection Requires Maturation of Macropinosomes. Traffic, 2015, 16, 814-831. 1.3 44

5687 Identification of oxidative stress-induced gene expression profiles in cavernosal endothelial cells.
Molecular Medicine Reports, 2015, 11, 2781-2788. 1.1 8

5688 Gene expression changes in human mesenchymal stem cells from patients with osteoporosis.
Molecular Medicine Reports, 2015, 12, 981-987. 1.1 18

5689 Identification of key genes associated with the human abdominal aortic aneurysm based on the gene
expression profile. Molecular Medicine Reports, 2015, 12, 7891-7898. 1.1 4

5690 Detecting Communities Based on Network Topology. Scientific Reports, 2014, 4, 5739. 1.6 53

5691 Integrative analysis of human protein, function and disease networks. Scientific Reports, 2015, 5, 14344. 1.6 32

5692 Disparate developmental patterns of immune responses to bacterial and viral infections in fish.
Scientific Reports, 2015, 5, 15458. 1.6 53

5693
A Systems Biology-Based Investigation into the Pharmacological Mechanisms of Sheng-ma-bie-jia-tang
Acting on Systemic Lupus Erythematosus by Multi-Level Data Integration. Scientific Reports, 2015, 5,
16401.

1.6 29



315

Citation Report

# Article IF Citations

5694 In silico analysis of the molecular mechanism of postmenopausal osteoporosis. Molecular Medicine
Reports, 2015, 12, 6584-6590. 1.1 21

5695 Similar morphological and molecular signatures shared by female and male germline stem cells.
Scientific Reports, 2014, 4, 5580. 1.6 42

5696 Comparative proteomics reveals human pluripotent stem cell-derived limbal epithelial stem cells are
similar to native ocular surface epithelial cells. Scientific Reports, 2015, 5, 14684. 1.6 19

5697 Adaptation of Lactococcus lactis to high growth temperature leads to a dramatic increase in
acidification rate. Scientific Reports, 2015, 5, 14199. 1.6 63

5698 miR-34a screened by miRNA profiling negatively regulates Wnt/Î²-catenin signaling pathway in Aflatoxin
B1 induced hepatotoxicity. Scientific Reports, 2015, 5, 16732. 1.6 65

5699 Highly informative marker sets consisting of genes with low individual degree of differential
expression. Scientific Reports, 2015, 5, 14967. 1.6 24

5700 Genome-wide DNA methylation map of human neutrophils reveals widespread inter-individual
epigenetic variation. Scientific Reports, 2015, 5, 17328. 1.6 59

5701 Bioinformatics analysis of abnormal DNA methylation in muscle samples from monozygotic twins
discordant for type 2 diabetes. Molecular Medicine Reports, 2015, 12, 351-356. 1.1 13

5702 Gene expression profiling analysis of osteosarcoma cell lines. Molecular Medicine Reports, 2015, 12,
4266-4272. 1.1 20

5703 Salivary Pellicle vs Whole Saliva: The Response of Oral Fibroblasts Based on a Genome-Wide
Microarray. International Journal of Oral and Maxillofacial Implants, 2015, 30, 569-577. 0.6 2

5704 Analysing extremely small sized ratio datasets. International Journal of Bioinformatics Research and
Applications, 2015, 11, 268. 0.1 1

5705 Rapid and robust generation of long-term self-renewing human neural stem cells with the ability to
generate mature astroglia. Scientific Reports, 2015, 5, 16321. 1.6 44

5706 MicroRNA profiling of CD3+CD56+ cytokine-induced killer cells. Scientific Reports, 2015, 5, 9571. 1.6 8

5707 An effective plasma membrane proteomics approach for small tissue samples. Scientific Reports, 2015,
5, 10917. 1.6 28

5708 hmmSeq: A hidden Markov model for detecting differentially expressed genes from RNA-seq data.
Annals of Applied Statistics, 2015, 9, . 0.5 11

5709
Network analysis reveals a stress-affected common gene module among seven stress-related
diseases/systems which provides potential targets for mechanism research. Scientific Reports, 2015, 5,
12939.

1.6 8

5710 Identification of ULK1 as a novel biomarker involved in miR-4487 and miR-595 regulation in
neuroblastoma SH-SY5Y cell autophagy. Scientific Reports, 2015, 5, 11035. 1.6 31

5711 Gene sequence analysis and screening of feature genes in spinal cord injury. Molecular Medicine
Reports, 2015, 11, 3615-3620. 1.1 0



316

Citation Report

# Article IF Citations

5712 The transcriptional landscape of dorsal root ganglia after sciatic nerve transection. Scientific
Reports, 2015, 5, 16888. 1.6 69

5713 Co-expression analysis of differentially expressed genes in hepatitis C virus-induced hepatocellular
carcinoma. Molecular Medicine Reports, 2015, 11, 21-28. 1.1 4

5714 Aberrant expression of long noncoding RNAs in chronic thromboembolic pulmonary hypertension.
Molecular Medicine Reports, 2015, 11, 2631-2643. 1.1 33

5715 A whole-genome RNAi screen uncovers a novel role for human potassium channels in cell killing by
the parasite Entamoeba histolytica. Scientific Reports, 2015, 5, 13613. 1.6 27

5716 Proteomic analysis of embryonic kidney development: Heterochromatin proteins as epigenetic
regulators of nephrogenesis. Scientific Reports, 2015, 5, 13951. 1.6 19

5717 Network-based survival-associated module biomarker and its crosstalk with cell death genes in
ovarian cancer. Scientific Reports, 2015, 5, 11566. 1.6 36

5718 Convergent evolution of marine mammals is associated with distinct substitutions in common genes.
Scientific Reports, 2015, 5, 16550. 1.6 41

5719 Conjunctival fibrosis and the innate barriers to Chlamydia trachomatis intracellular infection: a
genome wide association study. Scientific Reports, 2015, 5, 17447. 1.6 11

5720 Regulation of gene expression in rats with spinal cord injury based on microarray data. Molecular
Medicine Reports, 2015, 12, 2465-2472. 1.1 26

5721 No DNA damage response and negligible genome-wide transcriptional changes in human embryonic
stem cells exposed to terahertz radiation. Scientific Reports, 2015, 5, 7749. 1.6 63

5722 Chick tendon fibroblast transcriptome and shape depend on whether the cell has made its own
collagen matrix. Scientific Reports, 2015, 5, 13555. 1.6 27

5723 HMGA1 overexpression in adipose tissue impairs adipogenesis and prevents diet-induced obesity and
insulin resistance. Scientific Reports, 2015, 5, 14487. 1.6 27

5724 A novel strategy for forensic age prediction by DNA methylation and support vector regression
model. Scientific Reports, 2015, 5, 17788. 1.6 118

5725 A novel method to identify pathways associated with renal cell carcinoma based on a gene
co-expression network. Oncology Reports, 2015, 34, 567-576. 1.2 4

5726 Transcription factor regulatory network for early lung immune response to tuberculosis in mice.
Molecular Medicine Reports, 2015, 12, 2865-2871. 1.1 4

5727 Screening of targeted genes in extrahepatic bile ducts of mice with experimental biliary atresia.
Molecular Medicine Reports, 2015, 12, 4326-4331. 1.1 7

5728 Transmembrane TNF-Î± preferentially expressed by leukemia stem cells and blasts is a potent target for
antibody therapy. Blood, 2015, 126, 1433-1442. 0.6 33

5729 DNA methylation profiling identifies two splenic marginal zone lymphoma subgroups with different
clinical and genetic features. Blood, 2015, 125, 1922-1931. 0.6 53



317

Citation Report

# Article IF Citations

5730 The JAK-STAT signaling pathway is differentially activated in CALR-positive compared with
JAK2V617F-positive ET patients. Blood, 2015, 125, 1679-1681. 0.6 35

5731 MAPK signaling cascades mediate distinct glucocorticoid resistance mechanisms in pediatric leukemia.
Blood, 2015, 126, 2202-2212. 0.6 88

5732 The antigenic landscape of multiple myeloma: mass spectrometry (re)defines targets for T-cellâ€“based
immunotherapy. Blood, 2015, 126, 1203-1213. 0.6 103

5733 Genome-wide analysis of enhancer RNA in gene regulation across 12 mouse tissues. Scientific Reports,
2015, 5, 12648. 1.6 56

5734 Vibration mechanosignals superimposed to resistive exercise result in baseline skeletal muscle
transcriptome profiles following chronic disuse in bed rest. Scientific Reports, 2015, 5, 17027. 1.6 29

5735 Characterization of species-specific genes regulated by E2-2 in human plasmacytoid dendritic cells.
Scientific Reports, 2015, 5, 10752. 1.6 12

5736 In vivo Monitoring of Transcriptional Dynamics After Lower-Limb Muscle Injury Enables Quantitative
Classification of Healing. Scientific Reports, 2015, 5, 13885. 1.6 21

5737 Screening of differentially expressed genes associated with human glioblastoma and functional
analysis using a DNA microarray. Molecular Medicine Reports, 2015, 12, 1991-1996. 1.1 9

5738 Copy number variation-based genome wide association study reveals additional variants contributing
to meat quality in Swine. Scientific Reports, 2015, 5, 12535. 1.6 26

5739 Myc coordinates transcription and translation to enhance transformation and suppress invasiveness.
EMBO Reports, 2015, 16, 1723-1736. 2.0 42

5740 Identification of conserved hepatic transcriptomic responses to 17Î²-estradiol using high-throughput
sequencing in brown trout. Physiological Genomics, 2015, 47, 420-431. 1.0 14

5741 <scp>HMGB</scp>1 facilitates repair of mitochondrial <scp>DNA</scp> damage and extends the
lifespan of mutant ataxinâ€•1 knockâ€•in mice. EMBO Molecular Medicine, 2015, 7, 78-101. 3.3 66

5742 Expression profile of a Caenorhabditis elegans model of adult neuronal ceroid lipofuscinosis reveals
down regulation of ubiquitin E3 ligase components. Scientific Reports, 2015, 5, 14392. 1.6 7

5743 Gene Expression Profiling in the APP/PS1KI Mouse Model of Familial Alzheimerâ€™s Disease. Journal of
Alzheimer's Disease, 2016, 50, 397-409. 1.2 12

5744 Multi-omics approach for comparative studies of monoclonal antibody producing CHO cells. BMC
Proceedings, 2015, 9, . 1.8 4

5745 Bioinformatics analysis of the target gene of fibroblast growth factor receptor 3 in bladder cancer
and associated molecular mechanisms. Oncology Letters, 2015, 10, 543-549. 0.8 7

5746 Defining molecular basis for longevity traits in natural yeast isolates. Npj Aging and Mechanisms of
Disease, 2015, 1, . 4.5 18

5747 LENS: web-based lens for enrichment and network studies of human proteins. BMC Medical Genomics,
2015, 8, S2. 0.7 27



318

Citation Report

# Article IF Citations

5748 Transcriptomic variation of hepatopancreas reveals the energy metabolism and biological processes
associated with molting in Chinese mitten crab, Eriocheir sinensis. Scientific Reports, 2015, 5, 14015. 1.6 91

5749 Pivotal Role of the Chromatin Protein Nupr1 in Kras-Induced Senescence and Transformation.
Scientific Reports, 2015, 5, 17549. 1.6 29

5750 Protein profiling reveals consequences of lifestyle choices on predicted biological aging. Scientific
Reports, 2015, 5, 17282. 1.6 36

5751
Methylmercury can induce Parkinsonâ€™s-like neurotoxicity similar to 1-methyl-4- phenylpyridinium: a
genomic and proteomic analysis on MN9D dopaminergic neuron cells. Journal of Toxicological
Sciences, 2015, 40, 817-828.

0.7 28

5752 Genomic evidence of reactive oxygen species elevation in papillary thyroid carcinoma with Hashimoto
thyroiditis. Endocrine Journal, 2015, 62, 857-877. 0.7 17

5753 Discordance of DNA Methylation Variance Between two Accessible Human Tissues. Scientific Reports,
2015, 5, 8257. 1.6 56

5754 Compatibility between mitochondrial and nuclear genomes correlates with the quantitative trait of
lifespan in Caenorhabditis elegans. Scientific Reports, 2015, 5, 17303. 1.6 32

5755 Longitudinal Protein Changes in Blood Plasma Associated with the Rate of Cognitive Decline in
Alzheimerâ€™s Disease. Journal of Alzheimer's Disease, 2016, 49, 1105-1114. 1.2 30

5756 Epigenetic Regulation by Chromatin Activation Mark H3K4me3 in Primate Progenitor Cells within Adult
Neurogenic Niche. Scientific Reports, 2015, 4, 5371. 1.6 45

5757 Muscle transcriptome response to ACTH administration in a free-ranging marine mammal.
Physiological Genomics, 2015, 47, 318-330. 1.0 23

5758 Expression profiling of lymph nodes in tuberculosis patients reveal inflammatory milieu at site of
infection. Scientific Reports, 2015, 5, 15214. 1.6 43

5759 Microarray technology to investigate genes associated with papillary thyroid carcinoma. Molecular
Medicine Reports, 2015, 11, 3729-3733. 1.1 17

5761 Synapsin IIb as a functional marker of submissive behavior. Scientific Reports, 2015, 5, 10287. 1.6 19

5762 Insights into the Transcriptional Architecture of Behavioral Plasticity in the Honey Bee Apis mellifera.
Scientific Reports, 2015, 5, 11136. 1.6 59

5763 Gene expression profiling of CD133-positive cells in coronary artery disease. Molecular Medicine
Reports, 2015, 12, 7512-7516. 1.1 3

5764 Shared Genetic Etiology between Type 2 Diabetes and Alzheimerâ€™s Disease Identified by Bioinformatics
Analysis. Journal of Alzheimer's Disease, 2016, 50, 13-17. 1.2 29

5765 Antennae hold a key to Varroa-sensitive hygiene behaviour in honey bees. Scientific Reports, 2015, 5,
10454. 1.6 72

5766 Identification of hub subnetwork based on topological features of genes in breast cancer.
International Journal of Molecular Medicine, 2015, 35, 664-674. 1.8 30



319

Citation Report

# Article IF Citations

5767 A novel analysis strategy for integrating methylation and expression data reveals core pathways for
thyroid cancer aetiology. BMC Genomics, 2015, 16, S7. 1.2 3

5768 Transcription factor and miRNA co-regulatory network reveals shared and specific regulators in the
development of B cell and T cell. Scientific Reports, 2015, 5, 15215. 1.6 60

5769 Synchronized age-related gene expression changes across multiple tissues in human and the link to
complex diseases. Scientific Reports, 2015, 5, 15145. 1.6 180

5770 Transcript profiles in longissimus dorsi muscle and subcutaneous adipose tissue: A comparison of
pigs with different postweaning growth rates1. Journal of Animal Science, 2015, 93, 2134-2143. 0.2 30

5771 Metformin suppressed the proliferation of LoVo cells and induced a time-dependent metabolic and
transcriptional alteration. Scientific Reports, 2015, 5, 17423. 1.6 36

5772 Transcriptome analysis reveals mucin 4 to be highly associated with periodontitis and identifies
pleckstrin as a link to systemic diseases. Scientific Reports, 2015, 5, 18475. 1.6 48

5773
Comparative expression profiling of three early inflorescence stages of oil palm indicates that
vegetative to reproductive phase transition of meristem is regulated by sugar balance. Functional
Plant Biology, 2015, 42, 589.

1.1 5

5774 Integrated miRNA-mRNA analysis in the habenula nuclei of mice intravenously self-administering
nicotine. Scientific Reports, 2015, 5, 12909. 1.6 21

5775 Phosphoproteome dynamics of <i>Saccharomyces cerevisiae</i> under heat shock and cold stress.
Molecular Systems Biology, 2015, 11, 813. 3.2 54

5776 Quantitative Proteomic Analysis of Meningiomas for the Identification of Surrogate Protein Markers.
Scientific Reports, 2014, 4, 7140. 1.6 61

5777 Domestication Effects on Stress Induced Steroid Secretion and Adrenal Gene Expression in Chickens.
Scientific Reports, 2015, 5, 15345. 1.6 53

5778
Antisense against Amyloid-Î² Protein Precursor Reverses Memory Deficits and Alters Gene Expression in
Neurotropic and Insulin-Signaling Pathways in SAMP8 Mice. Journal of Alzheimer's Disease, 2015, 46,
535-548.

1.2 15

5779 MAP3K3 expression in tumor cells and tumor-infiltrating lymphocytes is correlated with favorable
patient survival in lung cancer. Scientific Reports, 2015, 5, 11471. 1.6 19

5780 PHF8 and REST/NRSF co-occupy gene promoters to regulate proximal gene expression. Scientific
Reports, 2014, 4, 5008. 1.6 16

5781 A Markov random field-based approach to characterizing human brain development using
spatialâ€“temporal transcriptome data. Annals of Applied Statistics, 2015, 9, 429-451. 0.5 18

5782 Aberrant epigenome in <scp>iPSC</scp> â€•derived dopaminergic neurons from Parkinson's disease
patients. EMBO Molecular Medicine, 2015, 7, 1529-1546. 3.3 117

5783 Identification of genes associated with laryngeal squamous cell carcinoma samples based on
bioinformatic analysis. Molecular Medicine Reports, 2015, 12, 3386-3392. 1.1 6

5784 Distinct Expression of Long Non-Coding RNAs in an Alzheimer's Disease Model. Journal of Alzheimer's
Disease, 2015, 45, 837-849. 1.2 55



320

Citation Report

# Article IF Citations

5785 Analyzing Combinations of Somatic Mutations in Cancer Genomes. , 0, , 337-361. 0

5786 The proteomic landscape of glioma stem-like cells. EuPA Open Proteomics, 2015, 8, 85-93. 2.5 11

5787 Comparative proteomic analysis of compartmentalised Ras signalling. Scientific Reports, 2015, 5, 17307. 1.6 10

5788 Screening of biomarkers in cervical squamous cell carcinomas via gene expression profiling.
Molecular Medicine Reports, 2015, 12, 6985-6989. 1.1 3

5789 Trichostatin A specifically improves the aberrant expression of transcription factor genes in embryos
produced by somatic cell nuclear transfer. Scientific Reports, 2015, 5, 10127. 1.6 45

5790 PSEA: Kinase-specific prediction and analysis of human phosphorylation substrates. Scientific Reports,
2014, 4, 4524. 1.6 27

5791 A â€œfootprintâ€• of plant carbon fixation cycle functions during the development of a heterotrophic
fungus. Scientific Reports, 2015, 5, 12952. 1.6 14

5792 Systemsâ€•wide analysis of <scp>BCR</scp> signalosomes and downstream phosphorylation and
ubiquitylation. Molecular Systems Biology, 2015, 11, 810. 3.2 119

5793 Rapid Identification of Chemical Genetic Interactions in <em>Saccharomyces cerevisiae</em>. Journal
of Visualized Experiments, 2015, , e52345. 0.2 0

5794 Transcriptome Analysis in Domesticated Species: Challenges and Strategies. Bioinformatics and
Biology Insights, 2015, 9S4, BBI.S29334. 1.0 17

5795 Reverse enGENEering of Regulatory Networks from Big Data: A Roadmap for Biologists. Bioinformatics
and Biology Insights, 2015, 9, BBI.S12467. 1.0 38

5796 Quantitative proteomics of Xenopus laevis embryos: expression kinetics of nearly 4000 proteins
during early development. Scientific Reports, 2014, 4, 4365. 1.6 93

5797 Integrative genomics positions <scp>MKRN</scp> 1 as a novel ribonucleoprotein within the embryonic
stem cell gene regulatory network. EMBO Reports, 2015, 16, 1334-1357. 2.0 28

5798 A Rich-Club Organization in Brain Ischemia Protein Interaction Network. Scientific Reports, 2015, 5,
13513. 1.6 9

5799 Construction of phosphorylation interaction networks by text mining of full-length articles using
the eFIP system. Database: the Journal of Biological Databases and Curation, 2015, 2015, . 1.4 23

5800
A Comprehensive Profile of ChIP-Seq-Based Olig2 Target Genes in Motor Neuron Progenitor Cells
Suggests the Possible Involvement of Olig2 in the Pathogenesis of Amyotrophic Lateral Sclerosis.
Journal of Central Nervous System Disease, 2015, 7, JCNSD.S23210.

0.7 16

5801 Advanced Applications of RNA Sequencing and Challenges. Bioinformatics and Biology Insights, 2015,
9s1, BBI.S28991. 1.0 178

5802 Protein-protein interaction network and mechanism analysis in ischemic stroke. Molecular Medicine
Reports, 2015, 11, 29-36. 1.1 16



321

Citation Report

# Article IF Citations

5803 The evolution of Homo sapiens denisova and Homo sapiens neanderthalensis miRNA targeting genes in
the prenatal and postnatal brain. BMC Genomics, 2015, 16, S4. 1.2 3

5804 A computational framework for the prioritization of disease-gene candidates. BMC Genomics, 2015, 16,
S2. 1.2 20

5805 miRegulome: a knowledge-base of miRNA regulomics and analysis. Scientific Reports, 2015, 5, 12832. 1.6 12

5806
Identification of aberrant gene expression associated with aberrant promoter methylation in
primordial germ cells between E13 and E16 rat F3 generation vinclozolin lineage. BMC Bioinformatics,
2015, 16, S16.

1.2 27

5807 Identification of network-based biomarkers of cardioembolic stroke using a systems biology approach
with time series data. BMC Systems Biology, 2015, 9, S4. 3.0 16

5808 Multiple target drug cocktail design for attacking the core network markers of four cancers using
ligand-based and structure-based virtual screening methods. BMC Medical Genomics, 2015, 8, S4. 0.7 15

5809 Clinico-pathological and transcriptomic determinants of SLFN11 expression in invasive breast
carcinoma. , 2015, 3, . 2

5810 The decreased expression of genes controlling the vascular tone in the kidneys of ISIAH rats with
stress-induced arterial hypertension. Russian Journal of Genetics: Applied Research, 2015, 5, 340-347. 0.4 0

5811
Identification of the relationship between the variability of the expression of signaling pathway genes
in the human brain and the affinity of TATA-binding protein to their promoters. Russian Journal of
Genetics: Applied Research, 2015, 5, 626-634.

0.4 6

5812 Transcriptome-wide Changes in Coral Gene Expression at Noon and Midnight Under Field Conditions.
Biological Bulletin, 2015, 228, 227-241. 0.7 30

5813 PPARÎ³ regulated CIDEA affects pro-apoptotic responses in glioblastoma. Cell Death Discovery, 2015, 1,
15038. 2.0 9

5814 Plasma Membrane Proteolipid 3 Protein Modulates Amphotericin B Resistance throughSphingolipid
Biosynthetic Pathway. Scientific Reports, 2015, 5, 9685. 1.6 29

5815 Chemical proteomic identification of T-plastin as a novel host cell response factor inHCV infection.
Scientific Reports, 2015, 5, 9773. 1.6 9

5816 A novel DNA sequence motif in human and mouse genomes. Scientific Reports, 2015, 5, 10444. 1.6 0

5817 ESEA: Discovering the Dysregulated Pathways based on Edge Set Enrichment Analysis. Scientific
Reports, 2015, 5, 13044. 1.6 31

5818 DNA methylation Landscape of body size variation in sheep. Scientific Reports, 2015, 5, 13950. 1.6 24

5819 A high-throughput RNA-seq approach to profile transcriptional responses. Scientific Reports, 2015, 5,
14976. 1.6 22

5820 Evidence for microRNA-31 dependent Bim-Bax interaction preceding mitochondrial Bax translocation
during radiation-induced apoptosis. Scientific Reports, 2015, 5, 15923. 1.6 19



322

Citation Report

# Article IF Citations

5821 Dual transcriptome sequencing reveals resistance of TLR4 ligand-activated bone marrow-derived
macrophages to inflammation mediated by the BET inhibitor JQ1. Scientific Reports, 2015, 5, 16932. 1.6 24

5822 Changes in poly(A) tail length dynamics from the loss of the circadian deadenylase Nocturnin.
Scientific Reports, 2015, 5, 17059. 1.6 27

5823 MacroH2A1 associates with nuclear lamina and maintains chromatin architecture in mouse liver cells.
Scientific Reports, 2015, 5, 17186. 1.6 44

5824 Recovery of extracellular matrix components by enalapril maleate during the repair process of
ultraviolet B-induced wrinkles in mouse skin. Biochemistry and Biophysics Reports, 2015, 4, 180-186. 0.7 6

5825 Nucleotide Pool Depletion Induces G-Quadruplex-Dependent Perturbation of Gene Expression. Cell
Reports, 2015, 13, 2491-2503. 2.9 62

5826 Transcriptional profiling of radiation damage and preventive treatments in a 3-dimensional (3D) human
cell culture model of oral mucositis. Genomics Data, 2015, 6, 40-43. 1.3 2

5827 Predicting CK2 beta-dependent substrates using linear patterns. Biochemistry and Biophysics Reports,
2015, 4, 20-27. 0.7 7

5828 Evolutionary conservation and function of the human embryonic stem cell specific miR-302/367
cluster. Comparative Biochemistry and Physiology Part D: Genomics and Proteomics, 2015, 16, 83-98. 0.4 20

5829 Antiphospholipid antibodies bind syncytiotrophoblast mitochondria and alter the proteome of
extruded syncytial nuclear aggregates. Placenta, 2015, 36, 1463-1473. 0.7 26

5830 CRISPR/Cas9-mediated heterozygous knockout of the autism gene CHD8 and characterization of its
transcriptional networks in neurodevelopment. Molecular Autism, 2015, 6, 55. 2.6 135

5831 MicroRNA sequencing detects miR-424-5p up-regulation in ovarian cancer stem cells. Genes and
Genomics, 2015, 37, 737-742. 0.5 5

5832 Co-modulation analysis of gene regulation in breast cancer reveals complex interplay between ESR1
and ERBB2 genes. BMC Genomics, 2015, 16, S19. 1.2 7

5833 CompGO: an R package for comparing and visualizing Gene Ontology enrichment differences between
DNA binding experiments. BMC Bioinformatics, 2015, 16, 275. 1.2 44

5834 Genome-wide target analysis of NEUROD2 provides new insights into regulation of cortical
projection neuron migration and differentiation. BMC Genomics, 2015, 16, 681. 1.2 49

5835 Adult porcine genome-wide DNA methylation patterns support pigs as a biomedical model. BMC
Genomics, 2015, 16, 743. 1.2 96

5836 Copy number variations in the genome of the Qatari population. BMC Genomics, 2015, 16, 834. 1.2 9

5837 Transcriptome profiling reveals distinctive traits of retinol metabolism and neonatal parallels in the
MRL/MpJ mouse. BMC Genomics, 2015, 16, 926. 1.2 12

5838 Genome-wide mapping of Hif-1Î± binding sites in zebrafish. BMC Genomics, 2015, 16, 923. 1.2 30



323

Citation Report

# Article IF Citations

5839 Transcriptomic analysis reveals specific osmoregulatory adaptive responses in gill mitochondria-rich
cells and pavement cells of the Japanese eel. BMC Genomics, 2015, 16, 1072. 1.2 28

5840 Messenger RNA profile analysis deciphers new Esrrb responsive genes in prostate cancer cells. BMC
Molecular Biology, 2015, 16, 21. 3.0 13

5841 iCLIP identifies novel roles for SAFB1 in regulating RNA processing and neuronal function. BMC
Biology, 2015, 13, 111. 1.7 23

5842 RNA sequencing reveals a depletion of collagen targeting microRNAs in Dupuytrenâ€™s disease. BMC
Medical Genomics, 2015, 8, 59. 0.7 5

5843
The estrous cycle surpasses sex differences in regulating the transcriptome in the rat medial
prefrontal cortex and reveals an underlying role of early growth response 1. Genome Biology, 2015,
16, 256.

3.8 54

5844 Proteomics studies of the interactome of RNA polymerase II C-terminal repeated domain. BMC Research
Notes, 2015, 8, 616. 0.6 13

5845 Dual EZH2 and EHMT2 histone methyltransferase inhibition increases biological efficacy in breast
cancer cells. Clinical Epigenetics, 2015, 7, 84. 1.8 61

5846 Network inference through synergistic subnetwork evolution. Eurasip Journal on Bioinformatics and
Systems Biology, 2015, 2015, 12. 1.4 0

5847 Investigating the role of filamin C in Belgian patients with frontotemporal dementia linked to GRN
deficiency in FTLD-TDP brains. Acta Neuropathologica Communications, 2015, 3, 68. 2.4 13

5848
Virtual pathway explorer (viPEr) and pathway enrichment analysis tool (PEANuT): creating and
analyzing focus networks to identify cross-talk between molecules and pathways. BMC Genomics,
2015, 16, 790.

1.2 7

5849 Changes in global gene expression of Vibrio parahaemolyticus induced by cold- and heat-stress. BMC
Microbiology, 2015, 15, 229. 1.3 21

5850 Transcriptome analysis in calorie-restricted rats implicates epigenetic and post-translational
mechanisms in neuroprotection and aging. Genome Biology, 2015, 16, 285. 3.8 49

5851 Functional and protein-protein interaction network analysis of colorectal cancer induced by
ulcerative colitis. Molecular Medicine Reports, 2015, 12, 4947-4958. 1.1 4

5852 Gene Expression Profiling Analysis of Patients With Ankylosing Spondylitis. Journal of Spinal
Disorders and Techniques, 2015, 28, E244-E250. 1.8 6

5853 Large scale RNAi screen in Tribolium reveals novel target genes for pest control and the proteasome
as prime target. BMC Genomics, 2015, 16, 674. 1.2 119

5854 Sex differences in DNA methylation assessed by 450Â K BeadChip in newborns. BMC Genomics, 2015, 16, 911. 1.2 155

5855 Plasmodium parasites mount an arrest response to dihydroartemisinin, as revealed by whole
transcriptome shotgun sequencing (RNA-seq) and microarray study. BMC Genomics, 2015, 16, 830. 1.2 29

5856
Chronic binge alcohol administration dysregulates global regulatory gene networks associated with
skeletal muscle wasting in simian immunodeficiency virus-infected macaques. BMC Genomics, 2015, 16,
1097.

1.2 21



324

Citation Report

# Article IF Citations

5857 RUNX1-Evi-1 fusion gene inhibited differentiation and apoptosis in myelopoiesis: an in vivo study. BMC
Cancer, 2015, 15, 970. 1.1 14

5858 Fibrinogen production is enhanced in an in-vitro model of non-alcoholic fatty liver disease: an
isolated risk factor for cardiovascular events?. Lipids in Health and Disease, 2015, 14, 86. 1.2 16

5859 Incomplete lung recovery following sub-acute inhalation of combustion-derived ultrafine particles
in mice. Particle and Fibre Toxicology, 2015, 13, 10. 2.8 18

5860 PTTG1 expression is associated with hyperproliferative disease and poor prognosis in multiple
myeloma. Journal of Hematology and Oncology, 2015, 8, 106. 6.9 29

5861 A co-culture genome-wide RNAi screen with mammary epithelial cells reveals transmembrane signals
required for growth and differentiation. Breast Cancer Research, 2015, 17, 4. 2.2 24

5862 Increased production of piRNAs from euchromatic clusters and genes in Anopheles gambiae compared
with Drosophila melanogaster. Epigenetics and Chromatin, 2015, 8, 50. 1.8 30

5863 The oxidative demethylase ALKBH3 marks hyperactive gene promoters in human cancer cells. Genome
Medicine, 2015, 7, 66. 3.6 15

5864 OCDB: a database collecting genes, miRNAs and drugs for obsessive-compulsive disorder. Database: the
Journal of Biological Databases and Curation, 2015, 2015, bav069. 1.4 18

5865 iRegulon and iâ€•cisTarget: Reconstructing Regulatory Networks Using Motif and Track Enrichment.
Current Protocols in Bioinformatics, 2015, 52, 2.16.1-2.16.39. 25.8 35

5866 Highâ€•throughput concentrationâ€“response analysis for omics datasets. Environmental Toxicology and
Chemistry, 2015, 34, 2167-2180. 2.2 29

5867
DNA Microarray and Signal Transduction Analysis in Pulmonary Artery Smooth Muscle Cells From
Heritable and Idiopathic Pulmonary Arterial Hypertension Subjects. Journal of Cellular Biochemistry,
2015, 116, 386-397.

1.2 23

5868 Inferring Association between Compound and Pathway with an Improved Ensemble Learning Method.
Molecular Informatics, 2015, 34, 753-760. 1.4 4

5869 Chromatin remodelling and histone <sub>m</sub>RNA accumulation in bovine germinal vesicle
oocytes. Molecular Reproduction and Development, 2015, 82, 450-462. 1.0 38

5870 Unravelling the proteome of degenerative human mitral valves. Proteomics, 2015, 15, 2934-2944. 1.3 17

5871 Gender differences in murine pulmonary responses elicited by cellulose nanocrystals. Particle and
Fibre Toxicology, 2015, 13, 28. 2.8 64

5872 A quantitative proteomic analysis of cellular responses to high glucose media in Chinese hamster
ovary cells. Biotechnology Progress, 2015, 31, 1026-1038. 1.3 30

5873
Genomeâ€•wide expression and methylation profiles reveal candidate genes and biological processes
underlying synovial inflammatory tissue of patients with osteoarthritis. International Journal of
Rheumatic Diseases, 2015, 18, 783-790.

0.9 15

5874 A genome-wide scan for copy number variations using high-density single nucleotide polymorphism
array in Simmental cattle. Animal Genetics, 2015, 46, 289-298. 0.6 39



325

Citation Report

# Article IF Citations

5875
Splenic gene expression profiling in White Leghorn layer inoculated with the
<i><scp>S</scp>almonella enterica</i> serovar <scp>E</scp>nteritidis. Animal Genetics, 2015, 46,
617-626.

0.6 22

5876
Reprogramming of myeloid angiogenic cells by<i>B</i><i>artonella henselae</i>leads to
microenvironmental regulation of pathological angiogenesis. Cellular Microbiology, 2015, 17,
1447-1463.

1.1 15

5877 Regulation of flowering time by the histone deacetylase <scp>HDA</scp>5 in <scp>A</scp>rabidopsis.
Plant Journal, 2015, 82, 925-936. 2.8 94

5878
Cell-Specific mRNA Profiling of the <i>Caenorhabditis elegans</i> Somatic Gonadal Precursor Cells
Identifies Suites of Sex-Biased and Gonad-Enriched Transcripts. G3: Genes, Genomes, Genetics, 2015, 5,
2831-2841.

0.8 16

5879 Parameter optimization for constructing competing endogenous RNA regulatory network in
glioblastoma multiforme and other cancers. BMC Genomics, 2015, 16, S1. 1.2 43

5880 BMRF-MI: integrative identification of protein interaction network by modeling the gene dependency.
BMC Genomics, 2015, 16, S10. 1.2 4

5881 Systems analysis of gene ontology and biological pathways involved in post-myocardial infarction
responses. BMC Genomics, 2015, 16, S18. 1.2 9

5882 Identifying network biomarkers based on protein-protein interactions and expression data. BMC
Medical Genomics, 2015, 8, S11. 0.7 12

5883 Inferring drug-disease associations based on known protein complexes. BMC Medical Genomics, 2015,
8, S2. 0.7 90

5884 Relating hepatocellular carcinoma tumor samples and cell lines using gene expression data in
translational research. BMC Medical Genomics, 2015, 8, S5. 0.7 56

5885 htsint: a Python library for sequencing pipelines that combines data through gene set generation.
BMC Bioinformatics, 2015, 16, 307. 1.2 1

5886 Indexing a protein-protein interaction network expedites network alignment. BMC Bioinformatics,
2015, 16, 326. 1.2 8

5887 MiR-21 is required for efficient kidney regeneration in fish. BMC Developmental Biology, 2015, 15, 43. 2.1 28

5888 Transcriptome analysis of complex I-deficient patients reveals distinct expression programs for
subunits and assembly factors of the oxidative phosphorylation system. BMC Genomics, 2015, 16, 691. 1.2 12

5889 Functional development of the adult ovine mammary glandâ€”insights from gene expression profiling.
BMC Genomics, 2015, 16, 748. 1.2 44

5890 Genome-wide analysis reveals the extent of EAV-HP integration in domestic chicken. BMC Genomics,
2015, 16, 784. 1.2 20

5891 Integrated metabolic modelling reveals cell-type specific epigenetic control points of the macrophage
metabolic network. BMC Genomics, 2015, 16, 809. 1.2 35

5892 Genome-wide transcription start site profiling in biofilm-grown Burkholderia cenocepacia J2315. BMC
Genomics, 2015, 16, 775. 1.2 33



326

Citation Report

# Article IF Citations

5893
Cyclosporin AÂ induced toxicity in mouse liver slices is only slightly aggravated by Fxr-deficiency and
co-occurs with upregulation of pro-inflammatory genes and downregulation of genes involved in
mitochondrial functions. BMC Genomics, 2015, 16, 822.

1.2 6

5894 Genome-wide identification of copy number variations between two chicken lines that differ in
genetic resistance to Marekâ€™s disease. BMC Genomics, 2015, 16, 843. 1.2 35

5895 The epigenetic processes of meiosis in male mice are broadly affected by the widely used herbicide
atrazine. BMC Genomics, 2015, 16, 885. 1.2 52

5896 Genome-wide DNA methylome variation in two genetically distinct chicken lines using MethylC-seq.
BMC Genomics, 2015, 16, 851. 1.2 39

5897 Genome-wide miR-155 and miR-802 target gene identification in the hippocampus of Ts65Dn Down
syndrome mouse model by miRNA sponges. BMC Genomics, 2015, 16, 907. 1.2 30

5898 Extensive variation between tissues in allele specific expression in an outbred mammal. BMC Genomics,
2015, 16, 993. 1.2 86

5899 Transcriptome profiling of differentially expressed genes in floral buds and flowers of male sterile
and fertile lines in watermelon. BMC Genomics, 2015, 16, 914. 1.2 54

5900 mRNA-seq reveals skeletal muscle atrophy in response to handling stress in a marine teleost, the red
cusk-eel (Genypterus chilensis). BMC Genomics, 2015, 16, 1024. 1.2 29

5901
Similar striatal gene expression profiles in the striatum of the YAC128 and HdhQ150 mouse models of
Huntingtonâ€™s disease are not reflected in mutant Huntingtin inclusion prevalence. BMC Genomics,
2015, 16, 1079.

1.2 7

5902 Reconstruction of temporal activity of microRNAs from gene expression data in breast cancer cell
line. BMC Genomics, 2015, 16, 1077. 1.2 5

5903 Dintor: functional annotation of genomic and proteomic data. BMC Genomics, 2015, 16, 1081. 1.2 10

5904 Impact of microRNA-130a on the neutrophil proteome. BMC Immunology, 2015, 16, 70. 0.9 10

5905 Genes targeted by the Hedgehog-signaling pathway can be regulated by Estrogen related receptor Î².
BMC Molecular Biology, 2015, 16, 19. 3.0 20

5906 Transfection of Sertoli cells with androgen receptor alters gene expression without androgen
stimulation. BMC Molecular Biology, 2015, 16, 23. 3.0 4

5907 Changes in Lolium perenne transcriptome during cold acclimation in two genotypes adapted to
different climatic conditions. BMC Plant Biology, 2015, 15, 250. 1.6 29

5908 Iroquois homeobox 2 suppresses cellular motility and chemokine expression in breast cancer cells.
BMC Cancer, 2015, 15, 896. 1.1 18

5909 Intra-tumor heterogeneity in TP53 null High Grade Serous Ovarian Carcinoma progression. BMC
Cancer, 2015, 15, 940. 1.1 16

5910
Genome-wide DNA methylation study of hip and knee cartilage reveals embryonic organ and skeletal
system morphogenesis as major pathways involved in osteoarthritis. BMC Musculoskeletal Disorders,
2015, 16, 287.

0.8 41



327

Citation Report

# Article IF Citations

5911 Phosphoproteome dynamics mediate revival of bacterial spores. BMC Biology, 2015, 13, 76. 1.7 25

5912 Scope and limitations of yeast as a model organism for studying human tissue-specific pathways. BMC
Systems Biology, 2015, 9, 96. 3.0 33

5913
Meta-analysis derived atopic dermatitis (MADAD) transcriptome defines a robust AD signature
highlighting the involvement of atherosclerosis and lipid metabolism pathways. BMC Medical
Genomics, 2015, 8, 60.

0.7 123

5914 Identification of epistatic interactions through genome-wide association studies in sporadic
medullary and juvenile papillary thyroid carcinomas. BMC Medical Genomics, 2015, 8, 83. 0.7 15

5915 Transcriptome profile analysis reflects rat liver and kidney damage following chronic ultra-low dose
Roundup exposure. Environmental Health, 2015, 14, 70. 1.7 138

5916 Hepatocytes respond differently to major dietary trans fatty acid isomers, elaidic acid and
trans-vaccenic acid. Proteome Science, 2015, 13, 31. 0.7 16

5917 DNA methylation analysis of phenotype specific stratified Indian population. Journal of Translational
Medicine, 2015, 13, 151. 1.8 43

5918 Functional dyadicity and heterophilicity of gene-gene interactions in statistical epistasis networks.
BioData Mining, 2015, 8, 43. 2.2 11

5919 Identification and validation of potential prognostic lncRNA biomarkers for predicting survival in
patients with multiple myeloma. Journal of Experimental and Clinical Cancer Research, 2015, 34, 102. 3.5 207

5920 Brain tumor is a sequence-specific RNA-binding protein that directs maternal mRNA clearance during
the Drosophila maternal-to-zygotic transition. Genome Biology, 2015, 16, 94. 3.8 80

5921 Global SUMOylation on active chromatin is an acute heat stress response restricting transcription.
Genome Biology, 2015, 16, 153. 3.8 88

5922 Design principles for cancer therapy guided by changes in complexity of protein-protein interaction
networks. Biology Direct, 2015, 10, 32. 1.9 26

5923 Dynamic regulation of mRNA decay during neural development. Neural Development, 2015, 10, 11. 1.1 49

5924 A critical role of RBM8a in proliferation and differentiation of embryonic neural progenitors. Neural
Development, 2015, 10, 18. 1.1 52

5925 Cells adapt to the epigenomic disruption caused by histone deacetylase inhibitors through a
coordinated, chromatin-mediated transcriptional response. Epigenetics and Chromatin, 2015, 8, 29. 1.8 41

5926 Gene repositioning within the cell nucleus is not random and is determined by its genomic
neighborhood. Epigenetics and Chromatin, 2015, 8, 36. 1.8 11

5927 Ethnicity-specific epigenetic variation in naÃ¯ve CD4+ T cells and the susceptibility to autoimmunity.
Epigenetics and Chromatin, 2015, 8, 49. 1.8 49

5928 CBP binding outside of promoters and enhancers in Drosophila melanogaster. Epigenetics and
Chromatin, 2015, 8, 48. 1.8 24



328

Citation Report

# Article IF Citations

5929 DNA methylation loci associated with atopy and high serum IgE: a genome-wide application of
recursive Random Forest feature selection. Genome Medicine, 2015, 7, 89. 3.6 58

5930 Dynamic tracking of functional gene modules in treated juvenile idiopathic arthritis. Genome
Medicine, 2015, 7, 109. 3.6 12

5931 DNA methylation in ductal carcinoma in situ related with future development of invasive breast
cancer. Clinical Epigenetics, 2015, 7, 75. 1.8 49

5932 Identifying CpG sites associated with eczema via random forest screening of epigenome-scale DNA
methylation. Clinical Epigenetics, 2015, 7, 68. 1.8 19

5933 Transgelin gene is frequently downregulated by promoter DNA hypermethylation in breast cancer.
Clinical Epigenetics, 2015, 7, 104. 1.8 34

5934 Association between in vivo bone formation and ex vivo migratory capacity of human bone marrow
stromal cells. Stem Cell Research and Therapy, 2015, 6, 196. 2.4 17

5935 Sex differences of leukocytes DNA methylation adjusted for estimated cellular proportions. Biology
of Sex Differences, 2015, 6, 11. 1.8 55

5936 Comparative analysis between endometrial proteomes of pregnant and non-pregnant ewes during the
peri-implantation period. Journal of Animal Science and Biotechnology, 2015, 6, 18. 2.1 18

5937 A possible role of Drosophila CTCF in mitotic bookmarking and maintaining chromatin domains during
the cell cycle. Biological Research, 2015, 48, 27. 1.5 18

5938 Integrated analyses of copy number variations and gene differential expression in lung squamous-cell
carcinoma. Biological Research, 2015, 48, 47. 1.5 22

5939 Data integration in biological research: an overview. Journal of Biological Research, 2015, 22, 9. 2.2 59

5940 Dexamethasone affects mouse olfactory mucosa gene expression and attenuates genes related to
neurite outgrowth. International Forum of Allergy and Rhinology, 2015, 5, 907-918. 1.5 16

5941 Transcription factor coâ€•occupied regions in the murine genome constitute Tâ€•helperâ€•cell subtypeâ€•specific
enhancers. European Journal of Immunology, 2015, 45, 3150-3157. 1.6 13

5942 Quantitative Trait Locus Mapping of Acute Functional Tolerance in the LXS Recombinant Inbred
Strains. Alcoholism: Clinical and Experimental Research, 2015, 39, 611-620. 1.4 9

5943 Differential gene expression analysis in early and late erythroid progenitor cells in Î²â€•thalassaemia.
British Journal of Haematology, 2015, 170, 257-267. 1.2 10

5944 Screening Feature Genes of Venous Thromboembolism with <scp>DNA</scp> Microarray. Chemical
Biology and Drug Design, 2015, 86, 821-828. 1.5 3

5945 Genes located in a chromosomal inversion are correlated with territorial song in whiteâ€•throated
sparrows. Genes, Brain and Behavior, 2015, 14, 641-654. 1.1 43

5946
Activated expression of <i>AtEDT1/HDG11</i> promotes lateral root formation in <i>Arabidopsis</i>
mutant <i>edt1</i> by upregulating jasmonate biosynthesis. Journal of Integrative Plant Biology, 2015,
57, 1017-1030.

4.1 21



329

Citation Report

# Article IF Citations

5947 Eukaryotic translation initiation factor 6 is a novel regulator of reactive oxygen species-dependent
megakaryocyte maturation. Journal of Thrombosis and Haemostasis, 2015, 13, 2108-2118. 1.9 13

5948
Differences in performance and transcriptomeâ€•wide gene expression associated with
<i><scp>R</scp>hagoletis</i> (<scp>D</scp>iptera: <scp>T</scp>ephritidae) larvae feeding in alternate
host fruit environments. Molecular Ecology, 2015, 24, 2759-2776.

2.0 88

5949 Proteome characterization of melanoma exosomes reveals a specific signature for metastatic cell
lines. Pigment Cell and Melanoma Research, 2015, 28, 464-475. 1.5 121

5950 Unrestricted modification search reveals lysine methylation as major modification induced by tissue
formalin fixation and paraffin embedding. Proteomics, 2015, 15, 2568-2579. 1.3 40

5951 Proteomic analysis of extracellular vesicles derived from <i>Mycobacterium tuberculosis</i>.
Proteomics, 2015, 15, 3331-3337. 1.3 90

5952 Quantitative proteomics using SILAC: Principles, applications, and developments. Proteomics, 2015, 15,
3175-3192. 1.3 158

5953
Antigen delivery by filamentous bacteriophage fd displaying an antiâ€• <scp>DEC</scp> â€•205 singleâ€•chain
variable fragment confers adjuvanticity by triggering a <scp>TLR</scp> 9â€•mediated immune response.
EMBO Molecular Medicine, 2015, 7, 973-988.

3.3 38

5954 Cancer Informatics: Profiling Age-Related Epigenetic Markers of Stomach Adenocarcinoma in Young
and Old Subjects. Cancer Informatics, 2015, 14, CIN.S16912. 0.9 9

5955 Analysis of MicroRNA Expression Profile Identifies Novel Biomarkers for Non-small Cell Lung Cancer.
Tumori, 2015, 101, 104-110. 0.6 33

5956 The Impact of Age and Sex in DLBCL: Systems Biology Analyses Identify Distinct Molecular Changes and
Signaling Networks. Cancer Informatics, 2015, 14, CIN.S34144. 0.9 18

5957 <scp>REDD</scp>1 functions at the crossroads between the therapeutic and adverse effects of topical
glucocorticoids. EMBO Molecular Medicine, 2015, 7, 42-58. 3.3 51

5958
Identification and profiling of micro<scp>RNA</scp>s associated with white and black plumage
pigmentation in the white and black feather bulbs of ducks by <scp>RNA</scp> sequencing. Animal
Genetics, 2015, 46, 627-635.

0.6 10

5959 Expression Profiles and Clinical Significance of MicroRNAs in Papillary Renal Cell Carcinoma.
Medicine (United States), 2015, 94, e767. 0.4 23

5960 Identification of anesthetic-induced expression changes using DNA microarray. Molecular Medicine
Reports, 2015, 11, 589-596. 1.1 5

5961 Aberrantly expressed mRNAs and long non-coding RNAs in patients with invasive ductal breast
carcinoma: A pilot study. Molecular Medicine Reports, 2015, 11, 2185-2190. 1.1 7

5962 A novel genomic signature reclassifies an oral cancer subtype. International Journal of Cancer, 2015,
137, 2364-2373. 2.3 12

5963 Phosphoproteomic analysis reveals compensatory effects in the piriform cortex of VX nerve agent
exposed rats. Proteomics, 2015, 15, 487-499. 1.3 19

5964
Chemopreventive effect of Korean <i>Angelica</i> root extract on TRAMP carcinogenesis and
integrative â€œomicâ€• profiling of affected neuroendocrine carcinomas. Molecular Carcinogenesis, 2015,
54, 1567-1583.

1.3 18



330

Citation Report

# Article IF Citations

5965 A quantitative proteomics analysis of MCF7 breast cancer stem and progenitor cell populations.
Proteomics, 2015, 15, 3772-3783. 1.3 23

5966 <scp>RAC</scp>1 P29S regulates <scp>PD</scp>â€•L1 expression in melanoma. Pigment Cell and Melanoma
Research, 2015, 28, 590-598. 1.5 69

5967 <scp>CARMO</scp>: a comprehensive annotation platform for functional exploration of rice
multiâ€•omics data. Plant Journal, 2015, 83, 359-374. 2.8 50

5968 Increased glutathione contributes to stress tolerance and global translational changes in
Arabidopsis. Plant Journal, 2015, 83, 926-939. 2.8 146

5969 The combination of hypomethylating agents and histone deacetylase inhibitors produce marked
synergy in preclinical models of Tâ€•cell lymphoma. British Journal of Haematology, 2015, 171, 215-226. 1.2 51

5970
Relationship of intratumoural protein expression patterns to age and
<scp>E</scp>psteinâ€•<scp>B</scp>arr virus status in classical <scp>H</scp>odgkin lymphoma. European
Journal of Haematology, 2015, 95, 137-149.

1.1 8

5971 miRSponge: a manually curated database for experimentally supported miRNA sponges and ceRNAs.
Database: the Journal of Biological Databases and Curation, 2015, 2015, bav098. 1.4 112

5972 LymPHOS 2.0: an update of a phosphosite database of primary human T cells. Database: the Journal of
Biological Databases and Curation, 2015, 2015, bav115. 1.4 15

5973 Irf6-Related Gene Regulatory Network Involved in Palate and Lip Development. Journal of Craniofacial
Surgery, 2015, 26, 1600-1605. 0.3 9

5974 Identification of mi<scp>RNA</scp>s in Bovine Endometrium through <scp>RNA</scp>seq and
Prediction of Regulated Pathways. Reproduction in Domestic Animals, 2015, 50, 800-806. 0.6 11

5975
Gout Is a Chronic Inflammatory Disease in Which High Levels of Interleukinâ€•8 (CXCL8), Myeloidâ€•Related
Protein 8/Myeloidâ€•Related Protein 14 Complex, and an Altered Proteome Are Associated With Diabetes
Mellitus and Cardiovascular Disease. Arthritis and Rheumatology, 2015, 67, 3303-3313.

2.9 51

5976 Loss of <i>Rad51c</i> accelerates tumourigenesis in sebaceous glands of <i>Trp53</i>â€•mutant mice.
Journal of Pathology, 2015, 235, 136-146. 2.1 9

5977 Alternative Routes to Induce NaÃ¯ve Pluripotency in Human Embryonic Stem Cells. Stem Cells, 2015, 33,
2686-2698. 1.4 118

5978
Proof of Concept Studies Exploring the Safety and Functional Activity of Human
Parthenogenetic-Derived Neural Stem Cells for the Treatment of Parkinson's Disease. Cell
Transplantation, 2015, 24, 681-690.

1.2 52

5979 From the morphological to the transcriptomic characterization of a compromised three-dimensional
inÂ vitro model mimicking atopic dermatitis. British Journal of Dermatology, 2015, 173, 1006-1014. 1.4 22

5980
Analysis of Adult Cerebral Cortex and Hippocampus Transcriptomes Reveals Unique Molecular
Changes in the <scp>Ts1Cje</scp> Mouse Model of <scp>D</scp>own Syndrome. Brain Pathology, 2015,
25, 11-23.

2.1 22

5981
Expression profiles of RNAâ€•Seqâ€•based grey matterâ€•specific genes versus white matterâ€•specific genes in
grey matter lesions of multiple sclerosis. Clinical and Experimental Neuroimmunology, 2015, 6,
289-298.

0.5 3

5982 <scp><i>FgCDC</i></scp><i>14</i> regulates cytokinesis, morphogenesis, and pathogenesis in
<scp><i>F</i></scp><i>usarium graminearum</i>. Molecular Microbiology, 2015, 98, 770-786. 1.2 45



331

Citation Report

# Article IF Citations

5983 Whole exome sequencing identifies rare protein-coding variants in BehÃ§et's disease. Arthritis and
Rheumatology, 2015, 68, n/a-n/a. 2.9 9

5984 Minor splicing sn<scp>RNA</scp>s are enriched in the developing mouse <scp>CNS</scp> and are
crucial for survival of differentiating retinal neurons. Developmental Neurobiology, 2015, 75, 895-907. 1.5 26

5985 Differential Sox10 genomic occupancy in myelinating glia. Glia, 2015, 63, 1897-1914. 2.5 84

5986
GermlncRNA: a unique catalogue of long non-coding RNAs and associated regulations in male germ
cell development. Database: the Journal of Biological Databases and Curation, 2015, 2015,
bav044-bav044.

1.4 19

5987 Expression of mi<scp>RNA</scp>s in Bull Spermatozoa Correlates with Fertility Rates. Reproduction
in Domestic Animals, 2015, 50, 587-594. 0.6 65

5988 HES-Mediated Repression of Pten in<i>Caenorhabditis elegans</i>. G3: Genes, Genomes, Genetics, 2015, 5,
2619-2628. 0.8 5

5989 Dose-responsive gene expression in suberoylanilide hydroxamic acid-treated resting CD4+ T cells. Aids,
2015, 29, 2235-2244. 1.0 18

5990
Coreâ€•Scaffoldâ€•Inspired Asymmetric Synthesis of Polysubstituted Chiral Hexahydropyridazines that
Potently Inhibit Breast Cancer Cell Proliferation by Inducing Apoptosis. Chemistry - A European
Journal, 2015, 21, 18100-18108.

1.7 21

5991 Systems Pharmacology Augments Drug Safety Surveillance. Clinical Pharmacology and Therapeutics,
2015, 97, 151-158. 2.3 43

5992 Inflammationâ€•induced <scp>S100A8</scp> activates <scp>I</scp>d3 and promotes colorectal
tumorigenesis. International Journal of Cancer, 2015, 137, 2803-2814. 2.3 43

5993 Labelâ€•free quantification reveals major proteomic changes in <i>Pseudomonas putida</i> F1 during the
exponential growth phase. Proteomics, 2015, 15, 3244-3252. 1.3 17

5994 Comparative proteomic analyses of two reovirus T3D subtypes and comparison to T1L identifies
multiple novel proteins in key cellular pathogenic pathways. Proteomics, 2015, 15, 2113-2135. 1.3 6

5995 NFkB is activated by multiple mechanisms in hairy cell leukemia. Genes Chromosomes and Cancer, 2015,
54, 418-432. 1.5 15

5996
Deficiency in the Î±1 subunit of Na<sup>+</sup>/K<sup>+</sup>â€•ATPase Enhances the Antiâ€•Proliferative
Effect of High Osmolality in Nucleus Pulposus Intervertebral Disc Cells. Journal of Cellular
Physiology, 2015, 230, 3037-3048.

2.0 14

5997
Adverse local tissue reaction (ALTR) associated with corrosion products in metalâ€•onâ€•metal and dual
modular neck total hip replacements is associated with upregulation of interferon gammaâ€•mediated
chemokine signaling. Journal of Orthopaedic Research, 2015, 33, 1487-1497.

1.2 32

5998 FunRich: An open access standalone functional enrichment and interaction network analysis tool.
Proteomics, 2015, 15, 2597-2601. 1.3 1,145

5999 Effects of simulated microgravity on the expression of presynaptic proteins distorting the
GABA/glutamate equilibrium â€“ A proteomics approach. Proteomics, 2015, 15, 3883-3891. 1.3 20

6000
Proteomics of <scp><i>C</i></scp><i>olwellia psychrerythraea</i> at subzero temperatures â€“ a life
with limited movement, flexible membranes and vital DNA repair. Environmental Microbiology, 2015, 17,
2319-2335.

1.8 46



332

Citation Report

# Article IF Citations

6001 Gene expression profiles of <i>Vibrio parahaemolyticus</i> in the early stationary phase. Letters in
Applied Microbiology, 2015, 61, 231-237. 1.0 1

6002 Metabolomic and Gene Expression Profiles Exhibit Modular Genetic and Dietary Structure Linking
Metabolic Syndrome Phenotypes in Drosophila. G3: Genes, Genomes, Genetics, 2015, 5, 2817-2829. 0.8 21

6003 The COPII complex and lysosomal VAMP7 determine intracellular<i>Salmonella</i>localization and
growth. Cellular Microbiology, 2015, 17, 1699-1720. 1.1 46

6005 Oxidative stress and ROS metabolism via down-regulation of sirtuin 3 expression in Cmah-null mice
affect hearing loss. Aging, 2015, 7, 579-594. 1.4 42

6006 A Systematic Analysis of Candidate Genes Associated with Nicotine Addiction. BioMed Research
International, 2015, 2015, 1-9. 0.9 6

6007 The Prognostic Value of Cell Cycle Gene Expression Signatures in Muscle Invasive, High-Grade Bladder
Cancer. Bladder Cancer, 2015, 1, 45-63. 0.2 7

6008 Tritsomy 8 Acute Myeloid Leukemia Analysis Reveals New Insights of DNA Methylome with
Identification of<i>HHEX</i>as Potential Diagnostic Marker. Biomarkers in Cancer, 2015, 7, BIC.S19614. 3.6 25

6009 Gene expression profiles of primary retinal pigment epithelial cells from apolipoprotein E knockout
and human apolipoprotein E2 transgenic mice. Genetics and Molecular Research, 2015, 14, 1855-1867. 0.3 4

6010 Genome-wide Massive Sequencing in Embryonic Stem Cell Biology:Recent Insights and Challenges.
Journal of Stem Cell Research & Therapy, 2015, 05, . 0.3 0

6011 CCR7 enhances TGF-Î²1-induced epithelial-mesenchymal transition and is associated with lymph node
metastasis and poor overall survival in gastric cancer. Oncotarget, 2015, 6, 24348-24360. 0.8 51

6012 VOL 5, NO 1 (2015). Journal of Integrated OMICS, 2015, 5, . 0.5 0

6013 Characterization of pulmonary protein profiles in response to zinc oxide nanoparticles in mice:
a&nbsp;24-hour and 28-day follow-up study. International Journal of Nanomedicine, 2015, 10, 4705. 3.3 4

6014 Comparative Proteomic Analysis of Carbonylated Proteins from the Striatum and Cortex of
Pesticide-Treated Mice. Parkinson's Disease, 2015, 2015, 1-11. 0.6 12

6015 Comprehensive analysis of gene-expression profile in chronic obstructive pulmonary disease.
International Journal of COPD, 2015, 10, 1103. 0.9 14

6016
Hsa-microRNA-181a is a regulator of a number of cancer genes and a biomarker for endometrial
carcinoma in patients: a bioinformatic and clinical study and the therapeutic implication. Drug Design,
Development and Therapy, 2015, 9, 1103.

2.0 35

6017 Pathway and Network Approaches for Identification of Cancer Signature Markers from Omics Data.
Journal of Cancer, 2015, 6, 54-65. 1.2 44

6018 Gene expression profiles and protein&amp;ndash;protein interaction network analysis in AIDS patients
with HIV-associated encephalitis and dementia. HIV/AIDS - Research and Palliative Care, 2015, 7, 265. 0.4 12

6019 Screening of crucial long non-coding RNAs in oral epithelial dysplasia by serial analysis of gene
expression. Genetics and Molecular Research, 2015, 14, 11729-11738. 0.3 6



333

Citation Report

# Article IF Citations

6020 Gene expression profile analysis of colorectal cancer to investigate potential mechanisms
using&nbsp;bioinformatics. OncoTargets and Therapy, 2015, 8, 745. 1.0 13

6021 Crambescin C1 Exerts a Cytoprotective Effect on HepG2 Cells through Metallothionein Induction.
Marine Drugs, 2015, 13, 4633-4653. 2.2 11

6022 MicroRNA profiling in cutaneous wounds of diabetic rats. Genetics and Molecular Research, 2015, 14,
9614-9625. 0.3 19

6023
Memory Improvement in the AÎ²PP/PS1 Mouse Model of Familial Alzheimer's Disease Induced by
Carbamylated-Erythropoietin is Accompanied by Modulation of Synaptic Genes. Journal of Alzheimer's
Disease, 2015, 45, 407-421.

1.2 30

6024 Identification of biomarkers for metastatic osteosarcoma based on DNA microarray data. Neoplasma,
2015, 62, 365-371. 0.7 9

6025
The Construction of Regulatory Network for Insulin-Mediated Genes by Integrating Methods Based on
Transcription Factor Binding Motifs and Gene Expression Variations. Genomics and Informatics, 2015,
13, 76.

0.4 4

6026 Potential hippocampal genes and pathways involved in Alzheimerâ€™s disease: a bioinformatic analysis.
Genetics and Molecular Research, 2015, 14, 7218-7232. 0.3 66

6027 Genome-wide identification of copy number variations in Holstein cattle from Baja California, Mexico,
using high-density SNP genotyping arrays. Genetics and Molecular Research, 2015, 14, 11848-11859. 0.3 12

6028 Transcriptomic Analysis of the Porcine Endometrium during Embryo Implantation. Genes, 2015, 6,
1330-1346. 1.0 31

6029 Identification of molecular markers related to human alveolar bone cells and pathway analysis in
diabetic patients. Genetics and Molecular Research, 2015, 14, 13476-13484. 0.3 1

6030 In-Depth Characterization of Sheep (Ovis aries) Milk Whey Proteome and Comparison with Cow (Bos) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 342 Td (taurus). PLoS ONE, 2015, 10, e0139774.1.1 51

6031 Identifying Molecular Biomarker for the Lung Squamous Cell Carcinoma by Integrating Multifactorial
Data. Current Bioinformatics, 2015, 10, 106-111. 0.7 1

6032 Protein-protein interaction network and mechanism analysis of hepatitis C. Genetics and Molecular
Research, 2015, 14, 2069-2079. 0.3 1

6033 Analysis of the gene-protein interaction network in glioma. Genetics and Molecular Research, 2015, 14,
14196-14206. 0.3 8

6034 MicroRNA Expression in the Glaucomatous Retina. , 2015, 56, 7971. 46

6035 Teaching Data Science and Cloud Computing in Low and Middle Income Countries. Advanced
Techniques in Biology & Medicine, 2015, 03, . 0.1 1

6036 Differential Gene Expression Profiling of Orbital Adipose Tissue in Thyroid Orbitopathy. , 2015, 56, 6438. 20

6037
Comparative Analysis of Whole-Genome Gene Expression Changes in Cultured Human Embryonic Stem
Cells in Response to Low, Clinical Diagnostic Relevant, and High Doses of Ionizing Radiation Exposure.
International Journal of Molecular Sciences, 2015, 16, 14737-14748.

1.8 9



334

Citation Report

# Article IF Citations

6038 Bioinformatics Resources for MicroRNA Discovery. Biomarker Insights, 2015, 10s4, BMI.S29513. 1.0 9

6039 Endothelin-Mediated Changes in Gene Expression in Isolated Purified Rat Retinal Ganglion Cells. , 2015,
56, 6144. 18

6040 Investigation of genes in chronic and acute morphine-treated mice using microarray datasets. Genetics
and Molecular Research, 2015, 14, 10193-10205. 0.3 1

6041 Applying NGS Data to Find Evolutionary Network Biomarkers from the Early and Late Stages of
Hepatocellular Carcinoma. BioMed Research International, 2015, 2015, 1-27. 0.9 9

6042 Tools for visualization and analysis of molecular networks, pathways, and -omics data. Advances and
Applications in Bioinformatics and Chemistry, 2015, 8, 11. 1.6 50

6043
Investigation of Functional Genes at Homologous Loci Identified Based on Genome-wide Association
Studies of Blood Lipids via High-fat Diet Intervention in Rats using an <i>in vivo</i> Approach. Journal
of Atherosclerosis and Thrombosis, 2015, 22, 455-480.

0.9 9

6044
Olfactory bulb proteome dynamics during the progression of sporadic Alzheimer's disease:
identification of common and distinct olfactory targets across Alzheimer-related co-pathologies.
Oncotarget, 2015, 6, 39437-39456.

0.8 66

6045 Susceptibility Genes for Multiple Sclerosis Identified in a Gene-Based Genome-Wide Association Study.



335

Citation Report

# Article IF Citations

6056 Potential Mechanism of Action of 3â€²-Demethoxy-6-O-demethyl-isoguaiacin on Methicillin Resistant
Staphylococcus aureus. Molecules, 2015, 20, 12450-12458. 1.7 15

6057 Identifying critical differentiation state of MCF-7 cells for breast cancer by dynamical network
biomarkers. Frontiers in Genetics, 2015, 6, 252. 1.1 33

6058
An introductory review of parallel independent component analysis (p-ICA) and a guide to applying
p-ICA to genetic data and imaging phenotypes to identify disease-associated biological pathways and
systems in common complex disorders. Frontiers in Genetics, 2015, 6, 276.

1.1 79

6059 AnGeLi: A Tool for the Analysis of Gene Lists from Fission Yeast. Frontiers in Genetics, 2015, 6, 330. 1.1 65

6060 Novel Primary Immunodeficiency Candidate Genes Predicted by the Human Gene Connectome. Frontiers
in Immunology, 2015, 6, 142. 2.2 54

6061 Reconstruction of the temporal signaling network in Salmonella-infected human cells. Frontiers in
Microbiology, 2015, 6, 730. 1.5 21

6062 Integrated inference and evaluation of hostâ€“fungi interaction networks. Frontiers in Microbiology,
2015, 6, 764. 1.5 63

6063 Coxiella burnetii and Leishmania mexicana residing within similar parasitophorous vacuoles elicit
disparate host responses. Frontiers in Microbiology, 2015, 6, 794. 1.5 7

6064 Nitric oxide as a regulator of B. anthracis pathogenicity. Frontiers in Microbiology, 2015, 6, 921. 1.5 12

6065 Insights into Muscle Degeneration from Heritable Inclusion Body Myopathies. Frontiers in Aging
Neuroscience, 2015, 7, 13. 1.7 10

6066
Muscle Expression of SOD1G93A Modulates microRNA and mRNA Transcription Pattern Associated
with the Myelination Process in the Spinal Cord of Transgenic Mice. Frontiers in Cellular
Neuroscience, 2015, 9, 463.

1.8 25

6067 A Perspective on the Role of microRNA-128 Regulation in Mental and Behavioral Disorders. Frontiers
in Cellular Neuroscience, 2015, 9, 465. 1.8 26

6068 Long Non-Coding RNA Expression during Aging in the Human Subependymal Zone. Frontiers in
Neurology, 2015, 6, 45. 1.1 44

6069 Gene Expression Associated with Early and Late Chronotypes in Drosophila melanogaster. Frontiers in
Neurology, 2015, 6, 100. 1.1 13

6070
Computational deconvolution of genome wide expression data from Parkinson's and Huntington's
disease brain tissues using population-specific expression analysis. Frontiers in Neuroscience, 2014, 8,
441.

1.4 35

6071 Coenzyme Q regulates the expression of essential genes of the pathogen- and xenobiotic-associated
defense pathway in <i>C. elegans</i>. Journal of Clinical Biochemistry and Nutrition, 2015, 57, 171-177. 0.6 1

6072

A bioinformatic and mechanistic study elicits the antifibrotic effect of ursolic acid through the
attenuation of oxidative stress with the involvement of ERK, PI3K/Akt, and p38 MAPK signaling
pathways in human hepatic stellate cells and rat liver. Drug Design, Development and Therapy, 2015, 9,
3989.

2.0 37

6073 Affinity-Based Methods in Drug-Target Discovery. Current Drug Targets, 2015, 16, 60-76. 1.0 11



336

Citation Report

# Article IF Citations

6074 Gene Expression Profiling Analysis of Castration-Resistant Prostate Cancer. Medical Science Monitor,
2015, 21, 205-212. 0.5 9

6075 Dexamethasone Stiffens Trabecular Meshwork, Trabecular Meshwork Cells, and Matrix. , 2015, 56,
4447. 132

6076
Construction of gene/protein interaction networks for primary myelofibrosis and KEGG
pathway-enrichment analysis of molecular compounds. Genetics and Molecular Research, 2015, 14,
16126-16132.

0.3 2

6077 Broccoli sprout extract induces detoxification-related gene expression and attenuates acute liver
injury. World Journal of Gastroenterology, 2015, 21, 10091-10103. 1.4 15

6078 Targeting Transcriptional Regulators of CD8+ T Cell Dysfunction to Boost Anti-Tumor Immunity.
Vaccines, 2015, 3, 771-802. 2.1 11

6079 Further insight into molecular mechanism underlying thoracic spinal cord injury using
bioinformatics methods. Molecular Medicine Reports, 2015, 12, 7851-7858. 1.1 7

6080 A Genome-Wide Association Study for Clinical Mastitis in First Parity US Holstein Cows Using
Single-Step Approach and Genomic Matrix Re-Weighting Procedure. PLoS ONE, 2015, 10, e0114919. 1.1 113

6081 HPOSim: An R Package for Phenotypic Similarity Measure and Enrichment Analysis Based on the Human
Phenotype Ontology. PLoS ONE, 2015, 10, e0115692. 1.1 55

6082 Superoxide Dismutases, SOD1 and SOD2, Play a Distinct Role in the Fat Body during Pupation in
Silkworm Bombyx mori. PLoS ONE, 2015, 10, e0116007. 1.1 35

6083 Gene Expression Dosage Regulation in an Allopolyploid Fish. PLoS ONE, 2015, 10, e0116309. 1.1 14

6084 Use of Genome-Wide Association Studies for Cancer Research and Drug Repositioning. PLoS ONE, 2015,
10, e0116477. 1.1 27

6085 Attenuated Monocyte Apoptosis, a New Mechanism for Osteoporosis Suggested by a
Transcriptome-Wide Expression Study of Monocytes. PLoS ONE, 2015, 10, e0116792. 1.1 26

6086 RNA-Seq Reveals a Role for NFAT-Signaling in Human Retinal Microvascular Endothelial Cells Treated
with TNFÎ±. PLoS ONE, 2015, 10, e0116941. 1.1 15

6087 Comparison of Drought Stress Response and Gene Expression between a GM Maize Variety and a
Near-Isogenic Non-GM Variety. PLoS ONE, 2015, 10, e0117073. 1.1 17

6088 Perturbation of Parentally Biased Gene Expression during Interspecific Hybridization. PLoS ONE, 2015,
10, e0117293. 1.1 30

6089 YAP Regulates S-Phase Entry in Endothelial Cells. PLoS ONE, 2015, 10, e0117522. 1.1 51

6090 Genetic Investigation of Bisphosphonate-Related Osteonecrosis of Jaw (BRONJ) via Whole Exome
Sequencing and Bioinformatics. PLoS ONE, 2015, 10, e0118084. 1.1 17

6091 miR-30 Family microRNAs Regulate Myogenic Differentiation and Provide Negative Feedback on the
microRNA Pathway. PLoS ONE, 2015, 10, e0118229. 1.1 88



337

Citation Report

# Article IF Citations

6092 Increased Risk of Genetic and Epigenetic Instability in Human Embryonic Stem Cells Associated with
Specific Culture Conditions. PLoS ONE, 2015, 10, e0118307. 1.1 126

6093 Entropy-Based Model for MiRNA Isoform Analysis. PLoS ONE, 2015, 10, e0118856. 1.1 5

6094 Hepatocyte Nuclear Factor 4 Alpha Is a Key Factor Related to Depression and Physiological
Homeostasis in the Mouse Brain. PLoS ONE, 2015, 10, e0119021. 1.1 40

6095 Genome-Wide Scan of Gastrointestinal Nematode Resistance in Closed Angus Population Selected for
Minimized Influence of MHC. PLoS ONE, 2015, 10, e0119380. 1.1 37

6096 Tissue Elasticity Regulated Tumor Gene Expression: Implication for Diagnostic Biomarkers of Primitive
Neuroectodermal Tumor. PLoS ONE, 2015, 10, e0120336. 1.1 10

6097 Comprehensive Analysis of Temporal Alterations in Cellular Proteome of Bacillus subtilis under
Curcumin Treatment. PLoS ONE, 2015, 10, e0120620. 1.1 4

6098 Characterization of the Kidney Transcriptome of the Long-Haired Mouse Abrothrix hirta (Rodentia,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 502 Td (Sigmodontinae) and Comparison with That of the Olive Mouse A. olivacea. PLoS ONE, 2015, 10, e0121148.1.1 7

6099 Quantitative Profiling of Brain Lipid Raft Proteome in a Mouse Model of Fragile X Syndrome. PLoS ONE,
2015, 10, e0121464. 1.1 20

6100 Smyd1 Facilitates Heart Development by Antagonizing Oxidative and ER Stress Responses. PLoS ONE,
2015, 10, e0121765. 1.1 47

6101 Difference in the Breast Milk Proteome between Allergic and Non-Allergic Mothers. PLoS ONE, 2015, 10,
e0122234. 1.1 39

6102 Developmental Exposure to Estrogen Alters Differentiation and Epigenetic Programming in a Human
Fetal Prostate Xenograft Model. PLoS ONE, 2015, 10, e0122290. 1.1 15

6103 Integration of Transcriptome and Whole Genomic Resequencing Data to Identify Key Genes Affecting
Swine Fat Deposition. PLoS ONE, 2015, 10, e0122396. 1.1 18

6104 Transcriptional Profiling of Ectoderm Specification to Keratinocyte Fate in Human Embryonic Stem
Cells. PLoS ONE, 2015, 10, e0122493. 1.1 13

6105 Transcription Factors and microRNA-Co-Regulated Genes in Gastric Cancer Invasion in Ex Vivo. PLoS
ONE, 2015, 10, e0122882. 1.1 16

6106 ClusTrack: Feature Extraction and Similarity Measures for Clustering of Genome-Wide Data Sets. PLoS
ONE, 2015, 10, e0123261. 1.1 3

6107 A Protein Deep Sequencing Evaluation of Metastatic Melanoma Tissues. PLoS ONE, 2015, 10, e0123661. 1.1 19

6108 Network-based Phenome-Genome Association Prediction by Bi-Random Walk. PLoS ONE, 2015, 10,
e0125138. 1.1 35

6109 MicroRNA-27a Contributes to Rhabdomyosarcoma Cell Proliferation by Suppressing RARA and RXRA.
PLoS ONE, 2015, 10, e0125171. 1.1 26



338

Citation Report

# Article IF Citations

6110 Innate Responses Induced by Whole Inactivated Virus or Subunit Influenza Vaccines in Cultured
Dendritic Cells Correlate with Immune Responses In Vivo. PLoS ONE, 2015, 10, e0125228. 1.1 20

6111 Consensus Comparative Analysis of Human Embryonic Stem Cell-Derived Cardiomyocytes. PLoS ONE,
2015, 10, e0125442. 1.1 1

6112 A Modularity-Based Method Reveals Mixed Modules from Chemical-Gene Heterogeneous Network. PLoS
ONE, 2015, 10, e0125585. 1.1 2

6113 Protein Expression Profiles Characterize Distinct Features of Mouse Cerebral Cortices at Different
Developmental Stages. PLoS ONE, 2015, 10, e0125608. 1.1 1

6114 Bariatric Surgery Induces Disruption in Inflammatory Signaling Pathways Mediated by Immune Cells in
Adipose Tissue: A RNA-Seq Study. PLoS ONE, 2015, 10, e0125718. 1.1 60

6115 Label-Free Protein-RNA Interactome Analysis Identifies Khsrp Signaling Downstream of the p38/Mk2
Kinase Complex as a Critical Modulator of Cell Cycle Progression. PLoS ONE, 2015, 10, e0125745. 1.1 32

6116 Synergistic Antifungal Activity of Berberine Derivative B-7b and Fluconazole. PLoS ONE, 2015, 10,
e0126393. 1.1 21

6117 HSA21 Single-Minded 2 (Sim2) Binding Sites Co-Localize with Super-Enhancers and Pioneer
Transcription Factors in Pluripotent Mouse ES Cells. PLoS ONE, 2015, 10, e0126475. 1.1 9

6118 Development and Validation of a Novel Platform-Independent Metastasis Signature in Human Breast
Cancer. PLoS ONE, 2015, 10, e0126631. 1.1 12

6119 Genome-Wide Association Analyses Point to Candidate Genes for Electric Shock Avoidance in
Drosophila melanogaster. PLoS ONE, 2015, 10, e0126986. 1.1 13

6120 Systemic Monocytic-MDSCs Are Generated from Monocytes and Correlate with Disease Progression in
Breast Cancer Patients. PLoS ONE, 2015, 10, e0127028. 1.1 116

6121 Genetic Deletion of the Transcriptional Repressor NFIL3 Enhances Axon Growth In Vitro but Not
Axonal Repair In Vivo. PLoS ONE, 2015, 10, e0127163. 1.1 2

6122 Inflammatory and Repair Pathways Induced in Human Bronchoalveolar Lavage Cells with Ozone
Inhalation. PLoS ONE, 2015, 10, e0127283. 1.1 25

6123 Exome Analysis of Patients with Concurrent Pediatric Inflammatory Bowel Disease and Autoimmune
Disease. Inflammatory Bowel Diseases, 2015, 21, 1. 0.9 18

6124 Long-Lasting Effects of Early-Life Antibiotic Treatment and Routine Animal Handling on Gut Microbiota
Composition and Immune System in Pigs. PLoS ONE, 2015, 10, e0116523. 1.1 115

6125 Automated Identification of Core Regulatory Genes in Human Gene Regulatory Networks. PLoS
Computational Biology, 2015, 11, e1004504. 1.5 33

6126 Chronic Ethanol Exposure Produces Time- and Brain Region-Dependent Changes in Gene Coexpression
Networks. PLoS ONE, 2015, 10, e0121522. 1.1 92

6127 Transcriptome Profiling of Tomato Fruit Development Reveals Transcription Factors Associated with
Ascorbic Acid, Carotenoid and Flavonoid Biosynthesis. PLoS ONE, 2015, 10, e0130885. 1.1 72



339

Citation Report

# Article IF Citations

6128 RNA Sequence Analysis of Human Huntington Disease Brain Reveals an Extensive Increase in
Inflammatory and Developmental Gene Expression. PLoS ONE, 2015, 10, e0143563. 1.1 150

6129 miR-141 and miR-200a, Revelation of New Possible Players in Modulation of Th17/Treg Differentiation
and Pathogenesis of Multiple Sclerosis. PLoS ONE, 2015, 10, e0124555. 1.1 70

6130 The Orphan Nuclear Receptor TLX Is an Enhancer of STAT1-Mediated Transcription and Immunity to
Toxoplasma gondii. PLoS Biology, 2015, 13, e1002200. 2.6 25

6131 The Constrained Maximal Expression Level Owing to Haploidy Shapes Gene Content on the Mammalian
X Chromosome. PLoS Biology, 2015, 13, e1002315. 2.6 32

6132
Identification of Ohnolog Genes Originating from Whole Genome Duplication in Early Vertebrates,
Based on Synteny Comparison across Multiple Genomes. PLoS Computational Biology, 2015, 11,
e1004394.

1.5 113

6133 SINCERA: A Pipeline for Single-Cell RNA-Seq Profiling Analysis. PLoS Computational Biology, 2015, 11,
e1004575. 1.5 313

6134 The Spalt Transcription Factors Generate the Transcriptional Landscape of the Drosophila
melanogaster Wing Pouch Central Region. PLoS Genetics, 2015, 11, e1005370. 1.5 20

6135 Protein Composition of Infectious Spores Reveals Novel Sexual Development and Germination Factors
in Cryptococcus. PLoS Genetics, 2015, 11, e1005490. 1.5 25

6136 An Interaction between RRP6 and SU(VAR)3-9 Targets RRP6 to Heterochromatin and Contributes to
Heterochromatin Maintenance in Drosophila melanogaster. PLoS Genetics, 2015, 11, e1005523. 1.5 16

6137 DNA Methylation Landscapes of Human Fetal Development. PLoS Genetics, 2015, 11, e1005583. 1.5 73

6138 Drosophila Nipped-B Mutants Model Cornelia de Lange Syndrome in Growth and Behavior. PLoS
Genetics, 2015, 11, e1005655. 1.5 33

6139 Integration Analysis of Three Omics Data Using Penalized Regression Methods: An Application to
Bladder Cancer. PLoS Genetics, 2015, 11, e1005689. 1.5 68

6140 Trm9-Catalyzed tRNA Modifications Regulate Global Protein Expression by Codon-Biased Translation.
PLoS Genetics, 2015, 11, e1005706. 1.5 92

6141 A New Combinatorial Optimization Approach for Integrated Feature Selection Using Different
Datasets: A Prostate Cancer Transcriptomic Study. PLoS ONE, 2015, 10, e0127702. 1.1 12

6142 Angiogenesis Dysregulation in Term Asphyxiated Newborns Treated with Hypothermia. PLoS ONE, 2015,
10, e0128028. 1.1 8

6143 ProteINSIDE to Easily Investigate Proteomics Data from Ruminants: Application to Mine Proteome of
Adipose and Muscle Tissues in Bovine Foetuses. PLoS ONE, 2015, 10, e0128086. 1.1 33

6144 Epigenetic Changes during Hepatic Stellate Cell Activation. PLoS ONE, 2015, 10, e0128745. 1.1 40

6145 Periostin Is a Key Niche Component for Wound Metastasis of Melanoma. PLoS ONE, 2015, 10, e0129704. 1.1 45



340

Citation Report

# Article IF Citations

6146
Enrichment of the Cancer Stem Phenotype in Sphere Cultures of Prostate Cancer Cell Lines Occurs
through Activation of Developmental Pathways Mediated by the Transcriptional Regulator Î”Np63Î±. PLoS
ONE, 2015, 10, e0130118.

1.1 31

6147 Non-Cationic Proteins Are Associated with HIV Neutralizing Activity in Genital Secretions of Female
Sex Workers. PLoS ONE, 2015, 10, e0130404. 1.1 7

6148 Higher Serum Angiotensinogen Is an Indicator of IgA Vasculitis with Nephritis Revealed by Comparative
Proteomes Analysis. PLoS ONE, 2015, 10, e0130536. 1.1 12

6149 ABC Transporters and the Proteasome Complex Are Implicated in Susceptibility to Stevensâ€“Johnson
Syndrome and Toxic Epidermal Necrolysis across Multiple Drugs. PLoS ONE, 2015, 10, e0131038. 1.1 9

6150 Genome Wide Distributions and Functional Characterization of Copy Number Variations between
Chinese and Western Pigs. PLoS ONE, 2015, 10, e0131522. 1.1 47

6151 Identification of Laying-Related SNP Markers in Geese Using RAD Sequencing. PLoS ONE, 2015, 10,
e0131572. 1.1 25

6152 Differential miRNA Expression in Cells and Matrix Vesicles in Vascular Smooth Muscle Cells from Rats
with Kidney Disease. PLoS ONE, 2015, 10, e0131589. 1.1 37

6153 Gender and Obesity Specific MicroRNA Expression in Adipose Tissue from Lean and Obese Pigs. PLoS
ONE, 2015, 10, e0131650. 1.1 45

6154 iTRAQ-Based Quantitative Proteomic Analysis of the Initiation of Head Regeneration in Planarians. PLoS
ONE, 2015, 10, e0132045. 1.1 19

6155 EMX2 Is a Predictive Marker for Adjuvant Chemotherapy in Lung Squamous Cell Carcinomas. PLoS ONE,
2015, 10, e0132134. 1.1 18

6156 MicroRNA Profiling of Neurons Generated Using Induced Pluripotent Stem Cells Derived from
Patients with Schizophrenia and Schizoaffective Disorder, and 22q11.2 Del. PLoS ONE, 2015, 10, e0132387. 1.1 83

6157 Soybean Oil Is More Obesogenic and Diabetogenic than Coconut Oil and Fructose in Mouse: Potential
Role for the Liver. PLoS ONE, 2015, 10, e0132672. 1.1 78

6158 swDMR: A Sliding Window Approach to Identify Differentially Methylated Regions Based on Whole
Genome Bisulfite Sequencing. PLoS ONE, 2015, 10, e0132866. 1.1 46

6159 Up in Arms: Immune and Nervous System Response to Sea Star Wasting Disease. PLoS ONE, 2015, 10,
e0133053. 1.1 66

6160 Integrative Analysis of the Developing Postnatal Mouse Heart Transcriptome. PLoS ONE, 2015, 10,
e0133288. 1.1 16

6161 Functional Analysis of Chicken IRF7 in Response to dsRNA Analog Poly(I:C) by Integrating
Overexpression and Knockdown. PLoS ONE, 2015, 10, e0133450. 1.1 45

6162 The Demethylase Activity of FTO (Fat Mass and Obesity Associated Protein) Is Required for Preadipocyte
Differentiation. PLoS ONE, 2015, 10, e0133788. 1.1 72

6163 Vascular Proteomics Reveal Novel Proteins Involved in SMC Phenotypic Change: OLR1 as a SMC
Receptor Regulating Proliferation and Inflammatory Response. PLoS ONE, 2015, 10, e0133845. 1.1 8



341

Citation Report

# Article IF Citations

6164 Neurogenin 3 Expressing Cells in the Human Exocrine Pancreas Have the Capacity for Endocrine Cell
Fate. PLoS ONE, 2015, 10, e0133862. 1.1 45

6165 Vitamin D Modulates Expression of the Airway Smooth Muscle Transcriptome in Fatal Asthma. PLoS
ONE, 2015, 10, e0134057. 1.1 35

6166 Identification of Region-Specific Myocardial Gene Expression Patterns in a Chronic Swine Model of
Repaired Tetralogy of Fallot. PLoS ONE, 2015, 10, e0134146. 1.1 14

6167 Development and Characterization of Bladder Cancer Patient-Derived Xenografts for Molecularly
Guided Targeted Therapy. PLoS ONE, 2015, 10, e0134346. 1.1 72

6168 Model Uracil-Rich RNAs and Membrane Protein mRNAs Interact Specifically with Cold Shock Proteins
in Escherichia coli. PLoS ONE, 2015, 10, e0134413. 1.1 19

6169 Stimulation of Cell Elongation by Tetraploidy in Hypocotyls of Dark-Grown Arabidopsis Seedlings.
PLoS ONE, 2015, 10, e0134547. 1.1 14

6170 Quantitative Analysis of Differential Proteome Expression in Bladder Cancer vs. Normal Bladder Cells
Using SILAC Method. PLoS ONE, 2015, 10, e0134727. 1.1 18

6171
Transcriptomic Profiling and H3K27me3 Distribution Reveal Both Demethylase-Dependent and
Independent Regulation of Developmental Gene Transcription in Cell Differentiation. PLoS ONE, 2015,
10, e0135276.

1.1 15

6172 Transcriptome Profiles of Human Lung Epithelial Cells A549 Interacting with Aspergillus fumigatus by
RNA-Seq. PLoS ONE, 2015, 10, e0135720. 1.1 50

6173 Meta-Analysis of Microarray Data of Rainbow Trout Fry Gonad Differentiation Modulated by
Ethynylestradiol. PLoS ONE, 2015, 10, e0135799. 1.1 10

6174 Single-Cell RNA-Seq of Bone Marrow-Derived Mesenchymal Stem Cells Reveals Unique Profiles of
Lineage Priming. PLoS ONE, 2015, 10, e0136199. 1.1 61

6175 Biological and Clinical Significance of MAD2L1 and BUB1, Genes Frequently Appearing in Expression
Signatures for Breast Cancer Prognosis. PLoS ONE, 2015, 10, e0136246. 1.1 73

6176 MicroRNA Expression Profiling of Human Respiratory Epithelium Affected by Invasive Candida
Infection. PLoS ONE, 2015, 10, e0136454. 1.1 23

6177 The Potential Regulatory Mechanisms of miR-196a in Huntingtonâ€™s Disease through Bioinformatic
Analyses. PLoS ONE, 2015, 10, e0137637. 1.1 33

6178
Transcription Adaptation during In Vitro Adipogenesis and Osteogenesis of Porcine Mesenchymal Stem
Cells: Dynamics of Pathways, Biological Processes, Up-Stream Regulators, and Gene Networks. PLoS
ONE, 2015, 10, e0137644.

1.1 39

6179 Semantic Assembly and Annotation of Draft RNAseq Transcripts without a Reference Genome. PLoS
ONE, 2015, 10, e0138006. 1.1 4

6180 DNA Damage Response Checkpoint Activation Drives KP1019 Dependent Pre-Anaphase Cell Cycle Delay in
S. cerevisiae. PLoS ONE, 2015, 10, e0138085. 1.1 8

6181 Diversity in Compartmental Dynamics of Gene Regulatory Networks: The Immune Response in Primary
Influenza A Infection in Mice. PLoS ONE, 2015, 10, e0138110. 1.1 8



342

Citation Report

# Article IF Citations

6182 Quantitative Genetics of Food Intake in Drosophila melanogaster. PLoS ONE, 2015, 10, e0138129. 1.1 84

6183 Aberrantly Expressed OTX Homeobox Genes Deregulate B-Cell Differentiation in Hodgkin Lymphoma.
PLoS ONE, 2015, 10, e0138416. 1.1 23

6184 The Genomic Basis of Postponed Senescence in Drosophila melanogaster. PLoS ONE, 2015, 10, e0138569. 1.1 40

6185 Transcriptome Profiling of Pediatric Core Binding Factor AML. PLoS ONE, 2015, 10, e0138782. 1.1 14

6186 Nucleosome Repositioning: A Novel Mechanism for Nicotine- and Cocaine-Induced Epigenetic Changes.
PLoS ONE, 2015, 10, e0139103. 1.1 11

6187 Genome Wide Association Analysis Reveals New Production Trait Genes in a Male Duroc Population.
PLoS ONE, 2015, 10, e0139207. 1.1 63

6188
Comprehensive Identification of Sexual Dimorphism-Associated Differentially Expressed Genes in
Two-Way Factorial Designed RNA-Seq Data on Japanese Quail (Coturnix coturnix japonica). PLoS ONE,
2015, 10, e0139324.

1.1 11

6189 Whole Blood Gene Expression Profiles of Patients with a Past Aneurysmal Subarachnoid Hemorrhage.
PLoS ONE, 2015, 10, e0139352. 1.1 11

6190 Synergistic Gene Expression Signature Observed in TK6 Cells upon Co-Exposure to UVC-Irradiation and
Protein Kinase C-Activating Tumor Promoters. PLoS ONE, 2015, 10, e0139850. 1.1 10

6191 Transcriptator: An Automated Computational Pipeline to Annotate Assembled Reads and Identify Non
Coding RNA. PLoS ONE, 2015, 10, e0140268. 1.1 14

6192 Identification of Promising Mutants Associated with Egg Production Traits Revealed by Genome-Wide
Association Study. PLoS ONE, 2015, 10, e0140615. 1.1 45

6193 Cancer Specific Long Noncoding RNAs Show Differential Expression Patterns and Competing
Endogenous RNA Potential in Hepatocellular Carcinoma. PLoS ONE, 2015, 10, e0141042. 1.1 112

6194 Unc93b Induces Apoptotic Cell Death and Is Cleaved by Host and Enteroviral Proteases. PLoS ONE, 2015,
10, e0141383. 1.1 12

6195 The TrxG Complex Mediates Cytokine Induced De Novo Enhancer Formation in Islets. PLoS ONE, 2015, 10,
e0141470. 1.1 9

6196 Profiling of Discrete Gynecological Cancers Reveals Novel Transcriptional Modules and Common
Features Shared by Other Cancer Types and Embryonic Stem Cells. PLoS ONE, 2015, 10, e0142229. 1.1 52

6197 A Comprehensive MicroRNA Expression Profile Related to Hypoxia Adaptation in the Tibetan Pig. PLoS
ONE, 2015, 10, e0143260. 1.1 26

6198 Human Breast Milk miRNA, Maternal Probiotic Supplementation and Atopic Dermatitis in Offspring.
PLoS ONE, 2015, 10, e0143496. 1.1 60

6199 Integrating Diverse Types of Genomic Data to Identify Genes that Underlie Adverse Pregnancy
Phenotypes. PLoS ONE, 2015, 10, e0144155. 1.1 9



343

Citation Report

# Article IF Citations

6200 Application of Gene Expression Trajectories Initiated from ErbB Receptor Activation Highlights the
Dynamics of Divergent Promoter Usage. PLoS ONE, 2015, 10, e0144176. 1.1 1

6201 Identification of Major Signaling Pathways in Prion Disease Progression Using Network Analysis. PLoS
ONE, 2015, 10, e0144389. 1.1 7

6202 Mutation Screening of 1,237 Cancer Genes across Six Model Cell Lines of Basal-Like Breast Cancer. PLoS
ONE, 2015, 10, e0144528. 1.1 6

6203 Dysregulation of the DNA Damage Response and KMT2A Rearrangement in Fetal Liver Hematopoietic
Cells. PLoS ONE, 2015, 10, e0144540. 1.1 11

6204 Transcriptome Analysis of Ullrich Congenital Muscular Dystrophy Fibroblasts Reveals a Disease
Extracellular Matrix Signature and Key Molecular Regulators. PLoS ONE, 2015, 10, e0145107. 1.1 23

6205 Expression Profiling after Prolonged Experimental Febrile Seizures in Mice Suggests Structural
Remodeling in the Hippocampus. PLoS ONE, 2015, 10, e0145247. 1.1 13

6206 Inhibition of Hedgehog-Signaling Driven Genes in Prostate Cancer Cells by Sutherlandia frutescens
Extract. PLoS ONE, 2015, 10, e0145507. 1.1 7

6207 Epigenetic Alterations in Density Selected Human Spermatozoa for Assisted Reproduction. PLoS ONE,
2015, 10, e0145585. 1.1 21

6208 The Transcription and Translation Landscapes during Human Cytomegalovirus Infection Reveal Novel
Host-Pathogen Interactions. PLoS Pathogens, 2015, 11, e1005288. 2.1 127

6209 Differential Genes Expression between Fertile and Infertile Spermatozoa Revealed by Transcriptome
Analysis. PLoS ONE, 2015, 10, e0127007. 1.1 116

6210 Adaptation to High Ethanol Reveals Complex Evolutionary Pathways. PLoS Genetics, 2015, 11, e1005635. 1.5 173

6211 Phosphoproteomic Analysis of KSHV-Infected Cells Reveals Roles of ORF45-Activated RSK during Lytic
Replication. PLoS Pathogens, 2015, 11, e1004993. 2.1 40

6212 Impact of a novel protein meal on the gastrointestinal microbiota and the host transcriptome of
larval zebrafish Danio rerio. Frontiers in Physiology, 2015, 6, 133. 1.3 22

6213 A novel, dynamic pattern-based analysis of NF-ÎºB binding during the priming phase of liver regeneration
reveals switch-like functional regulation of target genes. Frontiers in Physiology, 2015, 6, 189. 1.3 8

6214
Expression profiling and functional analysis reveals that TOR is a key player in regulating
photosynthesis and phytohormone signaling pathways in Arabidopsis. Frontiers in Plant Science, 2015,
6, 677.

1.7 178

6215 The transporter GAT1 plays an important role in GABA-mediated carbon-nitrogen interactions in
Arabidopsis. Frontiers in Plant Science, 2015, 6, 785. 1.7 30

6216 Role of ethylene in responses of plants to nitrogen availability. Frontiers in Plant Science, 2015, 6, 927. 1.7 58

6217 Genome-specific differential gene expressions in resynthesized Brassica allotetraploids from pair-wise
crosses of three cultivated diploids revealed by RNA-seq. Frontiers in Plant Science, 2015, 6, 957. 1.7 31



344

Citation Report

# Article IF Citations

6218 Analysis of mechanical ventilation and lipopolysaccharide-induced acute lung injury using DNA
microarray analysis. Molecular Medicine Reports, 2015, 11, 4239-4245. 1.1 4

6219
Contextualizing the Genes Altered in Bladder Neoplasms in Pediatric and Teen Patients Allows
Identifying Two Main Classes of Biological Processes Involved and New Potential Therapeutic Targets.
Current Genomics, 2015, 17, 33-61.

0.7 3

6220 Dehydroxymethylepoxyquinomicin selectively ablates T-CAEBV cells. Frontiers in Bioscience -
Landmark, 2015, 20, 502-514. 3.0 3

6221
Identification of conserved microRNAs in peripheral blood from giant panda: expression of mammary
gland-related microRNAs during late pregnancy and early lactation. Genetics and Molecular Research,
2015, 14, 14216-14228.

0.3 6

6222 Integrated miRNA-mRNA analysis of Epstein-Barr virus-positive nasopharyngeal carcinoma. Genetics and
Molecular Research, 2015, 14, 6028-6036. 0.3 7

6223 The developmental transcriptome landscape of bovine skeletal muscle defined by Ribo-Zero
ribonucleic acid sequencing1. Journal of Animal Science, 2015, 93, 5648-5658. 0.2 31

6224 Circulating small non coding RNA signature in head and neck squamous cell carcinoma. Oncotarget,
2015, 6, 19246-19263. 0.8 89

6225 Cluster Analysis of Tumor Suppressor Genes in Canine Leukocytes Identifies Activation State.
Bioinformatics and Biology Insights, 2015, 9s2, BBI.S30523. 1.0 1

6226 Identification of New Hub Genes Associated with Bladder Carcinoma via Bioinformatics Analysis.
Tumori, 2015, 101, 117-122. 0.6 25

6227 Identification of Biomarkers for the Prognosis of Pancreatic Ductal Adenocarcinoma with miRNA
Microarray Data. International Journal of Biological Markers, 2015, 30, 226-233. 0.7 4

6228 Identification of the Interaction Network of Hub Genes for Melanoma Treated with Vemurafenib Based
on Microarray Data. Tumori, 2015, 101, 368-374. 0.6 5

6229 Age-Specific Gene Expression Profiles of Rhesus Monkey Ovaries Detected by Microarray Analysis.
BioMed Research International, 2015, 2015, 1-15. 0.9 10

6230 Dietary Nitrate Is a Modifier of Vascular Gene Expression in Old Male Mice. Oxidative Medicine and
Cellular Longevity, 2015, 2015, 1-12. 1.9 13

6231 Exploring the Functional Disorder and Corresponding Key Transcription Factors in Intraductal
Papillary Mucinous Neoplasms Progression. International Journal of Genomics, 2015, 2015, 1-9. 0.8 3

6232
Dynamical Regulation Analysis Identifies Molecular Mechanisms of Fuzheng-Huayu Formula against
Hepatitis B-Caused Liver Cirrhosis. Evidence-based Complementary and Alternative Medicine, 2015, 2015,
1-9.

0.5 7

6233 CMP-Neu5Ac Hydroxylase Null Mice as a Model for Studying Metabolic Disorders Caused by the
Evolutionary Loss of Neu5Gc in Humans. BioMed Research International, 2015, 2015, 1-16. 0.9 8

6234 Deciphering the Correlation between Breast Tumor Samples and Cell Lines by Integrating Copy Number
Changes and Gene Expression Profiles. BioMed Research International, 2015, 2015, 1-11. 0.9 11

6235 Distinct transcriptional responses elicited by unfolded nuclear or cytoplasmic protein in mammalian
cells. ELife, 2015, 4, . 2.8 20



345

Citation Report

# Article IF Citations

6236
Temporal Identification of Dysregulated Genes and Pathways in Clear Cell Renal Cell Carcinoma Based
on Systematic Tracking of Disrupted Modules. Computational and Mathematical Methods in Medicine,
2015, 2015, 1-11.

0.7 15

6237 Identification of Gene and MicroRNA Signatures for Oral Cancer Developed from Oral Leukoplakia.
BioMed Research International, 2015, 2015, 1-10. 0.9 14

6238 Characterization of Protein Complexes and Subcomplexes in Protein-Protein Interaction Databases.
Biochemistry Research International, 2015, 2015, 1-12. 1.5 1

6239
MicroRNA-208a Dysregulates Apoptosis Genes Expression and Promotes Cardiomyocyte Apoptosis
during Ischemia and Its Silencing Improves Cardiac Function after Myocardial Infarction. Mediators
of Inflammation, 2015, 2015, 1-11.

1.4 36

6240 Stimulation of Innate and Adaptive Immunity by Using Filamentous Bacteriophage fd Targeted to
DEC-205. Journal of Immunology Research, 2015, 2015, 1-11. 0.9 15

6241 Gene Coexpression and Evolutionary Conservation Analysis of the Human Preimplantation Embryos.
BioMed Research International, 2015, 2015, 1-11. 0.9 5

6242 Coexpression Pattern Analysis of NPM1-Associated Genes in Chronic Myelogenous Leukemia. BioMed
Research International, 2015, 2015, 1-9. 0.9 7

6243 De Novo Assembly and Transcriptome Characterization of Canine Retina Using High-Throughput
Sequencing. Genetics Research International, 2015, 2015, 1-11. 2.0 3

6244 Altered Theta Oscillations and Aberrant Cortical Excitatory Activity in the 5XFAD Model of
Alzheimerâ€™s Disease. Neural Plasticity, 2015, 2015, 1-17. 1.0 49

6245 Improving the Understanding of Pathogenesis of Human Papillomavirus 16 via Mapping Protein-Protein
Interaction Network. BioMed Research International, 2015, 2015, 1-10. 0.9 8

6246
Transcriptome and Molecular Endocrinology Aspects of Epicardial Adipose Tissue in Cardiovascular
Diseases: A Systematic Review and Meta-Analysis of Observational Studies. BioMed Research
International, 2015, 2015, 1-12.

0.9 17

6247 Gene Signature of Human Oral Mucosa Fibroblasts: Comparison with Dermal Fibroblasts and Induced
Pluripotent Stem Cells. BioMed Research International, 2015, 2015, 1-19. 0.9 16

6248 The splicing regulators Esrp1 and Esrp2 direct an epithelial splicing program essential for mammalian
development. ELife, 2015, 4, . 2.8 118

6249 Limited Effects of an<i>eIF2Î±</i><sup><b>S51A</b></sup>Allele on Neurological Impairments in the
5xFAD Mouse Model of Alzheimerâ€™s Disease. Neural Plasticity, 2015, 2015, 1-14. 1.0 26

6250 Temporal transcriptomics suggest that twin-peaking genes reset the clock. ELife, 2015, 4, . 2.8 64

6251
Human Genes Encoding Transcription Factors and Chromatin-Modifying Proteins Have Low Levels of
Promoter Polymorphism: A Study of 1000 Genomes Project Data. International Journal of Genomics,
2015, 2015, 1-15.

0.8 13

6252 The Construction of Common and Specific Significance Subnetworks of Alzheimerâ€™s Disease from
Multiple Brain Regions. BioMed Research International, 2015, 2015, 1-13. 0.9 14

6253 Hypoxia Strongly Affects Mitochondrial Ribosomal Proteins and Translocases, as Shown by
Quantitative Proteomics of HeLa Cells. International Journal of Proteomics, 2015, 2015, 1-9. 2.0 22



346

Citation Report

# Article IF Citations

6254 Recovering Drug-Induced Apoptosis Subnetwork from Connectivity Map Data. BioMed Research
International, 2015, 2015, 1-11. 0.9 11

6255
Whole Exome- and mRNA-Sequencing of an AT/RT Case Reveals Few Somatic Mutations and Several
Deregulated Signalling Pathways in the Context ofSMARCB1Deficiency. BioMed Research International,
2015, 2015, 1-12.

0.9 6

6256 Functional genome-wide siRNA screen identifies KIAA0586 as mutated in Joubert syndrome. ELife, 2015, 4,
e06602. 2.8 64

6257 MicroRNA-132 enhances transition from inflammation to proliferation during wound healing. Journal
of Clinical Investigation, 2015, 125, 3008-3026. 3.9 165

6258 Profiling and initial validation of urinary microRNAs as biomarkers in IgA nephropathy. PeerJ, 2015, 3,
e990. 0.9 36

6259 CDH13andHCRTR2May Be Associated with Hypersomnia Symptom of Bipolar Depression: A Genome-Wide
Functional Enrichment Pathway Analysis. Psychiatry Investigation, 2015, 12, 402. 0.7 14

6260 Proteomic Analysis of Lipid Raft-Like Detergent-Resistant Membranes of Lens Fiber Cells. , 2015, 56, 8349. 27

6261 Clinically relevant genes and regulatory pathways associated with NRASQ61 mutations in melanoma
through an integrative genomics approach. Oncotarget, 2015, 6, 2496-2508. 0.8 16

6262 Analysis of Gene Expression During the Development of Congestive Heart Failure After Myocardial
Infarction in Rat Models. International Heart Journal, 2015, 56, 444-449. 0.5 5

6263 In Silico Gene Regulatory Network of the Maurer's Cleft Pathway in Plasmodium falciparum.
Evolutionary Bioinformatics, 2015, 11, EBO.S25585. 0.6 2

6264 CEMP1 Induces Transformation in Human Gingival Fibroblasts. PLoS ONE, 2015, 10, e0127286. 1.1 16

6265
The transcriptome and miRNome profiling of glioblastoma tissues and peritumoral regions highlights
molecular pathways shared by tumors and surrounding areas and reveals differences between
short-term and long-term survivors. Oncotarget, 2015, 6, 22526-22552.

0.8 30

6266 Altered Salivary Protein Profiles among Individuals Diagnosed with Cervical Dysplasia and Cervical
Carcinoma in Situ. Cancer and Clinical Oncology, 2015, 5, 63. 0.2 1

6267 Identification of Putative Major Space Genes Using Genome-Wide Literature Data. , 0, , . 4

6268 Comparative Transcriptome Analyses Reveal Core Parasitism Genes and Suggest Gene Duplication and
Repurposing as Sources of Structural Novelty. Molecular Biology and Evolution, 2015, 32, 767-790. 3.5 137

6269 DNA repair and recovery of RNA synthesis following exposure to ultraviolet light are delayed in long
genes. Nucleic Acids Research, 2015, 43, 2744-2756. 6.5 64

6270 Characterizing and controlling the inflammatory network during influenza A virus infection.
Scientific Reports, 2014, 4, 3799. 1.6 61

6271 Contrasting expression patterns of coding and noncoding parts of the human genome upon oxidative
stress. Scientific Reports, 2015, 5, 9737. 1.6 62



347

Citation Report

# Article IF Citations

6272 Genome-wide transcriptional profiling analysis reveals annexin A6 as a novel EZH2 target gene
involving gastric cellular proliferation. Molecular BioSystems, 2015, 11, 1980-1986. 2.9 15

6273 Selective neuronal targeting, protection and signaling network analysis via dopamine-mediated
mesoporous silica nanoparticles. MedChemComm, 2015, 6, 1117-1129. 3.5 12

6274
<i>Dictyostelium discoideum</i> has a highly Q/N-rich proteome and shows an unusual resilience to
protein aggregation. Proceedings of the National Academy of Sciences of the United States of America,
2015, 112, E2620-9.

3.3 87

6275 Expression, Purification, and Identification of Associated Proteins of the Full-length hCDK12/CyclinK
Complex. Journal of Biological Chemistry, 2015, 290, 1786-1795. 1.6 44

6276 The FBXL10/KDM2B Scaffolding Protein Associates with Novel Polycomb Repressive Complex-1 to
Regulate Adipogenesis. Journal of Biological Chemistry, 2015, 290, 4163-4177. 1.6 33

6277 Transcription Factor PAX6 (Paired Box 6) Controls Limbal Stem Cell Lineage in Development and
Disease. Journal of Biological Chemistry, 2015, 290, 20448-20454. 1.6 54

6278 Genome-Wide DNA Methylation Analysis in Melanoma Reveals the Importance of CpG Methylation in
MITF Regulation. Journal of Investigative Dermatology, 2015, 135, 1820-1828. 0.3 46

6279 Recovery from severe H7N9 disease is associated with diverse response mechanisms dominated by CD8+
T cells. Nature Communications, 2015, 6, 6833. 5.8 241

6280 Trbp regulates heart function through microRNA-mediated Sox6 repression. Nature Genetics, 2015, 47,
776-783. 9.4 53

6281 Gene selection for the reconstruction of stem cell differentiation trees: a linear programming
approach. Bioinformatics, 2015, 31, 2676-2682. 1.8 0

6282 Gene expression profiles of Vibrio parahaemolyticus in viable but non-culturable state. FEMS
Microbiology Ecology, 2015, 91, . 1.3 38

6283 Interactome analysis reveals that FAM161A, deficient in recessive retinitis pigmentosa, is a component
of the Golgi-centrosomal network. Human Molecular Genetics, 2015, 24, 3359-3371. 1.4 19

6284 Technical guide for applications of gene expression profiling in human health risk assessment of
environmental chemicals. Regulatory Toxicology and Pharmacology, 2015, 72, 292-309. 1.3 60

6285 Position-specific binding of FUS to nascent RNA regulates mRNA length. Genes and Development, 2015,
29, 1045-1057. 2.7 98

6286 Secretome protein signature of human gastrointestinal stromal tumor cells. Experimental Cell
Research, 2015, 336, 158-170. 1.2 6

6287
Transcriptome analysis reveals transmembrane targets on transplantable midbrain dopamine
progenitors. Proceedings of the National Academy of Sciences of the United States of America, 2015,
112, E1946-E1955.

3.3 52

6288 TFmiR: a web server for constructing and analyzing disease-specific transcription factor and miRNA
co-regulatory networks. Nucleic Acids Research, 2015, 43, W283-W288. 6.5 48

6289 Regulatory networks in retinal ischemia-reperfusion injury. BMC Genetics, 2015, 16, 43. 2.7 11



348

Citation Report

# Article IF Citations

6290 Characterization and identification of hidden rare variants in the human genome. BMC Genomics, 2015,
16, 340. 1.2 24

6291 Proteomics approaches shed new light on hibernation physiology. Journal of Comparative Physiology
B: Biochemical, Systemic, and Environmental Physiology, 2015, 185, 607-627. 0.7 42

6292 Regulation of NF-ÎºB signaling by oxidized glycerophospholipid and IL-1Î² induced miRs-21-3p and -27a-5p in
human aortic endothelial cells. Journal of Lipid Research, 2015, 56, 38-50. 2.0 33

6293 SC3-seq: a method for highly parallel and quantitative measurement of single-cell gene expression.
Nucleic Acids Research, 2015, 43, e60-e60. 6.5 104

6294 Intratracheally instilled titanium dioxide nanoparticles translocate to heart and liver and activate
complement cascade in the heart of C57BL/6 mice. Nanotoxicology, 2015, 9, 1013-1022. 1.6 92

6295 Subclonal Genomic Architectures of Primary and Metastatic Colorectal Cancer Based on
Intratumoral Genetic Heterogeneity. Clinical Cancer Research, 2015, 21, 4461-4472. 3.2 157

6296
Adaptation of the targeted capture Methyl-Seq platform for the mouse genome identifies novel
tissue-specific DNA methylation patterns of genes involved in neurodevelopment. Epigenetics, 2015, 10,
581-596.

1.3 18

6297 BMP2 repression and optimized culture conditions promote human bone marrow-derived
mesenchymal stem cell isolation. Regenerative Medicine, 2015, 10, 109-125. 0.8 27

6298 De novo assembly of a haplotype-resolved human genome. Nature Biotechnology, 2015, 33, 617-622. 9.4 73

6299 Consequences of impaired purine recycling on the proteome in a cellular model of Leschâ€“Nyhan
disease. Molecular Genetics and Metabolism, 2015, 114, 570-579. 0.5 10

6300 Plasmodium falciparum complicated malaria: Modulation and connectivity between exportome and
variant surface antigen gene families. Molecular and Biochemical Parasitology, 2015, 201, 31-46. 0.5 13

6301 Murine Norovirus Replication Induces G<sub>0</sub>/G<sub>1</sub>Cell Cycle Arrest in
Asynchronously Growing Cells. Journal of Virology, 2015, 89, 6057-6066. 1.5 29

6302 Smg6/Est1 licenses embryonic stem cell differentiation via nonsenseâ€•mediated <scp>mRNA</scp> decay.
EMBO Journal, 2015, 34, 1630-1647. 3.5 108

6303 Apoptosis Signal-regulating Kinase 1 promotes Ochratoxin A-induced renal cytotoxicity. Scientific
Reports, 2015, 5, 8078. 1.6 38

6304 MutS HOMOLOG1-Derived Epigenetic Breeding Potential in Tomato. Plant Physiology, 2015, 168, 222-232. 2.3 66

6305 Genome-wide analysis of copy number variations in Chinese sheep using array comparative genomic
hybridization. Small Ruminant Research, 2015, 128, 19-26. 0.6 13

6306 Genomics of Ecological Adaptation in Cactophilic Drosophila. Genome Biology and Evolution, 2015, 7,
349-366. 1.1 51

6307 Genome-wide analysis of long noncoding RNA expression profile in papillary thyroid carcinoma. Gene,
2015, 569, 109-117. 1.0 79



349

Citation Report

# Article IF Citations

6308 Gammaherpesvirus infection modulates the temporal and spatial expression of SCGB1A1 (CCSP) and
BPIFA1 (SPLUNC1) in the respiratory tract. Laboratory Investigation, 2015, 95, 610-624. 1.7 8

6309 Multiscale analysis of the murine intestine for modeling human diseases. Integrative Biology (United) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 702 Td (Kingdom), 2015, 7, 740-757.0.6 6

6310
Functional enrichment analysis of three Alzheimer's disease genome-wide association studies
identities DAB1 as a novel candidate liability/protective gene. Biochemical and Biophysical Research
Communications, 2015, 463, 490-495.

1.0 24

6311
Proteomic analysis of Plasmodium falciparum induced alterations in humans from different endemic
regions of India to decipher malaria pathogenesis and identify surrogate markers of severity. Journal
of Proteomics, 2015, 127, 103-113.

1.2 21

6312
Simultaneous Enrichment of Plasma Soluble and Extracellular Vesicular Glycoproteins Using
Prolonged Ultracentrifugation-Electrostatic Repulsion-hydrophilic Interaction Chromatography
(PUC-ERLIC) Approach*. Molecular and Cellular Proteomics, 2015, 14, 1657-1671.

2.5 28

6313 Differential Features of AIRE-Induced and AIRE-Independent Promiscuous Gene Expression in Thymic
Epithelial Cells. Journal of Immunology, 2015, 195, 498-506. 0.4 77

6314
Low Molecular Weight Fraction of Commercial Human Serum Albumin Induces Morphologic and
Transcriptional Changes of Bone Marrow-Derived Mesenchymal Stem Cells. Stem Cells Translational
Medicine, 2015, 4, 945-955.

1.6 21

6315 Neuroprotective mechanisms activated in non-seizing rats exposed to sarin. Brain Research, 2015, 1618,
136-148. 1.1 6

6316 Functional Module Analysis for Gene Coexpression Networks with Network Integration. IEEE/ACM
Transactions on Computational Biology and Bioinformatics, 2015, 12, 1146-1160. 1.9 26

6317
Cardiac Energy Dependence on Glucose Increases Metabolites Related to Glutathione and Activates
Metabolic Genes Controlled by Mechanistic Target of Rapamycin. Journal of the American Heart
Association, 2015, 4, .

1.6 27

6318
Genome-wide DNA methylation analysis in dermal fibroblasts from patients with diffuse and limited
systemic sclerosis reveals common and subset-specific DNA methylation aberrancies. Annals of the
Rheumatic Diseases, 2015, 74, 1612-1620.

0.5 148

6319 Gene expression profiling reveals a possible role for somatostatin in the innate immune response of
the liver. Genomics Data, 2015, 5, 42-45. 1.3 1

6320 Integrating Transcriptome and Genome Re-Sequencing Data to Identify Key Genes and Mutations
Affecting Chicken Eggshell Qualities. PLoS ONE, 2015, 10, e0125890. 1.1 20

6321 Visual annotation display (VLAD): a tool for finding functional themes in lists of genes. Mammalian
Genome, 2015, 26, 567-573. 1.0 37

6322
Global alterations of the transcriptional landscape during yeast growth and development in the
absence of Ume6-dependent chromatin modification. Molecular Genetics and Genomics, 2015, 290,
2031-2046.

1.0 11

6323 Characterization of chemokine and chemokine receptor expression during Pneumocystis infection in
healthy and immunodeficient mice. Microbes and Infection, 2015, 17, 638-650. 1.0 7

6324 Tamoxifen induces a pluripotency signature in breast cancer cells and human tumors. Molecular
Oncology, 2015, 9, 1744-1759. 2.1 26

6325 Whole genome methylation array reveals the down-regulation of IGFBP6 and SATB2 by HIV-1. Scientific
Reports, 2015, 5, 10806. 1.6 25



350

Citation Report

# Article IF Citations

6326 Host microbiota constantly control maturation and function of microglia in the CNS. Nature
Neuroscience, 2015, 18, 965-977. 7.1 2,340

6327 Systematic DNA methylation analysis of multiple cell lines reveals common and specific patterns
within and across tissues of origin. Human Molecular Genetics, 2015, 24, 4374-4384. 1.4 39

6328 Genome-wide meta-analysis identifies multiple novel associations and ethnic heterogeneity of
psoriasis susceptibility. Nature Communications, 2015, 6, 6916. 5.8 154

6329 The pervasiveness and plasticity of circadian oscillations: the coupled circadian-oscillators
framework. Bioinformatics, 2015, 31, 3181-3188. 1.8 24

6330 General hallmarks of microRNAs in brain evolution and development. RNA Biology, 2015, 12, 701-708. 1.5 74

6331 Target of Rapamycin Complex 2 regulates cell growth via Myc in Drosophila. Scientific Reports, 2015, 5,
10339. 1.6 19

6332 MAPK feedback encodes a switch and timer for tunable stress adaptation in yeast. Science Signaling,
2015, 8, ra5. 1.6 46

6333 Quantitative phosphoproteomics reveals crosstalk between phosphorylation and <i>O</i>â€•GlcNAc in
the DNA damage response pathway. Proteomics, 2015, 15, 591-607. 1.3 60

6334 LCâ€•MS/MSâ€•based serum proteomics for identification of candidate biomarkers for hepatocellular
carcinoma. Proteomics, 2015, 15, 2369-2381. 1.3 66

6335 Establishing Criteria for Human Mesenchymal Stem Cell Potency. Stem Cells, 2015, 33, 1878-1891. 1.4 163

6337 Widespread disruption of host transcription termination in HSV-1 infection. Nature Communications,
2015, 6, 7126. 5.8 245

6338 Association of Adipose Tissue Inflammation With Histologic Severity of Nonalcoholic Fatty Liver
Disease. Gastroenterology, 2015, 149, 635-648.e14. 0.6 249

6339 Potassium currents inhibition by gambierol analogs prevents human T lymphocyte activation. Archives
of Toxicology, 2015, 89, 1119-1134. 1.9 15

6340 Drug-target based cross-sectional analysis of olfactory drug effects. European Journal of Clinical
Pharmacology, 2015, 71, 461-471. 0.8 20

6341 Genome-wide analysis of alternative transcripts in human breast cancer. Breast Cancer Research and
Treatment, 2015, 151, 295-307. 1.1 26

6342 PPARÎ± via HNF4Î± regulates the expression of genes encoding hepatic amino acid catabolizing enzymes to
maintain metabolic homeostasis. Genes and Nutrition, 2015, 10, 452. 1.2 15

6343 Differential effects of basolateral and apical iron supply on iron transport in Caco-2 cells. Genes and
Nutrition, 2015, 10, 463. 1.2 8

6344 De Novo Nonsense Mutations in KAT6A, a Lysine Acetyl-Transferase Gene, Cause a Syndrome Including
Microcephaly and Global Developmental Delay. American Journal of Human Genetics, 2015, 96, 498-506. 2.6 115



351

Citation Report

# Article IF Citations

6345 Redox-regulated fate of neural stem progenitor cells. Biochimica Et Biophysica Acta - General
Subjects, 2015, 1850, 1543-1554. 1.1 37

6346 High-throughput prescreening of pharmaceuticals using a genome-wide bacterial bioreporter array.
Biosensors and Bioelectronics, 2015, 68, 699-704. 5.3 18

6347 Integration of gene expression and GWAS results supports involvement of calcium signaling in
Schizophrenia. Schizophrenia Research, 2015, 164, 92-99. 1.1 31

6348 Hippocampal Gene Expression Is Highly Responsive to Estradiol Replacement in Middle-Aged Female Rats.
Endocrinology, 2015, 156, 2632-2645. 1.4 51

6349 Bioinformatic analysis of the effect of type II diabetes on skin wound healing. Genetics and Molecular
Research, 2015, 14, 4802-4811. 0.3 3

6350 Extended Fast Search Clustering Algorithm : Widely Density Clusters, No Density Peaks. , 2015, , . 8

6351 A plastic SQSTM1/p62-dependent autophagic reserve maintains proteostasis and determines proteasome
inhibitor susceptibility in multiple myeloma cells. Autophagy, 2015, 11, 1161-1178. 4.3 82

6352 Characterization of the Transcriptome of Nascent Hair Cells and Identification of Direct Targets of
the Atoh1 Transcription Factor. Journal of Neuroscience, 2015, 35, 5870-5883. 1.7 136

6353 Regulation of Peripheral Nerve Myelin Maintenance by Gene Repression through Polycomb Repressive
Complex 2. Journal of Neuroscience, 2015, 35, 8640-8652. 1.7 48

6354 Gene Expression Analyses Identify Narp Contribution in the Development of l-DOPA-Induced Dyskinesia.
Journal of Neuroscience, 2015, 35, 96-111. 1.7 39

6355 Glucose Induces Sensitivity to Oxygen Deprivation and Modulates Insulin/IGF-1 Signaling and Lipid
Biosynthesis in<i>Caenorhabditis elegans</i>. Genetics, 2015, 200, 167-184. 1.2 32

6356 Deep Sequencing in Microdissected Renal Tubules Identifies Nephron Segmentâ€“Specific
Transcriptomes. Journal of the American Society of Nephrology: JASN, 2015, 26, 2669-2677. 3.0 455

6357 PATZ1 Is a DNA Damage-Responsive Transcription Factor That Inhibits p53 Function. Molecular and
Cellular Biology, 2015, 35, 1741-1753. 1.1 27

6358 Retinal pigment epithelial cells display specific transcriptional responses upon TNF-Î± stimulation.
British Journal of Ophthalmology, 2015, 99, 700-704. 2.1 21

6359 A specific type of cyclin-like F-box domain gene is involved in the cryogenic autolysis of Volvariella
volvacea. Mycologia, 2015, 107, 313-318. 0.8 12

6360 Effects of <i>Rosmarinus officinalis</i> extract on human primary omental preadipocytes and
adipocytes. Experimental Biology and Medicine, 2015, 240, 884-895. 1.1 18

6361 A network model for angiogenesis in ovarian cancer. BMC Bioinformatics, 2015, 16, 115. 1.2 60

6362 Distribution of miRNA genes in the pig genome. BMC Genetics, 2015, 16, 6. 2.7 15



352

Citation Report

# Article IF Citations

6363 Transcriptomic profiles of aging in purified human immune cells. BMC Genomics, 2015, 16, 333. 1.2 58

6364 Identification of sample-specific regulations using integrative network level analysis. BMC Cancer,
2015, 15, 319. 1.1 11

6365
Transcriptomic signatures in whole blood of patients who acquire a chronic inflammatory response
syndrome (CIRS) following an exposure to the marine toxin ciguatoxin. BMC Medical Genomics, 2015, 8,
15.

0.7 24

6366 Oxygen and glucose deprivation induces widespread alterations in mRNA translation within
20Â minutes. Genome Biology, 2015, 16, 90. 3.8 110

6367 Deconstructing the genetic basis of spent sulphite liquor tolerance using deep sequencing of
genome-shuffled yeast. Biotechnology for Biofuels, 2015, 8, 53. 6.2 25

6368 Analysis of Clostridium beijerinckii NCIMB 8052â€™s transcriptional response to ferulic acid and its
application to enhance the strain tolerance. Biotechnology for Biofuels, 2015, 8, 68. 6.2 26

6369 Dynamic expression of miRNAs across immature and adult stages of the malaria mosquito Anopheles
stephensi. Parasites and Vectors, 2015, 8, 179. 1.0 35

6370 Transcriptional profiling of PRKG2-null growth plate identifies putative down-stream targets of
PRKG2. BMC Research Notes, 2015, 8, 177. 0.6 9

6371 Wnt/Î²-catenin controls follistatin signalling to regulate satellite cell myogenic potential. Skeletal
Muscle, 2015, 5, 14. 1.9 75

6372 Changes in cellular microRNA expression induced by porcine circovirus type 2-encoded proteins.
Veterinary Research, 2015, 46, 39. 1.1 18

6373 Nuclear p120-catenin contributes to anoikis resistance of Lobular Breast Cancer through
Kaiso-dependent Wnt11 expression. DMM Disease Models and Mechanisms, 2015, 8, 373-84. 1.2 29

6374
Ascorbic Acid-Induced Cardiac Differentiation of Murine Pluripotent Stem Cells: Transcriptional
Profiling and Effect of a Small Molecule Synergist of Wnt/Î²-Catenin Signaling Pathway. Cellular
Physiology and Biochemistry, 2015, 36, 810-830.

1.1 23

6375 Fostering synergy between cell biology and systems biology. Trends in Cell Biology, 2015, 25, 440-445. 3.6 2

6376 Identification and characterization of the specific murine NK cell subset supporting
graft-versus-leukemia- and reducing graft-versus-host-effects. OncoImmunology, 2015, 4, e981483. 2.1 38

6377 Comparative proteomics analysis of the antitumor effect of CIGB-552 peptide in HT-29 colon
adenocarcinoma cells. Journal of Proteomics, 2015, 126, 163-171. 1.2 13

6378 Roles of Progesterone Receptor A and B Isoforms During Human Endometrial Decidualization.
Molecular Endocrinology, 2015, 29, 882-895. 3.7 79

6379 Mir-17âˆ¼92 Governs Motor Neuron Subtype Survival by Mediating Nuclear PTEN. Cell Reports, 2015, 11,
1305-1318. 2.9 23

6380 Transcriptomic Changes in Zebrafish Embryos and Larvae Following Benzo[a]pyrene Exposure.
Toxicological Sciences, 2015, 146, 395-411. 1.4 37



353

Citation Report

# Article IF Citations

6381 Zebrafish yap1 plays a role in differentiation of hair cells in posterior lateral line. Scientific Reports,
2014, 4, 4289. 1.6 26

6382 The Metabolic Syndrome and Microvascular Complications in a Murine Model of Type 2 Diabetes.
Diabetes, 2015, 64, 3294-3304. 0.3 49

6383
MWCNTs of different physicochemical properties cause similar inflammatory responses, but
differences in transcriptional and histological markers of fibrosis in mouse lungs. Toxicology and
Applied Pharmacology, 2015, 284, 16-32.

1.3 159

6384 Transcriptomic profiling of linolenic acid-responsive genes in ROS signaling from RNA-seq data in
Arabidopsis. Frontiers in Plant Science, 2015, 6, 122. 1.7 51

6385 Cell-intrinsic adaptation of lipid composition to local crowding drives social behaviour. Nature, 2015,
523, 88-91. 13.7 88

6386 Genomic Instability of Osteosarcoma Cell Lines in Culture: Impact on the Prediction of Metastasis
Relevant Genes. PLoS ONE, 2015, 10, e0125611. 1.1 35

6387 Zinc Finger Protein 407 (ZFP407) Regulates Insulin-stimulated Glucose Uptake and Glucose Transporter
4 (Glut4) mRNA. Journal of Biological Chemistry, 2015, 290, 6376-6386. 1.6 34

6388 Using Transcriptional Signatures to Assess Immune Cell Function: From Basic Mechanisms to
Immune-Related Disease. Journal of Molecular Biology, 2015, 427, 3356-3367. 2.0 6

6389 Temporal proteomics of NGF-TrkA signaling identifies an inhibitory role for the E3 ligase Cbl-b in
neuroblastoma cell differentiation. Science Signaling, 2015, 8, ra40. 1.6 64

6390 APP intracellular domain acts as a transcriptional regulator of miR-663 suppressing neuronal
differentiation. Cell Death and Disease, 2015, 6, e1651-e1651. 2.7 42

6392 Global Proteomics Analysis of the Response to Starvation in C. elegans*. Molecular and Cellular
Proteomics, 2015, 14, 1989-2001. 2.5 32

6393 Functional Gene Networks: R/Bioc package to generate and analyse gene networks derived from
functional enrichment and clustering. Bioinformatics, 2015, 31, 1686-1688. 1.8 81

6394
Purification of Neural Precursor Cells Reveals the Presence of Distinct, Stimulus-Specific
Subpopulations of Quiescent Precursors in the Adult Mouse Hippocampus. Journal of Neuroscience,
2015, 35, 8132-8144.

1.7 43

6395 xHeinz: an algorithm for mining cross-species network modules under a flexible conservation model.
Bioinformatics, 2015, 31, 3147-3155. 1.8 4

6396 Accurate transcriptome-wide prediction of microRNA targets and small interfering RNA off-targets
with MIRZA-G. Nucleic Acids Research, 2015, 43, 1380-1391. 6.5 62

6397 Oviduct-Embryo Interactions in Cattle: Two-Way Traffic or a One-Way Street?1. Biology of
Reproduction, 2015, 92, 144. 1.2 84

6398 Correlated gene expression supports synchronous activity in brain networks. Science, 2015, 348,
1241-1244. 6.0 532

6399 C9ORF72 GGGGCC Expanded Repeats Produce Splicing Dysregulation which Correlates with Disease
Severity in Amyotrophic Lateral Sclerosis. PLoS ONE, 2015, 10, e0127376. 1.1 83



354

Citation Report

# Article IF Citations

6400 Environmental Temperature Differentially Modulates C.Â elegans Longevity through a Thermosensitive
TRP Channel. Cell Reports, 2015, 11, 1414-1424. 2.9 81

6401 MicroRNA-Seq Data Analysis Pipeline to Identify Blood Biomarkers for Alzheimer's Disease from Public
Data. Biomarker Insights, 2015, 10, BMI.S25132. 1.0 154

6402 Accurate Prediction and Validation of Response to Endocrine Therapy in Breast Cancer. Journal of
Clinical Oncology, 2015, 33, 2270-2278. 0.8 96

6403 KeyGenes, a Tool to Probe Tissue Differentiation Using a Human Fetal Transcriptional Atlas. Stem Cell
Reports, 2015, 4, 1112-1124. 2.3 118

6404 Kernel Generalized Canonical Correlation Analysis. Computational Statistics and Data Analysis, 2015,
90, 114-131. 0.7 31

6405 Inhibition of zygotic DNA repair: transcriptome analysis of the offspring in trout (Oncorhynchus) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 542 Td (mykiss). Reproduction, 2015, 149, 101-111.1.1 26

6406 Plasma Kallikrein-Kinin System as a VEGF-Independent Mediator of Diabetic Macular Edema. Diabetes,
2015, 64, 3588-3599. 0.3 70

6407 aRrayLasso: a network-based approach to microarray interconversion: Fig. 1.. Bioinformatics, 2015, 31,
btv469. 1.8 0

6408 Comprehensive transcriptional landscape of aging mouse liver. BMC Genomics, 2015, 16, 899. 1.2 98

6409 Purification of LC/GC-MS based biomolecular expression profiles using a topic model. , 2015, , . 1

6410 Identification of differential splicing genes in gliomas using exon expression profiling. Molecular
Medicine Reports, 2015, 11, 843-850. 1.1 17

6411 In silico screening of alleged miRNAs associated with cell competition: an emerging cellular event in
cancer. Cellular and Molecular Biology Letters, 2015, 20, 798-815. 2.7 5

6412 Microarray profiling of preselected CHO host cell subclones identifies gene expression patterns
associated with inâ€•creased production capacity. Biotechnology Journal, 2015, 10, 1625-1638. 1.8 22

6413 RABBIC: Rank-Based BIClustering Algorithm. , 2015, , . 0

6414 Global analyses revealed ageâ€•related alterations in innate immune responses after stimulation of
pathogen recognition receptors. Aging Cell, 2015, 14, 421-432. 3.0 155

6415
Relating Chemical Structure to Cellular Response: An Integrative Analysis of Gene Expression,
Bioactivity, and Structural Data Across 11,000 Compounds. CPT: Pharmacometrics and Systems
Pharmacology, 2015, 4, 576-584.

1.3 47

6416 Intergenic<i>Alu</i>exonisation facilitates the evolution of tissue-specific transcript ends. Nucleic
Acids Research, 2015, 43, gkv956. 6.5 31

6417 Understanding heterogeneity in pregnancy-associated breast cancer. , 2015, , . 0



355

Citation Report

# Article IF Citations

6418 Identification of Potential Non-invasive Biomarkers for Breast Cancer Prognosis and Treatment by
Systematic Bioinformatics Analysis. , 2015, , . 1

6419 Comprehensive transcriptomic analysis of molecularly targeted drugs in cancer for target pathway
evaluation. Cancer Science, 2015, 106, 909-920. 1.7 18

6420
The gene expression signature of anagrelide provides an insight into its mechanism of action and
uncovers new regulators of megakaryopoiesis. Journal of Thrombosis and Haemostasis, 2015, 13,
1103-1112.

1.9 13

6421 Draft genome sequence of a natural isolated Saccharomyces cerevisiae from Colombia. , 2015, , . 2

6422 Genomic copy number variation in Mus musculus. BMC Genomics, 2015, 16, 497. 1.2 46

6423 Eukaryotic translation elongation factor-1 alpha is associated with a specific subset of mRNAs in
Trypanosoma cruzi. BMC Microbiology, 2015, 15, 104. 1.3 20

6424 A protocol of histone modification-based mechanistic study of acupuncture in patients with stable
angina pectoris. BMC Complementary and Alternative Medicine, 2015, 15, 139. 3.7 11

6425 RNA sequencing from human neutrophils reveals distinct transcriptional differences associated with
chronic inflammatory states. BMC Medical Genomics, 2015, 8, 55. 0.7 61

6426 Spatio-temporal regulation of circular RNA expression during porcine embryonic brain development.
Genome Biology, 2015, 16, 245. 3.8 422

6427
Distal 10q trisomy with copy number gain in chromosome region 10q23.1â€“10q25.1: the Wnt signaling
pathway is the most pertinent to the gene content in the region of copy number gain: a case report.
BMC Research Notes, 2015, 8, 250.

0.6 5

6428 Deletion of the <i>App-Runx1</i> region in mice models human partial monosomy 21. DMM Disease
Models and Mechanisms, 2015, 8, 623-634. 1.2 12

6429 Novel Genes Affecting Blood Pressure Detected Via Gene-Based Association Analysis. G3: Genes,
Genomes, Genetics, 2015, 5, 1035-1042. 0.8 19

6430
Identification of Wnt Pathway Target Genes Regulating the Division and Differentiation of Larval Seam
Cells and Vulval Precursor Cells in<i>Caenorhabditis elegans</i>. G3: Genes, Genomes, Genetics, 2015,
5, 1551-1566.

0.8 18

6431
Genome-Wide Analysis of<i>Drosophila</i>RBf2 Protein Highlights the Diversity of RB Family Targets
and Possible Role in Regulation of Ribosome Biosynthesis. G3: Genes, Genomes, Genetics, 2015, 5,
1503-1515.

0.8 15

6432 SUMO-Enriched Proteome for Drosophila Innate Immune Response. G3: Genes, Genomes, Genetics, 2015,
5, 2137-2154. 0.8 31

6433 Codon and Amino Acid Usage Are Shaped by Selection Across Divergent Model Organisms of the
Pancrustacea. G3: Genes, Genomes, Genetics, 2015, 5, 2307-2321. 0.8 20

6434 Genetic Background is a Key Determinant of Glomerular Extracellular Matrix Composition and
Organization. Journal of the American Society of Nephrology: JASN, 2015, 26, 3021-3034. 3.0 39

6435 Origin and diversification of wings: Insights from a neopteran insect. Proceedings of the National
Academy of Sciences of the United States of America, 2015, 112, 15946-15951. 3.3 64



356

Citation Report

# Article IF Citations

6436 Comparative sequence analyses of genome and transcriptome reveal novel transcripts and variants in
the Asian elephant Elephas maximus. Journal of Biosciences, 2015, 40, 891-907. 0.5 18

6437 The 20 <i>S</i> proteasome core, active within apoptotic exosome-like vesicles, induces autoantibody
production and accelerates rejection. Science Translational Medicine, 2015, 7, 318ra200. 5.8 147

6438
Shifting eating to the circadian rest phase misaligns the peripheral clocks with the master SCN clock
and leads to a metabolic syndrome. Proceedings of the National Academy of Sciences of the United
States of America, 2015, 112, E6691-8.

3.3 151

6439 Improving compoundâ€“protein interaction prediction by building up highly credible negative samples.
Bioinformatics, 2015, 31, i221-i229. 1.8 201

6440 Essential role for TMEM100 in vascular integrity but limited contributions to the pathogenesis of
hereditary haemorrhagic telangiectasia. Cardiovascular Research, 2015, 105, 353-360. 1.8 30

6441
Genome-wide gene expression analysis for target genes to differentiate patients with intestinal
tuberculosis and Crohnâ€™s disease and discriminative value of FOXP3 mRNA expression.
Gastroenterology Report, 2016, 4, gov015.

0.6 11

6442 Spatiotemporal dynamics of the postnatal developing primate brain transcriptome. Human Molecular
Genetics, 2015, 24, 4327-4339. 1.4 53

6443 <i>Lhx6</i>and<i>Lhx8</i>promote palate development through negative regulation of a cell cycle
inhibitor gene,<i>p57<sup>Kip2</sup></i>. Human Molecular Genetics, 2015, 24, 5024-5039. 1.4 31

6444
Proton irradiation impacts age-driven modulations of cancer progression influenced by immune
system transcriptome modifications from splenic tissue. Journal of Radiation Research, 2015, 56,
792-803.

0.8 10

6445 Assessing the prevalence of mycoplasma contamination in cell culture via a survey of NCBI's RNA-seq
archive. Nucleic Acids Research, 2015, 43, 2535-2542. 6.5 80

6446 Identification of U2AF(35)-dependent exons by RNA-Seq reveals a link between 3â€² splice-site organization
and activity of U2AF-related proteins. Nucleic Acids Research, 2015, 43, 3747-3763. 6.5 35

6447 The feedback control of UPF3 is crucial for RNA surveillance in plants. Nucleic Acids Research, 2015,
43, 4219-4235. 6.5 23

6448 CellWhere: graphical display of interaction networks organized on subcellular localizations.
Nucleic Acids Research, 2015, 43, W571-W575. 6.5 23

6449 Duplex stem-loop-containing quadruplex motifs in the human genome: a combined genomic and
structural study. Nucleic Acids Research, 2015, 43, 5630-5646. 6.5 66

6450 DIANA-miRPath v3.0: deciphering microRNA function with experimental support. Nucleic Acids
Research, 2015, 43, W460-W466. 6.5 1,494

6451
Longitudinal epigenetic and gene expression profiles analyzed by three-component analysis reveal
down-regulation of genes involved in protein translation in human aging. Nucleic Acids Research,
2015, 43, e100-e100.

6.5 35

6452 Genome-wide promoter binding profiling of protein phosphatase-1 and its major nuclear targeting
subunits. Nucleic Acids Research, 2015, 43, 5771-5784. 6.5 19

6453 Gene target specificity of the Super Elongation Complex (SEC) family: how HIV-1 Tat employs selected
SEC members to activate viral transcription. Nucleic Acids Research, 2015, 43, 5868-5879. 6.5 65



357

Citation Report

# Article IF Citations

6454 Ecstasy (MDMA) Alters Cardiac Gene Expression and DNA Methylation: Implications for Circadian
Rhythm Dysfunction in the Heart. Toxicological Sciences, 2015, 148, 183-191. 1.4 16

6455
A systems-level approach to parental genomic imprinting: the imprinted gene network includes
extracellular matrix genes and regulates cell cycle exit and differentiation. Genome Research, 2015, 25,
353-367.

2.4 78

6456 The WRKY Transcription Factor WRKY71/EXB1 Controls Shoot Branching by Transcriptionally
Regulating <i>RAX</i> Genes in Arabidopsis. Plant Cell, 2015, 27, 3112-3127. 3.1 102

6457 Glucocorticoid receptor and nuclear factor kappa-b affect three-dimensional chromatin
organization. Genome Biology, 2015, 16, 264. 3.8 48

6458 Long-term neural and physiological phenotyping of a single human. Nature Communications, 2015, 6,
8885. 5.8 353

6459 The ancestral gene repertoire of animal stem cells. Proceedings of the National Academy of Sciences
of the United States of America, 2015, 112, E7093-100. 3.3 88

6460 Heuristic principal component analysis-based unsupervised feature extraction and its application to
gene expression analysis of amyotrophic lateral sclerosis data sets. , 2015, , . 24

6461 Dual RNA-seq of Nontypeable Haemophilus influenzae and Host Cell Transcriptomes Reveals Novel
Insights into Host-Pathogen Cross Talk. MBio, 2015, 6, e01765-15. 1.8 123

6462 Metabolic changes in marine medaka fish (Oryzias javanicus) in response to acute 4-nonlyphenol
toxicity. Biochip Journal, 2015, 9, 322-331. 2.5 7

6463 Gene set enrichment ensemble using fold change data only. Journal of Biomedical Informatics, 2015, 57,
189-203. 2.5 5

6464
Carbon black nanoparticles induce biphasic gene expression changes associated with inflammatory
responses in the lungs of C57BL/6 mice following a single intratracheal instillation. Toxicology and
Applied Pharmacology, 2015, 289, 573-588.

1.3 45

6465 Human cerebral organoids recapitulate gene expression programs of fetal neocortex development.
Proceedings of the National Academy of Sciences of the United States of America, 2015, 112, 15672-15677. 3.3 870

6466 Genes implicated in stem-cell identity and temporal-program are directly targeted by Notch in
neuroblast tumours. Development (Cambridge), 2015, 143, 219-31. 1.2 27

6467 Xanthophylls lutein and zeaxanthin modify gene expression and induce synthesis of hyaluronan in
keratinocyte model of human skin. Biochemistry and Biophysics Reports, 2015, 4, 52-58. 0.7 10

6468 Gene Expression Profiling Reveals a Novel Regulatory Role for Sox21 Protein in Mouse Trophoblast
Stem Cell Differentiation. Journal of Biological Chemistry, 2015, 290, 30152-30162. 1.6 10

6469 Prox1 and fibroblast growth factor receptors form a novel regulatory loop controlling lens fiber
differentiation and gene expression. Development (Cambridge), 2015, 143, 318-28. 1.2 59

6470 Evaluating the use of HILIC in large-scale, multi dimensional proteomics: Horses for courses?.
International Journal of Mass Spectrometry, 2015, 391, 105-114. 0.7 10

6471 Chemical Modifications Mark Alternatively Spliced and Uncapped Messenger RNAs in Arabidopsis. Plant
Cell, 2015, 27, 3024-3037. 3.1 42



358

Citation Report

# Article IF Citations

6472 Insights into Sex Chromosome Evolution and Aging from the Genome of a Short-Lived Fish. Cell, 2015,
163, 1527-1538. 13.5 251

6473 The RNA-binding proteomes from yeast to man harbour conserved enigmRBPs. Nature Communications,
2015, 6, 10127. 5.8 385

6474
IsoDOT Detects Differential RNA-Isoform Expression/Usage With Respect to a Categorical or
Continuous Covariate With High Sensitivity and Specificity. Journal of the American Statistical
Association, 2015, 110, 975-986.

1.8 10

6475 Evolutionary Transition from Pathogenicity to Commensalism: Global Regulator Mutations Mediate
Fitness Gains through Virulence Attenuation. Molecular Biology and Evolution, 2015, 32, 2883-2896. 3.5 52

6476 iTRAQ-based quantitative proteomics analysis of rice leaves infected by Rice stripe virus reveals
several proteins involved in symptom formation. Virology Journal, 2015, 12, 99. 1.4 50

6477 STAT5-regulated microRNA-193b controls haematopoietic stem and progenitor cell expansion by
modulating cytokine receptor signalling. Nature Communications, 2015, 6, 8928. 5.8 47

6478 Large-scale transcriptome sequencing reveals novel expression patterns for key sex-related genes in a
sex-changing fish. Biology of Sex Differences, 2015, 6, 26. 1.8 100

6479 A Dynamic Unfolded Protein Response Contributes to the Control of Cortical Neurogenesis.
Developmental Cell, 2015, 35, 553-567. 3.1 169

6480 Multiple networks modules identification by a multi-dimensional Markov chain method. Network
Modeling Analysis in Health Informatics and Bioinformatics, 2015, 4, 1. 1.2 4

6481
Fasting protects mice from lethal DNA damage by promoting small intestinal epithelial stem cell
survival. Proceedings of the National Academy of Sciences of the United States of America, 2015, 112,
E7148-54.

3.3 82

6482 Cdc42-dependent actin dynamics controls maturation and secretory activity of dendritic cells.
Journal of Cell Biology, 2015, 211, 553-567. 2.3 40

6483 SREBP and MDT-15 protect <i>C. elegans</i> from glucose-induced accelerated aging by preventing
accumulation of saturated fat. Genes and Development, 2015, 29, 2490-2503. 2.7 101

6484 Characterization of a Hormone-Responsive Organotypic Human Vaginal Tissue Model: Morphologic
and Immunologic Effects. Reproductive Sciences, 2015, 22, 980-990. 1.1 26

6485 Epigenetic regulation of puberty via Zinc finger protein-mediated transcriptional repression. Nature
Communications, 2015, 6, 10195. 5.8 72

6486 Analyzing differential regulatory networks modulated by continuous-state genomic features in
glioblastoma multiforme. , 2015, , . 1

6487
Low-dose radiation affects cardiac physiology: gene networks and molecular signaling in
cardiomyocytes. American Journal of Physiology - Heart and Circulatory Physiology, 2015, 309,
H1947-H1963.

1.5 51

6488
Distinctive pro-inflammatory gene signatures induced in articular chondrocytes by oncostatin M and
IL-6 are regulated by Suppressor ofÂ Cytokine Signaling-3. Osteoarthritis and Cartilage, 2015, 23,
1743-1754.

0.6 13

6489 Expression and function of<i>miR-</i>155 in breast cancer. Biotechnology and Biotechnological
Equipment, 2015, 29, 840-843. 0.5 13



359

Citation Report

# Article IF Citations

6490 Hsp27 Acts as a Master Molecular Chaperone and Plays an Essential Role in Hepatocellular Carcinoma
Progression. Digestion, 2015, 92, 192-202. 1.2 18

6491 Common Viral Integration Sites Identified in Avian Leukosis Virus-Induced B-Cell Lymphomas. MBio,
2015, 6, e01863-15. 1.8 25

6492 Identifying the pre-transition state during biological processes by hidden Markov model. , 2015, , . 0

6493 Distributed processing of biological interactions using Hadoop. , 2015, , . 0

6494 Integrated Analysis of Gene Expression Data for Colon Cancer Biomarker Discovery. , 2015, , . 0

6495 Model-based and context-specific background correction and differential methylation testing for
MBDCap-seq. , 2015, , . 0

6496 Toxicogenomic analysis of pharmacological active coumarins isolated from Calophyllum brasiliense.
Genomics Data, 2015, 6, 258-259. 1.3 4

6497 Sox7 is dispensable for primitive endoderm differentiation from mouse ES cells. BMC Developmental
Biology, 2015, 15, 37. 2.1 10

6498 Membrane Proteome Analysis of Glioblastoma Cell Invasion. Journal of Neuropathology and
Experimental Neurology, 2015, 74, 425-441. 0.9 41

6499 Comprehensive circular RNA profiling reveals that circular RNA100783 is involved in chronic
CD28-associated CD8(+)T cell ageing. Immunity and Ageing, 2015, 12, 17. 1.8 97

6500 Gamma-secretase-independent role for cadherin-11 in neurotrophin receptor p75 (p75NTR) mediated
glioblastoma cell migration. Molecular and Cellular Neurosciences, 2015, 69, 41-53. 1.0 19

6501 Age-Associated Methylation Suppresses SPRY1 , Leading to a Failure of Re-quiescence and Loss of the
Reserve Stem Cell Pool in Elderly Muscle. Cell Reports, 2015, 13, 1172-1182. 2.9 95

6502 NSD1 mutations generate a genome-wide DNA methylation signature. Nature Communications, 2015, 6,
10207. 5.8 170

6503 Guilt-by association approach to identify novel human aging-related genes using protein domains. ,
2015, , . 0

6504 A Molecular-Level Landscape of Diet-Gut Microbiome Interactions: Toward Dietary Interventions
Targeting Bacterial Genes. MBio, 2015, 6, e01263-15. 1.8 33

6505 Understanding gene expression in coronary artery disease through global profiling, network analysis
and independent validation of key candidate genes. Journal of Genetics, 2015, 94, 601-610. 0.4 19

6506 Progressive Differentiation and Instructive Capacities of Amniotic Fluid and Cerebrospinal Fluid
Proteomes following Neural Tube Closure. Developmental Cell, 2015, 35, 789-802. 3.1 77

6507 The genetic basis of natural variation in mushroom body size in Drosophila melanogaster. Nature
Communications, 2015, 6, 10115. 5.8 48



360

Citation Report

# Article IF Citations

6508 Factors affecting the gene expression of<i>in vitro</i>cultured human preimplantation embryos.
Human Reproduction, 2016, 31, dev306. 0.4 32

6509 Characterization of secretomes provides evidence for adipose-derived mesenchymal stromal cells
subtypes. Stem Cell Research and Therapy, 2015, 6, 221. 2.4 114

6510 Deep sequencing reveals cell-type-specific patterns of single-cell transcriptome variation. Genome
Biology, 2015, 16, 122. 13.9 95

6511 Integrating prior biological knowledge and graphical LASSO for network inference. , 2015, , . 5

6512 Cardiac Disease Status Dictates Functional mRNA Targeting Profiles of Individual MicroRNAs.
Circulation: Cardiovascular Genetics, 2015, 8, 774-784. 5.1 8

6513 Osteoclasts control reactivation of dormant myeloma cells by remodelling the endosteal niche.
Nature Communications, 2015, 6, 8983. 5.8 296

6514 Exploiting Ordinal Class Structure in Multiclass Classification: Application to Ovarian Cancer. IEEE
Life Sciences Letters, 2015, 1, 15-18. 1.2 10

6515 Comparative analysis of blood and saliva expression profiles in chronic and refractory periodontitis
patients. BMC Oral Health, 2015, 15, 166. 0.8 11

6516 Development of an in vitro test to identify respiratory sensitizers in bronchial epithelial cells using
gene expression profiling. Toxicology in Vitro, 2015, 30, 274-280. 1.1 12

6517
Efficacy of Carboplatin Alone and in Combination with ABT888 in Intracranial Murine Models of
<i>BRCA</i>-Mutated and <i>BRCA</i>â€“Wild-Type Triple-Negative Breast Cancer. Molecular Cancer
Therapeutics, 2015, 14, 920-930.

1.9 62

6518 Phosphorylation Site Profiling of NG108 Cells Using Quadrupole-Orbitrap Mass Spectrometry.
Neuromethods, 2015, , 127-141. 0.2 2

6519 Beyond antioxidant genes in the ancient Nrf2 regulatory network. Free Radical Biology and Medicine,
2015, 88, 452-465. 1.3 74

6520 Myocardial ischemic preconditioning in a porcine model leads to rapid changes in cardiac
extracellular vesicle messenger RNA content. IJC Heart and Vasculature, 2015, 8, 62-67. 0.6 5

6521
Proteomic Analysis Reveals Distinct Metabolic Differences Between Granulocyte-Macrophage Colony
Stimulating Factor (GM-CSF) and Macrophage Colony Stimulating Factor (M-CSF) Grown Macrophages
Derived from Murine Bone Marrow Cells*. Molecular and Cellular Proteomics, 2015, 14, 2722-2732.

2.5 23

6522 TNF-Î± mutation affects the gene expression profiles of patients with multiple trauma. European Journal
of Inflammation, 2015, 13, 109-116. 0.2 2

6523 Directional migration and transcriptional analysis of oligodendrocyte precursors subjected to
stimulation of electrical signal. American Journal of Physiology - Cell Physiology, 2015, 309, C532-C540. 2.1 22

6524
Transcriptomic and metabolomic approaches to investigate the molecular responses of human cell
lines exposed to the flame retardant hexabromocyclododecane (HBCD). Toxicology in Vitro, 2015, 29,
2116-2123.

1.1 15

6525 Tracking the Evolving Spatial-Temporal Gene Networks. IFAC-PapersOnLine, 2015, 48, 1365-1368. 0.5 0



361

Citation Report

# Article IF Citations

6526 Beyond the one-locus-one-miRNA paradigm: microRNA isoforms enable deeper insights into breast
cancer heterogeneity. Nucleic Acids Research, 2015, 43, 9158-9175. 6.5 134

6527 Transplantation of rat embryonic stem cell-derived retinal progenitor cells preserves the retinal
structure and function in rat retinal degeneration. Stem Cell Research and Therapy, 2015, 6, 219. 2.4 22

6528 The Molecular Signatures Database Hallmark Gene Set Collection. Cell Systems, 2015, 1, 417-425. 2.9 7,719

6529
KENeV : A web-application for the automated reconstruction and visualization of the enriched
metabolic and signaling super-pathways deriving from genomic experiments. Computational and
Structural Biotechnology Journal, 2015, 13, 248-255.

1.9 11

6530 Screening of human chromosome 21 genes in the dorsolateral prefrontal cortex of individuals with
Down syndrome. Molecular Medicine Reports, 2015, 11, 1235-1239. 1.1 4

6531 Dynamics in Transcriptomics: Advancements in RNA-seq Time Course and Downstream Analysis.
Computational and Structural Biotechnology Journal, 2015, 13, 469-477. 1.9 74

6532 Deep proteomic profiling of vasopressin-sensitive collecting duct cells. II. Bioinformatic analysis of
vasopressin signaling. American Journal of Physiology - Cell Physiology, 2015, 309, C799-C812. 2.1 32

6533 Exome Sequencing Identifies a c.148-1G&gt;C Mutation of TBX5 in a Holt-Oram Family with Unusual
Genotype-Phenotype Correlations. Cellular Physiology and Biochemistry, 2015, 37, 1066-1074. 1.1 11

6534 Acute Lung Injury Results from Innate Sensing of Viruses by an ER Stress Pathway. Cell Reports, 2015,
11, 1591-1603. 2.9 48

6535 Suppression of PGC-1Î± Is Critical for Reprogramming Oxidative Metabolism in Renal Cell Carcinoma.
Cell Reports, 2015, 12, 116-127. 2.9 140

6536 PGC Reversion to Pluripotency Involves Erasure of DNA Methylation from Imprinting Control Centers
followed by Locus-Specific Re-methylation. Stem Cell Reports, 2015, 5, 337-349. 2.3 16

6537 Molecular characterisation of stromal populations derived from human embryonic stem cells:
Similarities to immortalised bone marrow derived stromal stem cells. Bone Reports, 2015, 3, 32-39. 0.2 1

6538 In-depth analysis of the critical genes and pathways in colorectal cancer. International Journal of
Molecular Medicine, 2015, 36, 923-930. 1.8 20

6539 Discovery of microarray-identified genes associated with ovarian cancer progression. International
Journal of Oncology, 2015, 46, 2467-2478. 1.4 34

6540 Identification of genes and transcription factors associated with glucocorticoid response in lens
epithelial cells. Molecular Medicine Reports, 2015, 11, 4073-4078. 1.1 3

6541 Transcriptional Landscape of Cardiomyocyte Maturation. Cell Reports, 2015, 13, 1705-1716. 2.9 150

6542 Genetic analysis of genes causing hypertension and stroke in spontaneously hypertensive rats: Gene
expression profiles in the kidneys. International Journal of Molecular Medicine, 2015, 36, 712-724. 1.8 16

6543 Characterization and sub-cellular localization of GalNAc-binding proteins isolated from human
hepatic stellate cells. Biochemical and Biophysical Research Communications, 2015, 468, 906-912. 1.0 13



362

Citation Report

# Article IF Citations

6544 Neuronal calcium signaling pathways are associated with the development of epilepsy. Molecular
Medicine Reports, 2015, 11, 196-202. 1.1 14

6545 Identification of differentially expressed genes associated with burn sepsis using microarray.
International Journal of Molecular Medicine, 2015, 36, 1623-1629. 1.8 11

6546 Gene expression profile for predicting survival of patients with meningioma. International Journal of
Oncology, 2015, 46, 791-797. 1.4 11

6547 Identification of several hub-genes associated with periodontitis using integrated microarray
analysis. Molecular Medicine Reports, 2015, 11, 2541-2547. 1.1 16

6548 CD90 is upregulated in gastric cancer tissues and inhibits gastric cancer cell apoptosis by modulating
the expression level of SPARC protein. Oncology Reports, 2015, 34, 2497-2506. 1.2 19

6549
Maternal Diet Enriched with Î±-Linolenic or Saturated Fatty Acids Differentially Regulates Gene
Expression in the Liver of Mouse Offspring. Journal of Nutrigenetics and Nutrigenomics, 2015, 8,
185-194.

1.8 8

6550 Gene set enrichment and topological analyses based on interaction networks in pediatric acute
lymphoblastic leukemia. Oncology Letters, 2015, 10, 3354-3362. 0.8 5

6551 Identifying specific proteins involved in eggshell membrane formation using gene expression analysis
and bioinformatics. BMC Genomics, 2015, 16, 792. 1.2 47

6552 HDAC6 activity is a non-oncogene addiction hub for inflammatory breast cancers. Breast Cancer
Research, 2015, 17, 149. 2.2 42

6553
Low-dose Î³-irradiation induces dual radio-adaptive responses depending on the post-irradiation time by
altering microRNA expression profiles in normal human dermal fibroblasts. International Journal of
Molecular Medicine, 2015, 35, 227-237.

1.8 13

6554 Identify Potential Regulators in HIV-1 Latency by Joint microRNA and mRNA Analysis. Cellular
Physiology and Biochemistry, 2015, 36, 569-584. 1.1 7

6555 Functional Network Analysis Reveals Versatile MicroRNAs in Human Heart. Cellular Physiology and
Biochemistry, 2015, 36, 1628-1643. 1.1 17

6556 Identification of a conserved set of upregulated genes in mouse skeletal muscle hypertrophy and
regrowth. Journal of Applied Physiology, 2015, 118, 86-97. 1.2 26

6557 Comprehensive Transcriptome Analysis Reveals Accelerated Genic Evolution in a Tibet Fish,
Gymnodiptychus pachycheilus. Genome Biology and Evolution, 2015, 7, 251-261. 1.1 112

6558 Epigenetics and sex differences in the brain: A genome-wide comparison of histone-3 lysine-4
trimethylation (H3K4me3) in male and female mice. Experimental Neurology, 2015, 268, 21-29. 2.0 73

6559
Potent inhibition of VEGFRâ€•2 activation by tight binding of green tea epigallocatechin gallate and apple
procyanidins to VEGF: Relevance to angiogenesis. Molecular Nutrition and Food Research, 2015, 59,
401-412.

1.5 45

6560
Characterization of Human Cyclin-Dependent Kinase 12 (CDK12) and CDK13 Complexes in C-Terminal
Domain Phosphorylation, Gene Transcription, and RNA Processing. Molecular and Cellular Biology,
2015, 35, 928-938.

1.1 153

6561 Persistent STAT5 activation in myeloid neoplasms recruits p53 into gene regulation. Oncogene, 2015, 34,
1323-1332. 2.6 34



363

Citation Report

# Article IF Citations

6562 Chromatin Landscape Defined by Repressive Histone Methylation during Oligodendrocyte
Differentiation. Journal of Neuroscience, 2015, 35, 352-365. 1.7 103

6563
Use of nextâ€•generation sequencing and candidate gene analysis to identify underlying defects in
patients with inherited platelet function disorders. Journal of Thrombosis and Haemostasis, 2015, 13,
643-650.

1.9 63

6564 Gene expression profiling reveals biological pathways responsible for phenotypic heterogeneity
between UK and Sri Lankan oral squamous cell carcinomas. Oral Oncology, 2015, 51, 237-246. 0.8 11

6565 GeneFriends: a human RNA-seq-based gene and transcript co-expression database. Nucleic Acids
Research, 2015, 43, D1124-D1132. 6.5 108

6566 Identification of Hepatocellular Carcinomaâ€“Related Genes with a Machine Learning and Network
Analysis. Journal of Computational Biology, 2015, 22, 63-71. 0.8 53

6567 Changes in the leukocyte methylome and its effect on cardiovascular-related genes after exercise.
Journal of Applied Physiology, 2015, 118, 475-488. 1.2 67

6568 Transcriptional Reversion of Cardiac Myocyte Fate During Mammalian Cardiac Regeneration.
Circulation Research, 2015, 116, 804-815. 2.0 131

6569 iTRAQ-based proteomic identification of proteins involved in anti-angiogenic effects of Panduratin A
on HUVECs. Phytomedicine, 2015, 22, 203-212. 2.3 8

6570 Systematic analysis of gene expression pattern in has-miR-760 overexpressed resistance of the MCF-7
human breast cancer cell to doxorubicin. Biomedicine and Pharmacotherapy, 2015, 69, 162-169. 2.5 29

6571 Mechanisms and consequences of carnosine-induced activation of intestinal epithelial cells. Journal
of Functional Foods, 2015, 13, 32-37. 1.6 12

6572
Temperature-dependent innate defense against the common cold virus limits viral replication at warm
temperature in mouse airway cells. Proceedings of the National Academy of Sciences of the United
States of America, 2015, 112, 827-832.

3.3 199

6573 Frequent involvement of chromatin remodeler alterations in gastric field cancerization. Cancer
Letters, 2015, 357, 328-338. 3.2 55

6574 Evaluating Multiplexed Quantitative Phosphopeptide Analysis on a Hybrid Quadrupole Mass
Filter/Linear Ion Trap/Orbitrap Mass Spectrometer. Analytical Chemistry, 2015, 87, 1241-1249. 3.2 146

6575
Genomeâ€•wide methylation analysis in vestibular schwannomas shows putative mechanisms of gene
expression modulation and global hypomethylation at the HOX gene cluster. Genes Chromosomes and
Cancer, 2015, 54, 197-209.

1.5 14

6576 Alternative Generation of CNS Neural Stem Cells and PNS Derivatives from Neural Crest-Derived
Peripheral Stem Cells. Stem Cells, 2015, 33, 574-588. 1.4 18

6577 Nocturnal to Diurnal Transition in the Common Ancestor of Haplorrhines: Evidence from
Genomic-Scan for Positively Selected Genes. Journal of Genetics and Genomics, 2015, 42, 33-37. 1.7 4

6578 The Dnmt3L ADD Domain Controls Cytosine Methylation Establishment during Spermatogenesis. Cell
Reports, 2015, 10, 944-956. 2.9 39

6579 Long noncoding RNAs as a novel component of the Myc transcriptional network. FASEB Journal, 2015,
29, 2338-2346. 0.2 67



364

Citation Report

# Article IF Citations

6580 MAFG Is a Transcriptional Repressor of Bile Acid Synthesis and Metabolism. Cell Metabolism, 2015, 21,
298-311. 7.2 74

6581 Computational Gene Expression Modeling Identifies Salivary Biomarker Analysis that Predict Oral
Feeding Readiness in the Newborn. Journal of Pediatrics, 2015, 166, 282-288.e5. 0.9 21

6582 Molecular basis of carcinogenicity of tungsten alloy particles. Toxicology and Applied Pharmacology,
2015, 283, 223-233. 1.3 9

6583 Inducible expression of noggin selectively expands neural progenitors in the adult SVZ. Stem Cell
Research, 2015, 14, 79-94. 0.3 23

6584 Epigenetic changes and functional study of<i>HOXA11</i>in human gastric cancer. Epigenomics, 2015, 7,
201-213. 1.0 40

6585 Global transcriptomic profiling of Schizosaccharomyces pombe in response to nitrosative stress.
Gene, 2015, 558, 241-253. 1.0 15

6586 Tiger Swallowtail Genome Reveals Mechanisms for Speciation and Caterpillar Chemical Defense. Cell
Reports, 2015, 10, 910-919. 2.9 77

6587 Zic2 Is an Enhancer-Binding Factor Required for Embryonic Stem Cell Specification. Molecular Cell,
2015, 57, 685-694. 4.5 92

6588 Genome-wide transcriptional analyses of Chinese patients reveal cell migration is attenuated in
IDH1-mutant glioblastomas. Cancer Letters, 2015, 357, 566-574. 3.2 25

6589 Investigation of the stallion sperm proteome by mass spectrometry. Reproduction, 2015, 149, 235-244. 1.1 67

6590 HMG20A is required for SNAI1-mediated epithelial to mesenchymal transition. Oncogene, 2015, 34,
5264-5276. 2.6 46

6591 Reconstruction of Canine Diffuse Large B-cell Lymphoma Gene Regulatory Network: Detection of
Functional Modules and Hub Genes. Journal of Comparative Pathology, 2015, 152, 119-130. 0.1 15

6592 Genome-wide copy number profiling using high-density SNP array in chickens. Animal Genetics, 2015, 46,
148-157. 0.6 17

6593 Effect of Histone Deacetylase Inhibitor JNJ-26481585 in Pain. Journal of Molecular Neuroscience, 2015,
55, 570-578. 1.1 21

6594 Collaborative rewiring of the pluripotency network by chromatin and signalling modulating
pathways. Nature Communications, 2015, 6, 6188. 5.8 34

6595 Proteomics Analyses of<i>Bacillus subtilis</i>after Treatment with Plumbagin, a Plant-Derived
Naphthoquinone. OMICS A Journal of Integrative Biology, 2015, 19, 12-23. 1.0 22

6596 Dissecting the Roles of MicroRNAs in Coronary Heart Disease via Integrative Genomic Analyses.
Arteriosclerosis, Thrombosis, and Vascular Biology, 2015, 35, 1011-1021. 1.1 53

6597 Lysine Malonylation Is Elevated in Type 2 Diabetic Mouse Models and Enriched in Metabolic Associated
Proteins. Molecular and Cellular Proteomics, 2015, 14, 227-236. 2.5 101



365

Citation Report

# Article IF Citations

6598 The Herbicide Linuron Inhibits Cholesterol Biosynthesis and Induces Cellular Stress Responses in
Brown Trout. Environmental Science &amp; Technology, 2015, 49, 3110-3118. 4.6 29

6599 Integrative analysis of ocular complications in atherosclerosis unveils pathway convergence and
crosstalk. Journal of Receptor and Signal Transduction Research, 2015, 35, 149-164. 1.3 11

6600 Predicting of disease genes for gestational diabetes mellitus based on network and functional
consistency. European Journal of Obstetrics, Gynecology and Reproductive Biology, 2015, 186, 91-96. 0.5 6

6601 mRNA expression profiles in circulating tumor cells of metastatic colorectal cancer patients.
Molecular Oncology, 2015, 9, 920-932. 2.1 37

6602 Repurposing the Antipsychotic Trifluoperazine as an Antimetastasis Agent. Molecular Pharmacology,
2015, 87, 501-512. 1.0 49

6603
Changes in cholesterol homeostasis and acute phase response link pulmonary exposure to
multi-walled carbon nanotubes to risk of cardiovascular disease. Toxicology and Applied
Pharmacology, 2015, 283, 210-222.

1.3 57

6604
Comparative Proteome Profiling during Cardiac Hypertrophy and Myocardial Infarction Reveals
Altered Glucose Oxidation by Differential Activation of Pyruvate Dehydrogenase E1 Component
Subunit Î². Journal of Molecular Biology, 2015, 427, 2104-2120.

2.0 26

6605 Systematic Investigation of Cellular Response and Pleiotropic Effects in Atorvastatin-Treated Liver
Cells by MS-Based Proteomics. Journal of Proteome Research, 2015, 14, 1600-1611. 1.8 9

6606 E2a Is Necessary for Smad2/3-Dependent Transcription and the Direct Repression of lefty during
Gastrulation. Developmental Cell, 2015, 32, 345-357. 3.1 23

6607 Effects of bacterial inactivation methods on downstream proteomic analysis. Journal of
Microbiological Methods, 2015, 112, 3-10. 0.7 7

6608 The Sm protein methyltransferase <scp>PRMT</scp>5 is not required for primordial germ cell
specification in mice. EMBO Journal, 2015, 34, 748-758. 3.5 41

6609 Toward defining the anatomoâ€•proteomic puzzle of the human brain: An integrative analysis.
Proteomics - Clinical Applications, 2015, 9, 796-807. 0.8 13

6610
Gene expression profiling of <scp>E</scp>wing sarcoma tumours reveals the prognostic importance
of tumourâ€“stromal interactions: a report from the <scp>C</scp>hildren's <scp>O</scp>ncology
<scp>G</scp>roup. Journal of Pathology: Clinical Research, 2015, 1, 83-94.

1.3 66

6611 How consistent are the transcriptome changes associated with cold acclimation in two species of the
Drosophila virilis group?. Heredity, 2015, 115, 13-21. 1.2 43

6612 MEF2 Transcription Factors Regulate Distinct Gene Programs in Mammalian Skeletal Muscle
Differentiation. Journal of Biological Chemistry, 2015, 290, 1256-1268. 1.6 92

6613 Chromatin modifications and genomic contexts linked to dynamic DNA methylation patterns across
human cell types. Scientific Reports, 2015, 5, 8410. 1.6 11

6614
Comparison of toxicogenomics and traditional approaches to inform mode of action and points of
departure in human health risk assessment of benzo[<i>a</i>]pyrene in drinking water. Critical
Reviews in Toxicology, 2015, 45, 1-43.

1.9 135

6615 Identification of Metastasis-Suppressive microRNAs in Primary Melanoma. Journal of the National
Cancer Institute, 2015, 107, . 3.0 47



366

Citation Report

# Article IF Citations

6616 DNA binding by FOXP3 domain-swapped dimer suggests mechanisms of long-range chromosomal
interactions. Nucleic Acids Research, 2015, 43, 1268-1282. 6.5 49

6617 PRDM16 binds MED1 and controls chromatin architecture to determine a brown fat transcriptional
program. Genes and Development, 2015, 29, 298-307. 2.7 112

6618 Identification and Pharmacological Inactivation of the MYCN Gene Network as a Therapeutic Strategy
for Neuroblastic Tumor Cells. Journal of Biological Chemistry, 2015, 290, 2198-2212. 1.6 43

6619

Quantitative Proteomics Reveals Dynamic Interaction of c-Jun N-terminal Kinase (JNK) with RNA
Transport Granule Proteins Splicing Factor Proline- and Glutamine-rich (Sfpq) and Non-POU
Domain-containing Octamer-binding Protein (Nono) during Neuronal Differentiation. Molecular and
Cellular Proteomics, 2015, 14, 50-65.

2.5 17

6620 The RIG-I-like helicase receptor MDA5 (IFIH1) is involved in the host defense against Candida infections.
European Journal of Clinical Microbiology and Infectious Diseases, 2015, 34, 963-974. 1.3 69

6621 Toxicoproteomic analysis of pulmonary carbon nanotube exposure using LC-MS/MS. Toxicology, 2015,
329, 80-87. 2.0 14

6622 Transcriptomic analysis of Rongchang pig brains and livers. Gene, 2015, 560, 96-106. 1.0 12

6623 Molecular mechanisms of osteoarthritis using gene microarrays. Acta Histochemica, 2015, 117, 62-68. 0.9 20

6624 A novel strategy for targeted killing of tumor cells: Induction of multipolar acentrosomal mitotic
spindles with a quinazolinone derivative mdiviâ€•1. Molecular Oncology, 2015, 9, 488-502. 2.1 22

6625 Conserved epigenomic signals in mice and humans reveal immune basis of Alzheimerâ€™s disease. Nature,
2015, 518, 365-369. 13.7 526

6626 Identification of common genetic variants controlling transcript isoform variation in human whole
blood. Nature Genetics, 2015, 47, 345-352. 9.4 103

6627 Rapid Analyses of Proteomes and Interactomes Using an Integrated Solid-Phase Extractionâ€“Liquid
Chromatographyâ€“MS/MS System. Journal of Proteome Research, 2015, 14, 977-985. 1.8 6

6628 Quantitative Proteomics Reveals Novel Insights into Isoniazid Susceptibility in Mycobacteria Mediated
by a Universal Stress Protein. Journal of Proteome Research, 2015, 14, 1445-1454. 1.8 23

6629
Assessment of DNA damage and mRNA/miRNA transcriptional expression profiles in hyperglycemic
versus non-hyperglycemic patients with type 2 diabetes mellitus. Mutation Research - Fundamental and
Molecular Mechanisms of Mutagenesis, 2015, 776, 98-110.

0.4 22

6630 Proteomic Characterization of the Nucleolar Linker Histone H1 Interaction Network. Journal of
Molecular Biology, 2015, 427, 2056-2071. 2.0 42

6631 An Integrated Quantitative and Targeted Proteomics Reveals Fitness Mechanisms of <i>Aeromonas
hydrophila</i> under Oxytetracycline Stress. Journal of Proteome Research, 2015, 14, 1515-1525. 1.8 52

6632 Lipid droplet remodeling and interaction with mitochondria in mouse brown adipose tissue during
cold treatment. Biochimica Et Biophysica Acta - Molecular Cell Research, 2015, 1853, 918-928. 1.9 113

6633 Mitofusin 2 is required to maintain mitochondrial coenzyme Q levels. Journal of Cell Biology, 2015,
208, 429-442. 2.3 180



367

Citation Report

# Article IF Citations

6634 Characterization of BRD4 during Mammalian Postmeiotic Sperm Development. Molecular and Cellular
Biology, 2015, 35, 1433-1448. 1.1 38

6635 Epigenome profiling reveals significant DNA demethylation of interferon signature genes in lupus
neutrophils. Journal of Autoimmunity, 2015, 58, 59-66. 3.0 161

6636
Integrative Analysis of Genomics and Proteomics Data on Clinical Breast Cancer Tissue Specimens
Extracted with Acid Guanidinium Thiocyanateâ€“Phenolâ€“Chloroform. Journal of Proteome Research,
2015, 14, 1627-1636.

1.8 17

6637 Enhanced MyoD-Induced Transdifferentiation to a Myogenic Lineage by Fusion to a Potent
Transactivation Domain. ACS Synthetic Biology, 2015, 4, 689-699. 1.9 30

6638 Early Growth Response 3 regulates genes of inflammation and directly activates IL6 and IL8 expression
in prostate cancer. British Journal of Cancer, 2015, 112, 755-764. 2.9 62

6639 Target profiling of zerumbone using a novel cell-permeable clickable probe and quantitative chemical
proteomics. Chemical Communications, 2015, 51, 5497-5500. 2.2 26

6640 Deregulated Myc Requires MondoA/Mlx for Metabolic Reprogramming and Tumorigenesis. Cancer Cell,
2015, 27, 271-285. 7.7 172

6641 Hypothalamic gene expression underlying preâ€•hibernation satiety. Genes, Brain and Behavior, 2015, 14,
310-318. 1.1 34

6642 High-Antibody-Producing Chinese Hamster Ovary Cells Up-Regulate Intracellular Protein Transport
and Glutathione Synthesis. Journal of Proteome Research, 2015, 14, 609-618. 1.8 60

6643 Interactome analysis of AMP-activated protein kinase (AMPK)-Î±1 and -Î²1 in INS-1 pancreatic beta-cells by
affinity purification-mass spectrometry. Scientific Reports, 2014, 4, 4376. 1.6 36

6644 Revealing Shared and Distinct Gene Network Organization in Arabidopsis Immune Responses by
Integrative Analysis. Plant Physiology, 2015, 167, 1186-1203. 2.3 62

6645 Smoking-Associated Site-Specific Differential Methylation in Buccal Mucosa in the COPDGene Study.
American Journal of Respiratory Cell and Molecular Biology, 2015, 53, 246-254. 1.4 49

6646 Distinct microRNA expression in endometrial lymphocytes, endometrium, and trophoblast during
spontaneous porcine fetal loss. Journal of Reproductive Immunology, 2015, 107, 64-79. 0.8 22

6647 Translational Downregulation of HSP90 Expression by Iron Chelators in Neuroblastoma Cells.
Molecular Pharmacology, 2015, 87, 513-524. 1.0 18

6648 Identification and characterization of microRNA sequences from bovine mammary epithelial cells.
Journal of Dairy Science, 2015, 98, 1696-1705. 1.4 22

6649 Bias in microRNA functional enrichment analysis. Bioinformatics, 2015, 31, 1592-1598. 1.8 100

6650 Immune-related pathways including HLA-DRB1âˆ—13:02 are associated with panic disorder. Brain, Behavior,
and Immunity, 2015, 46, 96-103. 2.0 15

6651 Establishment and characterization of a bladder cancer cell line with enhanced doxorubicin
resistance by mevalonate pathway activation. Tumor Biology, 2015, 36, 3293-3300. 0.8 21



368

Citation Report

# Article IF Citations

6652 Altered hepatic gene expression in nonalcoholic fatty liver disease is associated with lower hepatic
nâ€•3 and nâ€•6 polyunsaturated fatty acids. Hepatology, 2015, 61, 1565-1578. 3.6 235

6653 Identification of proteins associated with Aha1 in HeLa cells by quantitative proteomics. Biochimica Et
Biophysica Acta - Proteins and Proteomics, 2015, 1854, 365-380. 1.1 10

6654
Pan-viral-microRNA screening identifies interferon inhibition as a common function of diverse
viruses. Proceedings of the National Academy of Sciences of the United States of America, 2015, 112,
1856-1861.

3.3 9

6655
Multidimensional electrostatic repulsionâ€“hydrophilic interaction chromatography (ERLIC) for
quantitative analysis of the proteome and phosphoproteome in clinical and biomedical research.
Biochimica Et Biophysica Acta - Proteins and Proteomics, 2015, 1854, 460-468.

1.1 20

6656 FOXO1 is Required for Binding of PR on IRF4, Novel Transcriptional Regulator of Endometrial Stromal
Decidualization. Molecular Endocrinology, 2015, 29, 421-433. 3.7 82

6657 Succinylome Analysis Reveals the Involvement of Lysine Succinylation in Metabolism in Pathogenic
Mycobacterium tuberculosis*. Molecular and Cellular Proteomics, 2015, 14, 796-811. 2.5 117

6658 Upregulation of MG53 Induces Diabetic Cardiomyopathy Through Transcriptional Activation of
Peroxisome Proliferation-Activated Receptor Î±. Circulation, 2015, 131, 795-804. 1.6 120

6659 Transcription Factors GATA4 and HNF4A Control Distinct Aspects of Intestinal Homeostasis in
Conjunction with Transcription Factor CDX2. Journal of Biological Chemistry, 2015, 290, 1850-1860. 1.6 64

6660 Transcriptomics of two evolutionary novelties: how to make a spermâ€•transfer organ out of an anal fin
and a sexually selected â€œswordâ€• out of a caudal fin. Ecology and Evolution, 2015, 5, 848-864. 0.8 11

6662 Pollutants bioavailability and toxicological risk from microplastics to marine mussels.
Environmental Pollution, 2015, 198, 211-222. 3.7 989

6663 Alternative mRNA transcription, processing, and translation: insights from RNA sequencing. Trends in
Genetics, 2015, 31, 128-139. 2.9 283

6664 Interaction of the Androgen Receptor, ETV1, and PTEN Pathways in Mouse Prostate Varies with
Pathological Stage and Predicts Cancer Progression. Hormones and Cancer, 2015, 6, 67-86. 4.9 7

6665 ATF4 Gene Network Mediates Cellular Response to the Anticancer PAD Inhibitor YW3-56 in
Triple-Negative Breast Cancer Cells. Molecular Cancer Therapeutics, 2015, 14, 877-888. 1.9 55

6666 Loss of Cdh1 and Trp53 in the uterus induces chronic inflammation with modification of tumor
microenvironment. Oncogene, 2015, 34, 2471-2482. 2.6 24

6667 Bovine sperm plasma membrane proteomics through biotinylation and subcellular enrichment.
Proteomics, 2015, 15, 1906-1920. 1.3 33

6668 Global correlation analysis for microRNA and gene expression profiles in human obesity. Pathology
Research and Practice, 2015, 211, 361-368. 1.0 28

6669 Multipronged quantitative proteomic analyses indicate modulation of various signal transduction
pathways in human meningiomas. Proteomics, 2015, 15, 394-407. 1.3 54

6670 DNA methylation and RNA expression profiles in lung adenocarcinomas of never-smokers. Cancer
Genetics, 2015, 208, 253-260. 0.2 14



369

Citation Report

# Article IF Citations

6671
Transcriptomes reveal alterations in gravity impact circadian clocks and activate
mechanotransduction pathways with adaptation through epigenetic change. Physiological Genomics,
2015, 47, 113-128.

1.0 28

6672 Characterization of the nasopharyngeal carcinoma methylome identifies aberrant disruption of key
signaling pathways and methylated tumor suppressor genes. Epigenomics, 2015, 7, 155-173. 1.0 52

6673 Human PrimPol is a highly error-prone polymerase regulated by single-stranded DNA binding proteins.
Nucleic Acids Research, 2015, 43, 1056-1068. 6.5 93

6674
Transcriptome analysis of Escherichia coli O157:H7 grown inÂ vitro in the sterile-filtrated cecal
content of human gut microbiota associated rats reveals an adaptive expression of metabolic and
virulence genes. Microbes and Infection, 2015, 17, 23-33.

1.0 13

6675 Effects of copy number variable regions on local gene expression in white blood cells of Mexican
Americans. European Journal of Human Genetics, 2015, 23, 1229-1235. 1.4 7

6676 Htt CAG repeat expansion confers pleiotropic gains of mutant huntingtin function in chromatin
regulation. Human Molecular Genetics, 2015, 24, 2442-2457. 1.4 53

6677 BDNF Stimulation of Protein Synthesis in Cortical Neurons Requires the MAP Kinase-Interacting Kinase
MNK1. Journal of Neuroscience, 2015, 35, 972-984. 1.7 76

6678
Common Dysregulation of Ribosomal Genes Present in Infants with Acute Respiratory Infection of
Respiratory Syncytial Virus, Rhinovirus, and Influenza A. Pediatric, Allergy, Immunology, and
Pulmonology, 2015, 28, 32-40.

0.3 1

6679 A novel X-linked trichothiodystrophy associated with a nonsense mutation in RNF113A. Journal of
Medical Genetics, 2015, 52, 269-274. 1.5 302

6680 Transcriptome profiling of the cancer and adjacent nontumor tissues from cervical squamous cell
carcinoma patients by RNA sequencing. Tumor Biology, 2015, 36, 3309-3317. 0.8 21

6681 Methylome sequencing in triple-negative breast cancer reveals distinct methylation clusters with
prognostic value. Nature Communications, 2015, 6, 5899. 5.8 162

6682
The gene expression profile of porcine alveolar macrophages infected with a highly pathogenic
porcine reproductive and respiratory syndrome virus indicates overstimulation of the innate immune
system by the virus. Archives of Virology, 2015, 160, 649-662.

0.9 16

6683 Discovering novel microRNAs and age-related nonlinear changes in rat brains using deep sequencing.
Neurobiology of Aging, 2015, 36, 1037-1044. 1.5 22

6684 Ligand-Activated PPARÎ±-Dependent DNA Demethylation Regulates the Fatty Acid Î²-Oxidation Genes in the
Postnatal Liver. Diabetes, 2015, 64, 775-784. 0.3 53

6685 Arabidopsis DET1 Represses Photomorphogenesis in Part by Negatively Regulating DELLA Protein
Abundance in Darkness. Molecular Plant, 2015, 8, 622-630. 3.9 26

6686 Integrative Data Analysis of Multi-Platform Cancer Data with a Multimodal Deep Learning Approach.
IEEE/ACM Transactions on Computational Biology and Bioinformatics, 2015, 12, 928-937. 1.9 204

6687 Single-cell-level spatial gene expression in the embryonic neural differentiation niche. Genome
Research, 2015, 25, 570-581. 2.4 6

6688 Epigenetic Regulation of the lncRNA MEG3 and Its Target c-MET in Pancreatic Neuroendocrine Tumors.
Molecular Endocrinology, 2015, 29, 224-237. 3.7 107



370

Citation Report

# Article IF Citations

6689
Targets of the <scp>S</scp>ex <scp>I</scp>nducer homeodomain proteins are required for fungal
development and virulence in <scp><i>C</i></scp><i>ryptococcus neoformans</i>. Molecular
Microbiology, 2015, 95, 804-818.

1.2 16

6690 Histone methylation patterns in astrocytes are influenced by age following ischemia. Epigenetics, 2015,
10, 142-152. 1.3 57

6691 Resistin-Like Molecule Î± in Allergen-Induced Pulmonary Vascular Remodeling. American Journal of
Respiratory Cell and Molecular Biology, 2015, 53, 303-313. 1.4 18

6692 Insights into the Evolution of Longevity from the Bowhead Whale Genome. Cell Reports, 2015, 10,
112-122. 2.9 280

6693 A subcutaneous adipose tissueâ€“liver signalling axis controls hepatic gluconeogenesis. Nature
Communications, 2015, 6, 6047. 5.8 75

6694 Integrated Whole Transcriptome and DNA Methylation Analysis Identifies Gene Networks Specific to
Late-Onset Alzheimer's Disease. Journal of Alzheimer's Disease, 2015, 44, 977-987. 1.2 62

6695 Dissecting the mechanism of colorectal tumorigenesis based on RNA-sequencing data. Experimental
and Molecular Pathology, 2015, 98, 246-253. 0.9 8

6696 Sublethal Concentrations of Carbapenems Alter Cell Morphology and Genomic Expression of
Klebsiella pneumoniae Biofilms. Antimicrobial Agents and Chemotherapy, 2015, 59, 1707-1717. 1.4 51

6697 Coupling enrichment methods with proteomics for understanding and treating disease. Proteomics -
Clinical Applications, 2015, 9, 33-47. 0.8 18

6698 Gene expression profile analysis of rat cerebellum under acute alcohol intoxication. Gene, 2015, 557,
188-194. 1.0 8

6699 Cytotoxic mechanisms of panduratin A on A375 melanoma cells: A quantitative and temporal
proteomics analysis. Proteomics, 2015, 15, 1608-1621. 1.3 13

6700 Understanding and Using Information about Cancer Genomes. , 2015, , 357-368.e3. 0

6701 Novel genotype-phenotype associations in human cancers enabled by advanced molecular platforms
and computational analysis of whole slide images. Laboratory Investigation, 2015, 95, 366-376. 1.7 54

6702 Differential Reprogramming of Isogenic Colorectal Cancer Cells by Distinct Activating KRAS
Mutations. Journal of Proteome Research, 2015, 14, 1535-1546. 1.8 65

6703 An integrated analysis of differential miRNA and mRNA expressions in human gallstones. Molecular
BioSystems, 2015, 11, 1004-1011. 2.9 22

6704 MIWI and piRNA-mediated cleavage of messenger RNAs in mouse testes. Cell Research, 2015, 25, 193-207. 5.7 266

6705 The tumour hypoxia marker pimonidazole reflects a transcriptional programme associated with
aggressive prostate cancer. British Journal of Cancer, 2015, 112, 382-390. 2.9 150

6706
DNA methylation analysis of human myoblasts during in vitro myogenic differentiation: de novo
methylation of promoters of muscle-related genes and its involvement in transcriptional
down-regulation. Human Molecular Genetics, 2015, 24, 410-423.

1.4 44



371

Citation Report

# Article IF Citations

6707
Mass Spectrometry of Human Leukocyte Antigen Class I Peptidomes Reveals Strong Effects of Protein
Abundance and Turnover on Antigen Presentation. Molecular and Cellular Proteomics, 2015, 14,
658-673.

2.5 445

6708
Sodium butyrate epigenetically modulates highâ€•fat dietâ€•induced skeletal muscle mitochondrial
adaptation, obesity and insulin resistance through nucleosome positioning. British Journal of
Pharmacology, 2015, 172, 2782-2798.

2.7 123

6709 Deciphering life history transcriptomes in different environments. Molecular Ecology, 2015, 24,
151-179. 2.0 20

6710 Mouse BRWD1 is critical for spermatid postmeiotic transcription and female meiotic chromosome
stability. Journal of Cell Biology, 2015, 208, 53-69. 2.3 39

6711 Differential DNA methylation profiles of coding and non-coding genes define hippocampal sclerosis in
human temporal lobe epilepsy. Brain, 2015, 138, 616-631. 3.7 140

6712 Temporal analysis of reciprocal miRNA-mRNA expression patterns predicts regulatory networks
during differentiation in human skeletal muscle cells. Physiological Genomics, 2015, 47, 45-57. 1.0 16

6713
HLA ligandome analysis identifies the underlying specificities of spontaneous antileukemia immune
responses in chronic lymphocytic leukemia (CLL). Proceedings of the National Academy of Sciences of
the United States of America, 2015, 112, E166-75.

3.3 150

6714 A Long Noncoding RNA on the Ribosome Is Required for Lifespan Extension. Cell Reports, 2015, 10,
339-345. 2.9 57

6715 Reactivation of epigenetically silenced miR-512 and miR-373 sensitizes lung cancer cells to cisplatin and
restricts tumor growth. Cell Death and Differentiation, 2015, 22, 1328-1340. 5.0 66

6716 Antimalarial drug artemisinin depletes erythrocytes by activating apoptotic pathways in zebrafish.
Experimental Hematology, 2015, 43, 331-341.e8. 0.2 2

6717 Potential microRNA-mediated oncogenic intercellular communication revealed by pan-cancer analysis.
Scientific Reports, 2015, 4, 7097. 1.6 26

6718 Clinical Proteomics. Methods in Molecular Biology, 2015, , . 0.4 1

6719 Human bone marrow mesenchymal stem cellâ€•derived hepatocytes express tissue inhibitor of
metalloproteinases 4 and follistatin. Liver International, 2015, 35, 2301-2310. 1.9 8

6720 Chromatin Changes at the <i>PPAR-Î³2</i> Promoter During Bone Marrow-Derived Multipotent Stromal
Cell Culture Correlate With Loss of Gene Activation Potential. Stem Cells, 2015, 33, 2169-2181. 1.4 15

6721 Neural circular RNAs are derived from synaptic genes and regulated by development and plasticity.
Nature Neuroscience, 2015, 18, 603-610. 7.1 1,024

6722 Prenatal Nutritional Deficiency Reprogrammed Postnatal Gene Expression in Mammal Brains:
Implications for Schizophrenia. International Journal of Neuropsychopharmacology, 2015, 18, . 1.0 26

6723 Cellular STAT3 Functions via PCBP2 To Restrain Epstein-Barr Virus Lytic Activation in B Lymphocytes.
Journal of Virology, 2015, 89, 5002-5011. 1.5 33

6724 Neuronal CRTC-1 Governs Systemic Mitochondrial Metabolism and Lifespan via a Catecholamine Signal.
Cell, 2015, 160, 842-855. 13.5 175



372

Citation Report

# Article IF Citations

6725 Genetic and Pharmacological Analysis Identifies a Physiological Role for the AHR in Epidermal
Differentiation. Journal of Investigative Dermatology, 2015, 135, 1320-1328. 0.3 86

6726
<i>APOBEC3B</i> expression in breast cancer reflects cellular proliferation, while a deletion
polymorphism is associated with immune activation. Proceedings of the National Academy of Sciences
of the United States of America, 2015, 112, 2841-2846.

3.3 118

6727 Proteomic analysis of elicitation of downy mildew disease resistance in pearl millet by seed priming
with Î²-aminobutyric acid and Pseudomonas fluorescens. Journal of Proteomics, 2015, 120, 58-74. 1.2 35

6728 GSK3 inhibitors CHIR99021 and 6-bromoindirubin-3â€²-oxime inhibit microRNA maturation in mouse
embryonic stem cells. Scientific Reports, 2015, 5, 8666. 1.6 27

6729 Integrating Phosphoproteome and Transcriptome Reveals New Determinants of Macrophage
Multinucleation. Molecular and Cellular Proteomics, 2015, 14, 484-498. 2.5 27

6730 Notch-mediated expansion of cord blood progenitors: maintenance of transcriptional and epigenetic
fidelity. Leukemia, 2015, 29, 1948-1951. 3.3 9

6731 N-methyl-D-aspartate receptors mediate activity-dependent down-regulation of potassium channel
genes during the expression of homeostatic intrinsic plasticity. Molecular Brain, 2015, 8, 4. 1.3 31

6732 Induced pluripotent stem cell-derived neuronal cells from a sporadic Alzheimerâ€™s disease donor as a
model for investigating AD-associated gene regulatory networks. BMC Genomics, 2015, 16, 84. 1.2 103

6733 Berberine ameliorates nonalcoholic fatty liver disease by a global modulation of hepatic mRNA and
lncRNA expression profiles. Journal of Translational Medicine, 2015, 13, 24. 1.8 92

6734 Genome-wide comparison of PU.1 and Spi-B binding sites in a mouse B lymphoma cell line. BMC
Genomics, 2015, 16, 76. 1.2 39

6735
De-regulated expression of the BRG1 chromatin remodeling factor in bone marrow mesenchymal
stromal cells induces senescence associated with the silencing of NANOG and changes in the levels of
chromatin proteins. Cell Cycle, 2015, 14, 1315-1326.

1.3 31

6736
Microtubule-associated protein tau (Mapt) is expressed in terminally differentiated odontoblasts and
severely down-regulated in morphologically disturbed odontoblasts of Runx2 transgenic mice. Cell
and Tissue Research, 2015, 361, 457-466.

1.5 7

6737 The role of transcriptome resilience in resistance of corals to bleaching. Molecular Ecology, 2015, 24,
1467-1484. 2.0 137

6738 Proteomic alteration of equine monocyteâ€•derived macrophages infected with equine infectious anemia
virus. Proteomics, 2015, 15, 1843-1858. 1.3 15

6739 Identification of Target Genes Regulated by KSHV miRNAs in KSHV-Infected Lymphoma Cells. Pathology
and Oncology Research, 2015, 21, 875-880. 0.9 10

6740 A two-stage spin cartridge for integrated protein precipitation, digestion and SDS removal in a
comparative bottom-up proteomics workflow. Journal of Proteomics, 2015, 118, 140-150. 1.2 26

6741 Genomic and Network Patterns of Schizophrenia Genetic Variation in Human Evolutionary
Accelerated Regions. Molecular Biology and Evolution, 2015, 32, 1148-1160. 3.5 98

6742 Dynamic Regulation of Schwann Cell Enhancers after Peripheral Nerve Injury. Journal of Biological
Chemistry, 2015, 290, 6937-6950. 1.6 98



373

Citation Report

# Article IF Citations

6743 The RNA-binding protein HuR is essential for the B cell antibody response. Nature Immunology, 2015, 16,
415-425. 7.0 125

6744 The Anxiolytic and Antidepressant-like Effects of Testosterone and Estrogen in Gonadectomized Male
Rats. Biological Psychiatry, 2015, 78, 259-269. 0.7 88

6745 SCML2 Establishes the Male Germline Epigenome through Regulation of Histone H2A Ubiquitination.
Developmental Cell, 2015, 32, 574-588. 3.1 109

6746
Bone Marrow Mesenchymal Stromal Cells Isolated from Multiple Sclerosis Patients have Distinct
Gene Expression Profile and Decreased Suppressive Function Compared with Healthy Counterparts.
Cell Transplantation, 2015, 24, 151-165.

1.2 44

6747 Stromal contribution to the colorectal cancer transcriptome. Nature Genetics, 2015, 47, 312-319. 9.4 520

6748 Individual patient risk stratification of high-risk neuroblastomas using a two-gene score suited for
clinical use. International Journal of Cancer, 2015, 137, 868-877. 2.3 9

6749 Transcriptomic study of mouse embryonic neural stem cell differentiation under ethanol treatment.
Molecular Biology Reports, 2015, 42, 1233-1239. 1.0 16

6750 Analysis of RNAseq datasets from a comparative infectious disease zebrafish model using GeneTiles
bioinformatics. Immunogenetics, 2015, 67, 135-147. 1.2 15

6751 Comparison of DNA methylation profiles in human fetal and adult red blood cell progenitors. Genome
Medicine, 2015, 7, 1. 3.6 104

6752 A search for protein biomarkers links olfactory signal transduction to social immunity. BMC
Genomics, 2015, 16, 63. 1.2 45

6753 Nonparametric Bayesian clustering to detect bipolar methylated genomic loci. BMC Bioinformatics,
2015, 16, 11. 1.2 12

6754 DC-SCRIPT is a novel regulator of the tumor suppressor gene CDKN2B and induces cell cycle arrest in
ERÎ±-positive breast cancer cells. Breast Cancer Research and Treatment, 2015, 149, 693-703. 1.1 16

6755 Sphingolipids, Transcription Factors, and Conserved Toolkit Genes: Developmental Plasticity in the
Ant Cardiocondyla obscurior. Molecular Biology and Evolution, 2015, 32, 1474-1486. 3.5 39

6756 Genetic diversity of disease-associated loci in Turkish population. Journal of Human Genetics, 2015, 60,
193-198. 1.1 4

6757 The Genetic Basis for Variation in Olfactory Behavior in Drosophila melanogaster. Chemical Senses,
2015, 40, 233-243. 1.1 71

6758 Labelâ€•free profiling of white adipose tissue of rats exhibiting high or low levels of intrinsic exercise
capacity. Proteomics, 2015, 15, 2342-2349. 1.3 11

6759
The DosR Regulon Modulates Adaptive Immunity and Is Essential for <i>Mycobacterium
tuberculosis</i> Persistence. American Journal of Respiratory and Critical Care Medicine, 2015, 191,
1185-1196.

2.5 142

6760 Proteomic signatures of extracellular vesicles secreted by nonmineralizing and mineralizing human
osteoblasts and stimulation of tumor cell growth. FASEB Journal, 2015, 29, 274-285. 0.2 72



374

Citation Report

# Article IF Citations

6761 Permanent proteins in the urine of healthy humans during the Mars-500 experiment. Journal of
Bioinformatics and Computational Biology, 2015, 13, 1540001. 0.3 17

6762 A comprehensive proteomic analysis of totarol induced alterations in Bacillus subtilis by
multipronged quantitative proteomics. Journal of Proteomics, 2015, 114, 247-262. 1.2 26

6763 Nicotine exposure and transgenerational impact: a prospective study on small regulatory microRNAs.
Scientific Reports, 2014, 4, 7513. 1.6 32

6764
Peripheral blood mononuclear cell gene expression profile in obese boys who followed a moderate
energy-restricted diet: differences between high and low responders at baseline and after the
intervention. British Journal of Nutrition, 2015, 113, 331-342.

1.2 25

6765 Timing of circadian genes in mammalian tissues. Scientific Reports, 2014, 4, 5782. 1.6 97

6766 Comparative Proteomics of Human and Macaque Milk Reveals Species-Specific Nutrition during
Postnatal Development. Journal of Proteome Research, 2015, 14, 2143-2157. 1.8 60

6767 Opposing regulation of endolysosomal pathways by long-acting nanoformulated antiretroviral
therapy and HIV-1 in human macrophages. Retrovirology, 2015, 12, 5. 0.9 33

6768 Identification of circulating biomarkers in sera of Plasmodium knowlesi-infected malaria patients â€“
comparison against Plasmodium vivax infection. BMC Infectious Diseases, 2015, 15, 49. 1.3 15

6769 Genomic analysis of host â€“ Peste des petits ruminants vaccine viral transcriptome uncovers
transcription factors modulating immune regulatory pathways. Veterinary Research, 2015, 46, 15. 1.1 50

6770 Proteomic and network analysis of proteins regulated by REX1 in human embryonic stem cells.
Proteomics, 2015, 15, 2220-2229. 1.3 16

6771 Analytical workflow profiling gene expression in murine macrophages. Journal of Bioinformatics and
Computational Biology, 2015, 13, 1550010. 0.3 8

6772 Disruption of DNA-methylation-dependent long gene repression in Rett syndrome. Nature, 2015, 522,
89-93. 13.7 521

6773 Identification and validation of gene module associated with lung cancer through coexpression
network analysis. Gene, 2015, 563, 56-62. 1.0 37

6774
MicroRNA Expression Profile of Neural Progenitor-Like Cells Derived from Rat Bone Marrow
Mesenchymal Stem Cells under the Influence of IGF-1, bFGF and EGF. International Journal of
Molecular Sciences, 2015, 16, 9693-9718.

1.8 33

6775 Identification of targets for rational pharmacological therapy in childhood craniopharyngioma. Acta
Neuropathologica Communications, 2015, 3, 30. 2.4 85

6776 Identifying type 1 diabetes candidate genes by DNA microarray analysis of islet-specific CD4+ T cells.
Genomics Data, 2015, 5, 184-188. 1.3 5

6777 Evolution of Gene Regulation during Transcription and Translation. Genome Biology and Evolution,
2015, 7, 1155-1167. 1.1 52

6778 Epigenomic Signatures of Neuronal Diversity in the Mammalian Brain. Neuron, 2015, 86, 1369-1384. 3.8 640



375

Citation Report

# Article IF Citations

6779 A Single Kinase Generates the Majority of the Secreted Phosphoproteome. Cell, 2015, 161, 1619-1632. 13.5 264

6780 NaÃ¯ve Bayes classifier predicts functional microRNA target interactions in colorectal cancer.
Molecular BioSystems, 2015, 11, 2126-2134. 2.9 22

6781 The selective impact of transgenically expressed glucocorticoid receptor on T cells. Autoimmunity,
2015, 48, 117-124. 1.2 5

6782 An integrative analysis of TFBS-clustered regions reveals new transcriptional regulation models on
the accessible chromatin landscape. Scientific Reports, 2015, 5, 8465. 1.6 41

6783 A Genetic Screen and Transcript Profiling Reveal a Shared Regulatory Program for Drosophila Linker
Histone H1 and Chromatin Remodeler CHD1. G3: Genes, Genomes, Genetics, 2015, 5, 677-687. 0.8 4

6784 Transcriptomic changes in mouse embryonic stem cells exposed to thalidomide during spontaneous
differentiation. Data in Brief, 2015, 4, 199-202. 0.5 4

6785 Expression profiling of long noncoding RNAs in neonatal and adult mouse testis. Data in Brief, 2015, 4,
322-327. 0.5 14

6786 Human Spermatozoa as a Model for Detecting Missing Proteins in the Context of the
Chromosome-Centric Human Proteome Project. Journal of Proteome Research, 2015, 14, 3606-3620. 1.8 55

6787 Analysis of IS6110 insertion sites provide a glimpse into genome evolution of Mycobacterium
tuberculosis. Scientific Reports, 2015, 5, 12567. 1.6 47

6788 MIR retrotransposon sequences provide insulators to the human genome. Proceedings of the
National Academy of Sciences of the United States of America, 2015, 112, E4428-37. 3.3 104

6789 Gene Signatures Stratify Computed Tomography Screening Detected Lung Cancer in High-Risk
Populations. EBioMedicine, 2015, 2, 831-840. 2.7 7

6790 Identification of a multi-cancer gene expression biomarker for cancer clinical outcomes using a
network-based algorithm. Scientific Reports, 2015, 5, 11966. 1.6 93

6791 RNA-Binding Protein Musashi1 Is a Central Regulator of Adhesion Pathways in Glioblastoma.
Molecular and Cellular Biology, 2015, 35, 2965-2978. 1.1 51

6792 DNA methylation profiling of synovial fluid FLS in rheumatoid arthritis reveals changes common with
tissue-derived FLS. Epigenomics, 2015, 7, 539-551. 1.0 16

6793 Different routes, same pathways: Molecular mechanisms under silver ion and nanoparticle exposures
in the soil sentinel Eisenia fetida. Environmental Pollution, 2015, 205, 385-393. 3.7 60

6794 Gene expression changes of single skeletal muscle fibers in response to modulation of the
mitochondrial calcium uniporter (MCU). Genomics Data, 2015, 5, 64-67. 1.3 15

6795 Correlating Bladder Cancer Risk Genes with Their Targeting MicroRNAs Using MMiRNA-Tar. Genomics,
Proteomics and Bioinformatics, 2015, 13, 177-182. 3.0 8

6796 Ablation of Dicer leads to widespread perturbation of signaling pathways. Biochemical and
Biophysical Research Communications, 2015, 463, 389-394. 1.0 7



376

Citation Report

# Article IF Citations

6797 Bone marrow transcriptome and epigenome profiles of equine common variable immunodeficiency
patients unveil block of B lymphocyte differentiation. Clinical Immunology, 2015, 160, 261-276. 1.4 18

6798 Quantitative proteogenomic profiling of epidermal barrier formation in vitro. Journal of
Dermatological Science, 2015, 78, 173-180. 1.0 0

6799
Stable isotope labeling by amino acids in cell culture based proteomics reveals differences in protein
abundances between spiral and coccoid forms of the gastric pathogen Helicobacter pylori. Journal of
Proteomics, 2015, 126, 34-45.

1.2 17

6800 Protein markers related to vascular responsiveness after hemorrhagic shock in rats. Journal of
Surgical Research, 2015, 196, 149-158. 0.8 3

6801 Phoglyâ€“PseAAC: Prediction of lysine phosphoglycerylation in proteins incorporating with
position-specific propensity. Journal of Theoretical Biology, 2015, 379, 10-15. 0.8 20

6802 Data for comparative proteomics analysis of the antitumor effect of CIGB-552 peptide in HT-29 colon
adenocarcinoma cells. Data in Brief, 2015, 4, 468-473. 0.5 0

6803 Metastasis Suppressors Regulate the Tumor Microenvironment by Blocking Recruitment of
Prometastatic Tumor-Associated Macrophages. Cancer Research, 2015, 75, 4063-4073. 0.4 100

6804 Increased CD226 Expression on CD8+ T Cells Is Associated with Upregulated Cytokine Production and
Endothelial Cell Injury in Patients with Systemic Sclerosis. Journal of Immunology, 2015, 195, 892-900. 0.4 49

6805
Integrated in silico and experimental methods revealed that Arctigenin inhibited angiogenesis and
HCT116 cell migration and invasion through regulating the H1F4A and Wnt/Î²-catenin pathway.
Molecular BioSystems, 2015, 11, 2878-2884.

2.9 8

6806 Pathologic Mechanical Stress and Endotoxin Exposure Increases Lung Endothelial Microparticle
Shedding. American Journal of Respiratory Cell and Molecular Biology, 2015, 52, 193-204. 1.4 68

6807 MicroRNAs. Advances in Genetics, 2015, 90, 103-131. 0.8 4

6808 Phosphoproteomic analysis of kinase-deficient mice reveals multiple TAK1 targets in osteoclast
differentiation. Biochemical and Biophysical Research Communications, 2015, 463, 1284-1290. 1.0 12

6809 Stem cell-like gene expression signature identified in ionizing radiation-treated cancer cells. Gene,
2015, 572, 285-291. 1.0 8

6810
Quantitative comparison of CrkL-SH3 binding proteins from embryonic murine brain and liver:
Implications for developmental signaling and the quantification of protein species variants in
bottom-up proteomics. Journal of Proteomics, 2015, 125, 104-111.

1.2 7

6811 CNOT3 contributes to early B cell development by controlling <i>Igh</i> rearrangement and <i>p53</i>
mRNA stability. Journal of Experimental Medicine, 2015, 212, 1465-1479. 4.2 43

6812 Activated immune response in an inherited leukodystrophy disease caused by the loss of
oligodendrocyte gap junctions. Neurobiology of Disease, 2015, 82, 86-98. 2.1 17

6813 Microarray analysis of neonatal rat anteroventral periventricular transcriptomes identifies the
proapoptotic Cugbp2 gene as sex-specific and regulated by estradiol. Neuroscience, 2015, 303, 312-322. 1.1 12

6814 Transcriptome modulations due to A/C2 plasmid acquisition. Plasmid, 2015, 80, 83-89. 0.4 24



377

Citation Report

# Article IF Citations

6815 Association of Egg Mass and Egg Sex: Gene Expression Analysis from Maternal RNA in the Germinal Disc
Region of Layer Hens (Gallus gallus)1. Biology of Reproduction, 2015, 92, 157. 1.2 6

6816 Common prefrontal cortical gene expression profiles between adolescent SHR/NCrl and WKY/NCrl
rats which showed inattention behavior. Behavioural Brain Research, 2015, 291, 268-276. 1.2 21

6817
Downregulation of microRNA-451 in non-alcoholic steatohepatitis inhibits fatty acid-induced
proinflammatory cytokine production through the AMPK/AKT pathway. International Journal of
Biochemistry and Cell Biology, 2015, 64, 265-276.

1.2 86

6818 Lhx8 mediated Wnt and TGFÎ² pathways in tooth development and regeneration. Biomaterials, 2015, 63,
35-46. 5.7 41

6819 Transcriptomic profiling of male European eel ( Anguilla anguilla ) livers at sexual maturity.
Comparative Biochemistry and Physiology Part D: Genomics and Proteomics, 2015, 16, 28-35. 0.4 8

6820 Nerves Regulate Cardiomyocyte Proliferation and Heart Regeneration. Developmental Cell, 2015, 34,
387-399. 3.1 217

6821 Towards a PBMC â€œvirogram assayâ€• for precision medicine: Concordance between ex vivo and in vivo
viral infection transcriptomes. Journal of Biomedical Informatics, 2015, 55, 94-103. 2.5 18

6822 Systematic investigation of hierarchical phosphorylation by protein kinase CK2. Journal of
Proteomics, 2015, 118, 49-62. 1.2 64

6823 Down-regulation of PRKCB1 expression in Han Chinese patients with subsyndromal symptomatic
depression. Journal of Psychiatric Research, 2015, 69, 1-6. 1.5 6

6824 A salt-regulated peptide derived from the CAP superfamily protein negatively regulates salt-stress
tolerance in<i>Arabidopsis</i>. Journal of Experimental Botany, 2015, 66, 5301-5313. 2.4 74

6825 Severe Acute Respiratory Syndrome Coronaviruses with Mutations in the E Protein Are Attenuated
and Promising Vaccine Candidates. Journal of Virology, 2015, 89, 3870-3887. 1.5 118

6826 Co-targeting AR and HSP90 suppresses prostate cancer cell growth and prevents resistance
mechanisms. Endocrine-Related Cancer, 2015, 22, 805-818. 1.6 24

6827 The generation gap: Proteome changes and strain variation during encystation in Giardia duodenalis.
Molecular and Biochemical Parasitology, 2015, 201, 47-56. 0.5 16

6828 Pontin functions as an essential coactivator for Oct4-dependent lincRNA expression in mouse
embryonic stem cells. Nature Communications, 2015, 6, 6810. 5.8 24

6829 A microfluidic device for epigenomic profiling using 100 cells. Nature Methods, 2015, 12, 959-962. 9.0 111

6830 Identification of neurodegenerative factors using translatomeâ€“regulatory network analysis. Nature
Neuroscience, 2015, 18, 1325-1333. 7.1 113

6831 Molecular mechanisms of the non-coenzyme action of thiamin in brain: biochemical, structural and
pathway analysis. Scientific Reports, 2015, 5, 12583. 1.6 96

6832 Pathway analysis supports association of nonsyndromic cryptorchidism with genetic loci linked to
cytoskeleton-dependent functions. Human Reproduction, 2015, 30, 2439-2451. 0.4 23



378

Citation Report

# Article IF Citations

6833 Transcriptome Analysis of Aspergillus flavus Reveals <i>veA</i> -Dependent Regulation of Secondary
Metabolite Gene Clusters, Including the Novel Aflavarin Cluster. Eukaryotic Cell, 2015, 14, 983-997. 3.4 67

6834 Contribution of proteomics to the management of vascular disorders. Translational Proteomics,
2015, 7, 3-14. 1.2 3

6835 Surveying the lipogenesis landscape in Yarrowia lipolytica through understanding the function of a
Mga2p regulatory protein mutant. Metabolic Engineering, 2015, 31, 102-111. 3.6 66

6836 Genetic, molecular and physiological basis of variation in Drosophila gut immunocompetence. Nature
Communications, 2015, 6, 7829. 5.8 54

6837 Quantitative Proteomics Reveals the Essential Roles of Stromal Interaction Molecule 1 (STIM1) in the
Testicular Cord Formation in Mouse Testis. Molecular and Cellular Proteomics, 2015, 14, 2682-2691. 2.5 23

6838 Transcriptome meta-analysis reveals common differential and global gene expression profiles in cystic
fibrosis and other respiratory disorders and identifies CFTR regulators. Genomics, 2015, 106, 268-277. 1.3 32

6839 Revealing Missing Human Protein Isoforms Based on Ab Initio Prediction, RNA-seq and Proteomics.
Scientific Reports, 2015, 5, 10940. 1.6 51

6840

<i>Pseudomonas syringae</i> Effector Avirulence Protein E Localizes to the Host Plasma Membrane
and Down-Regulates the Expression of the <i>NONRACE-SPECIFIC DISEASE
RESISTANCE1/HARPIN-INDUCED1-LIKE13</i> Gene Required for Antibacterial Immunity in Arabidopsis. Plant
Physiology, 2015, 169, 793-802.

2.3 71

6841
Comparison of gene expression regulation in mouse- and human embryonic stem cell assays during
neural differentiation and in response to valproic acid exposure. Reproductive Toxicology, 2015, 56,
77-86.

1.3 9

6842 Microglia recapitulate a hematopoietic master regulator network inÂ the aging human frontal cortex.
Neurobiology of Aging, 2015, 36, 2443.e9-2443.e20. 1.5 46

6843 Regulation of microtubule dynamics by DIAPH3 influences amoeboid tumor cell mechanics and
sensitivity to taxanes. Scientific Reports, 2015, 5, 12136. 1.6 48

6844 The transcription factor Cabut coordinates energy metabolism and the circadian clock in response to
sugar sensing. EMBO Journal, 2015, 34, 1538-1553. 3.5 48

6845 Elevated Cytokines, Thrombin and PAI-1 in Severe HCPS Patients Due to Sin Nombre Virus. Viruses, 2015,
7, 559-589. 1.5 26

6846 Shared genetic etiology underlying Alzheimer's disease and type 2 diabetes. Molecular Aspects of
Medicine, 2015, 43-44, 66-76. 2.7 63

6847 Integrative Analysis Reveals Regulatory Programs in Endometriosis. Reproductive Sciences, 2015, 22,
1060-1072. 1.1 23

6848 Regulation of Toll-like Receptor Signaling by the SF3a mRNA Splicing Complex. PLoS Genetics, 2015, 11,
e1004932. 1.5 41

6849 Chemical biology databases: from aggregation, curation to representation. Drug Discovery Today:
Technologies, 2015, 14, 25-29. 4.0 2

6850
Gene Transcription, Metabolite and Lipid Profiling in Eco-Indicator <i>Daphnia magna</i> Indicate
Diverse Mechanisms of Toxicity by Legacy and Emerging Flame-Retardants. Environmental Science &amp;
Technology, 2015, 49, 7400-7410.

4.6 54



379

Citation Report

# Article IF Citations

6851 Proteomic Analysis of Connexin 43 Reveals Novel Interactors Related to Osteoarthritis. Molecular
and Cellular Proteomics, 2015, 14, 1831-1845. 2.5 35

6852 Hcmv-miR-UL22A-5p: A Biomarker in Transplantation With Broad Impact on Host Gene Expression and
Potential Immunological Implications. American Journal of Transplantation, 2015, 15, 1893-1902. 2.6 28

6853 Host Genetic Variation Influences Gene Expression Response to Rhinovirus Infection. PLoS Genetics,
2015, 11, e1005111. 1.5 67

6854 Differential Expression of Immune-Regulatory Genes Associated with PD-L1 Display in Melanoma:
Implications for PD-1 Pathway Blockade. Clinical Cancer Research, 2015, 21, 3969-3976. 3.2 205

6855 Development of an Ontology for Periodontitis. Journal of Biomedical Semantics, 2015, 6, 30. 0.9 6

6856 Divergent target recognition by coexpressed 5â€²-isomiRs of miR-142-3p and selective viral mimicry. Rna,
2015, 21, 1606-1620. 1.6 37

6857 Mitochondrial Dysfunction Reveals the Role of mRNA Poly(A) Tail Regulation in Oculopharyngeal
Muscular Dystrophy Pathogenesis. PLoS Genetics, 2015, 11, e1005092. 1.5 64

6858 Network Cluster Analysis of Proteinâ€“Protein Interaction Networkâ€“Identified Biomarker for Type 2
Diabetes. Diabetes Technology and Therapeutics, 2015, 17, 475-481. 2.4 11

6859 Oxidation Reduction is a Key Process for Successful Treatment of Psoriasis by Narrow-band UVB
Phototherapy. Acta Dermato-Venereologica, 2015, 95, 140-146. 0.6 12

6860 Impact of Adenovirus E4-ORF3 Oligomerization and Protein Localization on Cellular Gene Expression.
Viruses, 2015, 7, 2428-2449. 1.5 11

6861 Olfactory drug effects approached from human-derived data. Drug Discovery Today, 2015, 20, 1398-1406. 3.2 28

6862 Spermatozoa from patients with seminal alterations exhibit a differential micro-ribonucleic acid
profile. Fertility and Sterility, 2015, 104, 591-601. 0.5 106

6863 New insight into the castrated mouse epididymis based on comparative proteomics. Reproduction,
Fertility and Development, 2015, 27, 551. 0.1 10

6864 Quantitative Proteomics Reveals the Roles of Peroxisome-associated Proteins in Antiviral Innate
Immune Responses*. Molecular and Cellular Proteomics, 2015, 14, 2535-2549. 2.5 24

6865 Special Enrichment Strategies Greatly Increase the Efficiency of Missing Proteins Identification from
Regular Proteome Samples. Journal of Proteome Research, 2015, 14, 3680-3692. 1.8 15

6866 A functional biological network centered on XRCC3: a new possible marker of chemoradiotherapy
resistance in rectal cancer patients. Cancer Biology and Therapy, 2015, 16, 1160-1171. 1.5 49

6867 Thalidomide induced early gene expression perturbations indicative of human embryopathy in mouse
embryonic stem cells. Toxicology and Applied Pharmacology, 2015, 287, 43-51. 1.3 10

6868 Increased expression of GDF-15 may mediate ICU-acquired weakness by down-regulating muscle
microRNAs. Thorax, 2015, 70, 219-228. 2.7 86



380

Citation Report

# Article IF Citations

6869 The Promise of Proteomics for the Study of ADP-Ribosylation. Molecular Cell, 2015, 58, 911-924. 4.5 181

6870 DNA methylation provides insight into intergenerational risk for preterm birth in African Americans.
Epigenetics, 2015, 10, 784-792. 1.3 47

6871 Phosphorylation of FADD by the kinase CK1Î± promotes KRAS <sup>G12D</sup> -induced lung cancer.
Science Signaling, 2015, 8, ra9. 1.6 40

6872 Considerations for the use of transcriptomics in identifying the â€˜genes that matterâ€™ for
environmental adaptation. Journal of Experimental Biology, 2015, 218, 1925-1935. 0.8 104

6873 The Genetic Architecture of the Genome-Wide Transcriptional Response to ER Stress in the Mouse.
PLoS Genetics, 2015, 11, e1004924. 1.5 32

6874 Phenotype Specific Analyses Reveal Distinct Regulatory Mechanism for Chronically Activated p53. PLoS
Genetics, 2015, 11, e1005053. 1.5 47

6875 Parallel Epigenomic and Transcriptomic Responses to Viral Infection in Honey Bees (Apis mellifera).
PLoS Pathogens, 2015, 11, e1004713. 2.1 145

6876 FCRL5 Delineates Functionally Impaired Memory B Cells Associated with Plasmodium falciparum
Exposure. PLoS Pathogens, 2015, 11, e1004894. 2.1 135

6877 Genome-Wide Analysis of DNA Methylation before-and after Exercise in the Thoroughbred Horse with
MeDIP-Seq. Molecules and Cells, 2015, 38, 210-220. 1.0 36

6878 Human monocyte-derived dendritic cells turn into foamy dendritic cells with IL-17A. Journal of Lipid
Research, 2015, 56, 1110-1122. 2.0 21

6879 Whole-Genome Resequencing Analysis of Hanwoo and Yanbian Cattle to Identify Genome-Wide SNPs
and Signatures of Selection. Molecules and Cells, 2015, 38, 466-473. 1.0 77

6880
Differential expression, distinct localization and opposite effect on Golgi structure and cell
differentiation by a novel splice variant of human PRMT5. Biochimica Et Biophysica Acta - Molecular
Cell Research, 2015, 1853, 2444-2452.

1.9 31

6881 Microbes &amp; neurodevelopment â€“ Absence of microbiota during early life increases activity-related
transcriptional pathways in the amygdala. Brain, Behavior, and Immunity, 2015, 50, 209-220. 2.0 210

6882 Highly Predictive Reprogramming of tRNA Modifications Is Linked to Selective Expression of
Codon-Biased Genes. Chemical Research in Toxicology, 2015, 28, 978-988. 1.7 68

6883 Transcriptional control of autophagyâ€“lysosome function drives pancreatic cancer metabolism.
Nature, 2015, 524, 361-365. 13.7 624

6884 An siRNA-based functional genomics screen for theÂ identification of regulators of ciliogenesis and
ciliopathyÂ genes. Nature Cell Biology, 2015, 17, 1074-1087. 4.6 215

6885 Repetitive stimulation of autophagy-lysosome machinery by intermittent fasting preconditions the
myocardium to ischemia-reperfusion injury. Autophagy, 2015, 11, 1537-1560. 4.3 158

6886 Age-Associated Failure To Adjust Type I IFN Receptor Signaling Thresholds after T Cell Activation.
Journal of Immunology, 2015, 195, 865-874. 0.4 45



381

Citation Report

# Article IF Citations

6887 The H3K4-Methyl Epigenome Regulates Leukemia Stem Cell Oncogenic Potential. Cancer Cell, 2015, 28,
198-209. 7.7 114

6888 Distinct brain transcriptome profiles in C9orf72-associated and sporadic ALS. Nature Neuroscience,
2015, 18, 1175-1182. 7.1 330

6889 Genome-wide detection of high abundance <i>N</i><sup>6</sup>-methyladenosine sites by microarray.
Rna, 2015, 21, 1511-1518. 1.6 12

6890
Identification of Differentially Expressed Proteins of Normal and Cancerous Human Colorectal
Tissues by Liquid Chromatograph-Mass Spectrometer Based on iTRAQ Approach. Cancer Investigation,
2015, 33, 420-428.

0.6 3

6891 Impact of diethylhexyl phthalate on gene expression and development of mammary glands of pregnant
mouse. Histochemistry and Cell Biology, 2015, 144, 389-402. 0.8 18

6892 Integrative Analysis Reveals Enhanced Regulatory Effects of Human Long Intergenic Non-Coding RNAs
in Lung Adenocarcinoma. Journal of Genetics and Genomics, 2015, 42, 423-436. 1.7 19

6893
RNA helicase HEL-1 promotes longevity by specifically activating DAF-16/FOXO transcription factor
signaling in <i>Caenorhabditis elegans</i>. Proceedings of the National Academy of Sciences of the
United States of America, 2015, 112, E4246-55.

3.3 34

6894 Comprehensive Temporal Protein Dynamics during the Diauxic Shift in Saccharomyces cerevisiae.
Molecular and Cellular Proteomics, 2015, 14, 2454-2465. 2.5 84

6895 Small RNA deep sequencing discriminates subsets of extracellular vesicles released by melanoma cells
â€“ Evidence of unique microRNA cargos. RNA Biology, 2015, 12, 810-823. 1.5 164

6896
Expression of the <i>CTCFL</i> Gene during Mouse Embryogenesis Causes Growth Retardation,
Postnatal Lethality, and Dysregulation of the Transforming Growth Factor Î² Pathway. Molecular and
Cellular Biology, 2015, 35, 3436-3445.

1.1 11

6897 Sexually dimorphic effects of gestational endocrine-disrupting chemicals on microRNA expression in
the developing rat hypothalamus. Molecular and Cellular Endocrinology, 2015, 414, 42-52. 1.6 29

6898
Extending the Limits of Quantitative Proteome Profiling with Data-Independent Acquisition and
Application to Acetaminophen-Treated Three-Dimensional Liver Microtissues. Molecular and Cellular
Proteomics, 2015, 14, 1400-1410.

2.5 873

6899 Differential Gene Expression in Gonadotropin-Releasing Hormone Neurons of Male and Metestrous
Female Mice. Neuroendocrinology, 2015, 102, 44-59. 1.2 11

6900 Proteomic Analysis of the Pericyte Derived Extracellular Matrix. Cellular and Molecular
Bioengineering, 2015, 8, 349-363. 1.0 7

6901 Differential regulation of macrophage phenotype by mature and pro-nerve growth factor. Journal of
Neuroimmunology, 2015, 285, 76-93. 1.1 38

6902 Systematic Analysis of the Genetic Variability That Impacts SUMO Conjugation and Their Involvement in
Human Diseases. Scientific Reports, 2015, 5, 10900. 1.6 11

6903 Transcriptome analysis of mRNA and miRNA in skeletal muscle indicates an important network for
differential Residual Feed Intake in pigs. Scientific Reports, 2015, 5, 11953. 1.6 137

6904
p53-Regulated Networks of Protein, mRNA, miRNA, and lncRNA Expression Revealed by Integrated Pulsed
Stable Isotope Labeling With Amino Acids in Cell Culture (pSILAC) and Next Generation Sequencing
(NGS) Analyses. Molecular and Cellular Proteomics, 2015, 14, 2609-2629.

2.5 59



382

Citation Report

# Article IF Citations

6905 Whole transcriptome analysis reveals changes in expression of immune-related genes during and after
bleaching in a reef-building coral. Royal Society Open Science, 2015, 2, 140214. 1.1 189

6906 Glatiramoids. AAPS Advances in the Pharmaceutical Sciences Series, 2015, , 107-148. 0.2 8

6907 A genome-wide screening and SNPs-to-genes approach to identify novel genetic risk factors associated
with frontotemporal dementia. Neurobiology of Aging, 2015, 36, 2904.e13-2904.e26. 1.5 48

6908 Profiling the Proteome of Mycobacterium tuberculosis during Dormancy and Reactivation. Molecular
and Cellular Proteomics, 2015, 14, 2160-2176. 2.5 89

6909 Effects of 5-h multimodal stress on the molecules and pathways involved in dendritic morphology
and cognitive function. Neurobiology of Learning and Memory, 2015, 123, 225-238. 1.0 7

6910 Downregulation of N-terminal acetylation triggers ABA-mediated drought responses in Arabidopsis.
Nature Communications, 2015, 6, 7640. 5.8 119

6911 Expression of thrombospondin-1 by tumor cells in patient-derived ovarian carcinoma xenografts.
Connective Tissue Research, 2015, 56, 355-363. 1.1 10

6912 Stk40 represses adipogenesis through translational control of CCAAT/enhancer-binding proteins.
Journal of Cell Science, 2015, 128, 2881-90. 1.2 24

6913 Predicted Trans-Acting siRNAs in the Human Brain. International Journal of Molecular Sciences, 2015,
16, 3377-3390. 1.8 4

6914 DksA and (p)ppGpp Have Unique and Overlapping Contributions to Haemophilus ducreyi Pathogenesis in
Humans. Infection and Immunity, 2015, 83, 3281-3292. 1.0 32

6915 RNA-seq analysis of an apical meristem time series reveals a critical point in Arabidopsis thaliana
flower initiation. BMC Genomics, 2015, 16, 466. 1.2 67

6916 Aging without Apolipoprotein D: Molecular and cellular modifications in the hippocampus and
cortex. Experimental Gerontology, 2015, 67, 19-47. 1.2 37

6917 Gene expression markers of age-related inflammation in two human cohorts. Experimental
Gerontology, 2015, 70, 37-45. 1.2 23

6918 Dissecting the Human Protein-Protein Interaction Network via Phylogenetic Decomposition. Scientific
Reports, 2014, 4, 7153. 1.6 30

6919 Detecting pan-cancer conserved microRNA modules from microRNA expression profiles across
multiple cancers. Molecular BioSystems, 2015, 11, 2227-2237. 2.9 6

6920 Functional organization of the human 4D Nucleome. Proceedings of the National Academy of Sciences
of the United States of America, 2015, 112, 8002-8007. 3.3 102

6921 SELPHI: correlation-based identification of kinase-associated networks from global
phospho-proteomics data sets. Nucleic Acids Research, 2015, 43, W276-W282. 6.5 24

6922 The 4E-BP Caf20p Mediates Both eIF4E-Dependent and Independent Repression of Translation. PLoS
Genetics, 2015, 11, e1005233. 1.5 36



383

Citation Report

# Article IF Citations

6923 Uropathogenic Escherichia coli Superinfection Enhances the Severity of Mouse Bladder Infection.
PLoS Pathogens, 2015, 11, e1004599. 2.1 46

6924 NEURO-ENDOCRINE-IMMUNE BIOLOGICAL NETWORK CONSTRUCTION OF QI DEFICIENCY PATTERN AND QI
STAGNATION PATTERN IN TRADITIONAL CHINESE MEDICINE. Journal of Biological Systems, 2015, 23, 305-321. 0.5 5

6925 Acute Targeting of General Transcription Factor IIB Restricts Cardiac Hypertrophy via Selective
Inhibition of Gene Transcription. Circulation: Heart Failure, 2015, 8, 138-148. 1.6 22

6926 Retinoic acid receptor beta and angiopoietin-like protein 1 are involved in the regulation of human
androgen biosynthesis. Scientific Reports, 2015, 5, 10132. 1.6 27

6927 <b>Proteomic identification of germline proteins in<i>Caenorhabditis elegans</i></b>. Worm, 2015, 4,
e1008903. 1.0 4

6928 Inferring Cell Differentiation Processes Based on Phylogenetic Analysis of Genome-Wide Epigenetic
Information: Hematopoiesis as a Model Case. Genome Biology and Evolution, 2015, 7, 699-705. 1.1 8

6929 Chronic low-dose Â -irradiation of Drosophila melanogaster larvae induces gene expression changes
and enhances locomotive behavior. Journal of Radiation Research, 2015, 56, 475-484. 0.8 16

6930 Monoclonal 1- and 3-Phosphohistidine Antibodies: New Tools to Study Histidine Phosphorylation. Cell,
2015, 162, 198-210. 13.5 157

6931 Identifying genes related with rheumatoid arthritis via system biology analysis. Gene, 2015, 571, 97-106. 1.0 8

6932 Aspp1 Preserves Hematopoietic Stem Cell Pool Integrity and Prevents Malignant Transformation. Cell
Stem Cell, 2015, 17, 23-34. 5.2 33

6933 Using Immune Marker Panels to Evaluate the Role of Inflammation in Cancer: Summary of an
NCI-Sponsored Workshop. Cancer Epidemiology Biomarkers and Prevention, 2015, 24, 1427-1433. 1.1 4

6934 MicroRNA-374b Suppresses Proliferation and Promotes Apoptosis in T-cell Lymphoblastic Lymphoma by
Repressing AKT1 and Wnt-16. Clinical Cancer Research, 2015, 21, 4881-4891. 3.2 51

6935 The Chromatin Remodeler CHD8 Is Required for Activation of Progesterone Receptor-Dependent
Enhancers. PLoS Genetics, 2015, 11, e1005174. 1.5 44

6936
Enteral delivery of proteins enhances the expression of proteins involved in the cytoskeleton and
protein biosynthesis in human duodenal mucosa. American Journal of Clinical Nutrition, 2015, 102,
359-367.

2.2 6

6937 Transcriptional Mechanisms of Proneural Factors and REST in Regulating Neuronal Reprogramming of
Astrocytes. Cell Stem Cell, 2015, 17, 74-88. 5.2 187

6938 Improved Statistical Methods Enable Greater Sensitivity in Rhythm Detection for Genome-Wide Data.
PLoS Computational Biology, 2015, 11, e1004094. 1.5 93

6939 Parallel Gene Expression Differences between Low and High Latitude Populations of Drosophila
melanogaster and D. simulans. PLoS Genetics, 2015, 11, e1005184. 1.5 121

6940 Essential Role for Endogenous siRNAs during Meiosis in Mouse Oocytes. PLoS Genetics, 2015, 11,
e1005013. 1.5 97



384

Citation Report

# Article IF Citations

6941 An <scp>LXR</scp> â€“ <scp>NCOA</scp> 5 gene regulatory complex directs inflammatory
crosstalkâ€•dependent repression of macrophage cholesterol efflux. EMBO Journal, 2015, 34, 1244-1258. 3.5 35

6942 The Exosome Component Rrp6 Is Required for RNA Polymerase II Termination at Specific Targets of the
Nrd1-Nab3 Pathway. PLoS Genetics, 2015, 11, e1004999. 1.5 54

6943 Coordinate regulation of residual bone marrow function by paracrine trafficking of AML exosomes.
Leukemia, 2015, 29, 2285-2295. 3.3 103

6944 Recent Coselection in Human Populations Revealed by Proteinâ€“Protein Interaction Network. Genome
Biology and Evolution, 2015, 7, 136-153. 1.1 19

6945 Dissecting the Calcium-Induced Differentiation of Human Primary Keratinocytes Stem Cells by
Integrative and Structural Network Analyses. PLoS Computational Biology, 2015, 11, e1004256. 1.5 20

6946 The Nuclear Receptor DAF-12 Regulates Nutrient Metabolism and Reproductive Growth in Nematodes.
PLoS Genetics, 2015, 11, e1005027. 1.5 41

6947 Ataxin-2 Regulates RGS8 Translation in a New BAC-SCA2 Transgenic Mouse Model. PLoS Genetics, 2015,
11, e1005182. 1.5 70

6948 Characterization of TCF21 Downstream Target Regions Identifies a Transcriptional Network Linking
Multiple Independent Coronary Artery Disease Loci. PLoS Genetics, 2015, 11, e1005202. 1.5 41

6949 Evidence for Ubiquitin-Regulated Nuclear and Subnuclear Trafficking among Paramyxovirinae Matrix
Proteins. PLoS Pathogens, 2015, 11, e1004739. 2.1 60

6950 Identification of <scp>C</scp> dk targets that control cytokinesis. EMBO Journal, 2015, 34, 81-96. 3.5 56

6951 Asymmetric author-topic model for knowledge discovering of big data in toxicogenomics. Frontiers
in Pharmacology, 2015, 6, 81. 1.6 12

6952
Elucidating Pharmacological Mechanisms of Natural Medicines by Biclustering Analysis of the Gene
Expression Profile: A Case Study on Curcumin and Si-Wu-Tang. International Journal of Molecular
Sciences, 2015, 16, 510-520.

1.8 13

6953 Genome-Wide Transcriptional Analyses of Islet-Specific CD4+ T Cells Identify Idd9 Genes Controlling
Diabetogenic T Cell Function. Journal of Immunology, 2015, 194, 2654-2663. 0.4 3

6954 microRNA expression in autonomous thyroid adenomas: Correlation with mRNA regulation.
Molecular and Cellular Endocrinology, 2015, 411, 1-10. 1.6 10

6955 The histone demethylase enzyme KDM3A is a key estrogen receptor regulator in breast cancer. Nucleic
Acids Research, 2015, 43, 196-207. 6.5 86

6956 Quantification of the Host Response Proteome after Herpes Simplex Virus Type 1 Infection. Journal of
Proteome Research, 2015, 14, 2121-2142. 1.8 47

6957 Regulation of SUMO2 Target Proteins by the Proteasome in Human Cells Exposed to Replication Stress.
Journal of Proteome Research, 2015, 14, 1687-1699. 1.8 10

6958 Identification of Total Reversible Cysteine Oxidation in an Atherosclerosis Model Using a Modified
Biotin Switch Assay. Journal of Proteome Research, 2015, 14, 2026-2035. 1.8 12



385

Citation Report

# Article IF Citations

6959 Proteomic Profiling of the Retinas in a Neonatal Rat Model of Oxygen-Induced Retinopathy with a
Reproducible Ion-Current-Based MS1 Approach. Journal of Proteome Research, 2015, 14, 2109-2120. 1.8 29

6960 Label-free quantitative proteomic analysis reveals strong involvement of complement alternative and
terminal pathways in human glomerular sclerotic lesions. Journal of Proteomics, 2015, 123, 89-100. 1.2 5

6961
Single nucleotide variant detection in Jaffrabadi buffalo (<i>Bubalus bubalis</i>) using
high-throughput targeted sequencing. Frontiers in Life Science: Frontiers of Interdisciplinary
Research in the Life Sciences, 2015, 8, 192-199.

1.1 3

6962 The small RNA content of human sperm reveals pseudogene-derived piRNAs complementary to
protein-coding genes. Rna, 2015, 21, 1085-1095. 1.6 83

6963 Interactions between cytokinin signalling and abiotic stress responses. Journal of Experimental
Botany, 2015, 66, 4863-4871. 2.4 248

6964 Mutation specific functions of EGFR result in a mutation-specific downstream pathway activation.
European Journal of Cancer, 2015, 51, 893-903. 1.3 21

6965 TEAD and YAP regulate the enhancer network of human embryonic pancreatic progenitors. Nature Cell
Biology, 2015, 17, 615-626. 4.6 188

6966 AKI Recovery Induced by Mesenchymal Stromal Cell-Derived Extracellular Vesicles Carrying
MicroRNAs. Journal of the American Society of Nephrology: JASN, 2015, 26, 2349-2360. 3.0 212

6967
mAb C19 targets a novel surface marker for the isolation of human cardiac progenitor cells from
human heart tissue and differentiated hESCs. Journal of Molecular and Cellular Cardiology, 2015, 82,
228-237.

0.9 7

6968 Urocortin â€“ From Parkinson's disease to the skeleton. International Journal of Biochemistry and Cell
Biology, 2015, 60, 130-138. 1.2 6

6969 Proper genomic profiling of (<i>BRCA1</i>â€•mutated) basalâ€•like breast carcinomas requires prior
removal of tumor infiltrating lymphocytes. Molecular Oncology, 2015, 9, 877-888. 2.1 16

6970 Comparative functional characterization of the CSR-1 22G-RNA pathway in Caenorhabditis nematodes.
Nucleic Acids Research, 2015, 43, 208-224. 6.5 38

6971 Human monocyte-derived macrophages are heterogenous: Proteomic profile of different phenotypes.
Journal of Proteomics, 2015, 124, 112-123. 1.2 33

6972 Microtubule disruption synergizes with oncolytic virotherapy by inhibiting interferon translation
and potentiating bystander killing. Nature Communications, 2015, 6, 6410. 5.8 42

6973 Limited specificity of IRF3 and ISGF3 in the transcriptional innate-immune response to double-stranded
RNA. Journal of Leukocyte Biology, 2015, 98, 119-128. 1.5 28

6974
&lt;b&gt;&lt;i&gt;Unc93b1&lt;/i&gt;&lt;/b&gt;-Dependent Endosomal Toll-Like Receptor Signaling
Regulates Inflammation and Mortality during Coxsackievirus B3 Infection. Journal of Innate Immunity,
2015, 7, 315-330.

1.8 10

6975
Functional and mechanistic studies of XPC DNA-repair complex as transcriptional coactivator in
embryonic stem cells. Proceedings of the National Academy of Sciences of the United States of
America, 2015, 112, E2317-26.

3.3 38

6976 The histone deacetylase SIRT6 controls embryonic stemÂ cell fate via TET-mediated production of
5-hydroxymethylcytosine. Nature Cell Biology, 2015, 17, 545-557. 4.6 137



386

Citation Report

# Article IF Citations

6977 Identification of quantitative trait transcripts for growth traits in the large scales of liver and
muscle samples. Physiological Genomics, 2015, 47, 274-280. 1.0 12

6978 The Proteomic Landscape of Triple-Negative Breast Cancer. Cell Reports, 2015, 11, 630-644. 2.9 179

6979 Knockdown of transcription factor forkhead box O3 (FOXO3) suppresses erythroid differentiation in
human cells and zebrafish. Biochemical and Biophysical Research Communications, 2015, 460, 923-930. 1.0 13

6980 A Werner syndrome stem cell model unveils heterochromatin alterations as a driver of human aging.
Science, 2015, 348, 1160-1163. 6.0 429

6981 MiRâ€•Score: A novel 6â€•microRNA signature that predicts survival outcomes in patients with malignant
pleural mesothelioma. Molecular Oncology, 2015, 9, 715-726. 2.1 67

6982 Parallel color-coding. Parallel Computing, 2015, 47, 51-69. 1.3 11

6983 Anatomical, molecular and pathological consideration of the circumventricular organs.
Neurochirurgie, 2015, 61, 90-100. 0.6 4

6984 Stratified gene expression analysis identifies major amyotrophic lateral sclerosis genes. Neurobiology
of Aging, 2015, 36, 2006.e1-2006.e9. 1.5 22

6985 Reduced levels of Hspa9 attenuate Stat5 activation in mouse B cells. Experimental Hematology, 2015, 43,
319-330.e10. 0.2 15

6986 Establishment and characterization of models of chemotherapy resistance in colorectal cancer:
Towards a predictive signature of chemoresistance. Molecular Oncology, 2015, 9, 1169-1185. 2.1 91

6987 Gene expression patterns combined with network analysis identify hub genes associated with bladder
cancer. Computational Biology and Chemistry, 2015, 56, 71-83. 1.1 64

6988
Microarray gene expression analysis reveals major differences between Toxocara canis and Toxocara
cati neurotoxocarosis and involvement of T. canis in lipid biosynthetic processes. International
Journal for Parasitology, 2015, 45, 495-503.

1.3 19

6989 Systems Pharmacological Analysis of Drugs Inducing Stevensâ€“Johnson Syndrome and Toxic Epidermal
Necrolysis. Chemical Research in Toxicology, 2015, 28, 927-934. 1.7 18

6990 High-throughput and quantitative assessment of enhancer activity in mammals by CapStarr-seq. Nature
Communications, 2015, 6, 6905. 5.8 138

6991 Combining bevacizumab and chemoradiation in rectal cancer. Translational results of the AXEBeam
trial. British Journal of Cancer, 2015, 112, 1314-1325. 2.9 25

6992 Bioinformatics analysis of gene expression profiles in childhood B-precursor acute lymphoblastic
leukemia. Hematology, 2015, 20, 377-383. 0.7 11

6993
Analysis of 13 cell types reveals evidence for the expression of numerous novel primate- and
tissue-specific microRNAs. Proceedings of the National Academy of Sciences of the United States of
America, 2015, 112, E1106-15.

3.3 376

6994 Contribution of Stress Responses to Antibiotic Tolerance in Pseudomonas aeruginosa Biofilms.
Antimicrobial Agents and Chemotherapy, 2015, 59, 3838-3847. 1.4 115



387

Citation Report

# Article IF Citations

6995 Pyruvate metabolism: A therapeutic opportunity in radiation-induced skin injury. Biochemical and
Biophysical Research Communications, 2015, 460, 504-510. 1.0 12

6996 A multiâ€•pronged investigation into the effect of glucose starvation and culture duration on fedâ€•batch
CHO cell culture. Biotechnology and Bioengineering, 2015, 112, 2172-2184. 1.7 54

6997 Gene Expression by Mouse Inner Ear Hair Cells during Development. Journal of Neuroscience, 2015, 35,
6366-6380. 1.7 308

6998 A technology platform to assess multiple cancer agents simultaneously within a patientâ€™s tumor.
Science Translational Medicine, 2015, 7, 284ra58. 5.8 76

6999
Differential proteomic analysis of mouse macrophages exposed to adsorbate-loaded heavy fuel oil
derived combustion particles using an automated sample-preparation workflow. Analytical and
Bioanalytical Chemistry, 2015, 407, 5965-5976.

1.9 31

7000 Disrupted SOX10 function causes spongiform neurodegeneration in gray tremor mice. Mammalian
Genome, 2015, 26, 80-93. 1.0 4

7001 Differential protein expression profiling of Arabidopsis thaliana callus under microgravity on board
the Chinese SZ-8 spacecraft. Planta, 2015, 241, 475-488. 1.6 60

7002 Transcriptome analysis of grey and white matter cortical tissue in multiple system atrophy.
Neurogenetics, 2015, 16, 107-122. 0.7 33

7003 HDAC4, a prognostic and chromosomal instability marker, refines the predictive value of MGMT
promoter methylation. Journal of Neuro-Oncology, 2015, 122, 303-312. 1.4 36

7004
Oral administration of Lactobacillus plantarum 299v modulates gene expression in the ileum of pigs:
prediction of crosstalk between intestinal immune cells and sub-mucosal adipocytes. Genes and
Nutrition, 2015, 10, 10.

1.2 8

7005 Ethanol toxicity affects olfactory receptor genes in forebrain of fetal mice. Molecular and Cellular
Toxicology, 2015, 11, 55-60. 0.8 5

7006 More than Skin Deep: Functional Genomic Basis for Resistance to Amphibian Chytridiomycosis. Genome
Biology and Evolution, 2015, 7, 286-298. 1.1 110

7007 NPPB is a novel candidate biomarker expressed by cancerâ€•associated fibroblasts in epithelial ovarian
cancer. International Journal of Cancer, 2015, 136, 1390-1401. 2.3 24

7008 Transcriptome analysis of human breast cancer cell lines MCF-7 and MDA-MB-435 by RNA-Seq.
Molecular Biology, 2015, 49, 244-252. 0.4 1

7009 Replicative study of susceptibility to childhood-onset schizophrenia in Kazakhs. Russian Journal of
Genetics, 2015, 51, 185-192. 0.2 11

7010 STAT3 acts through pre-existing nucleosome-depleted regions bound by FOS during an epigenetic
switch linking inflammation to cancer. Epigenetics and Chromatin, 2015, 8, 7. 1.8 33

7011 Detection of quantitative trait loci for mineral content of Nelore longissimus dorsi muscle. Genetics
Selection Evolution, 2015, 47, 15. 1.2 40

7012 Fast and robust group-wise eQTL mapping using sparse graphical models. BMC Bioinformatics, 2015, 16,
2. 1.2 11



388

Citation Report

# Article IF Citations

7013 Amyloid precursor protein interaction network in human testis: sentinel proteins for male
reproduction. BMC Bioinformatics, 2015, 16, 12. 1.2 32

7014 Evolution of lysine acetylation in the RNA polymerase II C-terminal domain. BMC Evolutionary Biology,
2015, 15, 35. 3.2 19

7015
Global transcriptomic profiling demonstrates induction of oxidative stress and of compensatory
cellular stress responses in brown trout exposed to glyphosate and Roundup. BMC Genomics, 2015, 16,
32.

1.2 90

7016 A genome-wide scan for signatures of directional selection in domesticated pigs. BMC Genomics, 2015,
16, 130. 1.2 67

7017 Comparative transcriptome analysis within the Lolium/Festuca species complex reveals high sequence
conservation. BMC Genomics, 2015, 16, 249. 1.2 24

7018 GRACOMICS: software for graphical comparison of multiple results with omics data. BMC Genomics,
2015, 16, 256. 1.2 7

7019 Wnt antagonist, secreted frizzled-related protein 1, is involved in prenatal skeletal muscle
development and is a target of miRNA-1/206 in pigs. BMC Molecular Biology, 2015, 16, 4. 3.0 32

7020 Tumor evolution and intratumor heterogeneity of an epithelial ovarian cancer investigated using
next-generation sequencing. BMC Cancer, 2015, 15, 85. 1.1 85

7021 Cyclin D1 sensitizes myeloma cells to endoplasmic reticulum stress-mediated apoptosis by activating
the unfolded protein response pathway. BMC Cancer, 2015, 15, 262. 1.1 23

7022 Integrative network analysis reveals different pathophysiological mechanisms of insulin resistance
among Caucasians and African Americans. BMC Medical Genomics, 2015, 8, 4. 0.7 16

7023 Effects of statin on circulating microRNAome and predicted function regulatory network in patients
with unstable angina. BMC Medical Genomics, 2015, 8, 12. 0.7 19

7024 Integrative analysis of survival-associated gene sets in breast cancer. BMC Medical Genomics, 2015, 8,
11. 0.7 17

7025 Gene expression network analysis reveals new transcriptional regulators as novel factors in human
ischemic cardiomyopathy. BMC Medical Genomics, 2015, 8, 14. 0.7 19

7026 Proteomic characterization of adrenal gland embryonic development reveals early initiation of
steroid metabolism and reduction of the retinoic acid pathway. Proteome Science, 2015, 13, 6. 0.7 9

7027 Towards further defining the proteome of mouse saliva. Proteome Science, 2015, 13, 10. 0.7 14

7028 Differential gene expression of human chondrocytes cultured under short-term altered gravity
conditions during parabolic flight maneuvers. Cell Communication and Signaling, 2015, 13, 18. 2.7 32

7029 Endogenous CCL2 neutralization restricts HIV-1 replication in primary human macrophages by
inhibiting viral DNA accumulation. Retrovirology, 2015, 12, 4. 0.9 35

7030 High expression of long intervening non-coding RNA OLMALINC in the human cortical white matter is
associated with regulation of oligodendrocyte maturation. Molecular Brain, 2015, 8, 2. 1.3 25



389

Citation Report

# Article IF Citations

7031 Mouse mammary stem cells express prognostic markers for triple-negative breast cancer. Breast
Cancer Research, 2015, 17, 31. 2.2 35

7032 Gene-expression molecular subtyping of triple-negative breast cancer tumours: importance of immune
response. Breast Cancer Research, 2015, 17, 43. 2.2 248

7033 The draft genome of Primula veris yields insights into the molecular basis of heterostyly. Genome
Biology, 2015, 16, 12. 3.8 96

7034 Combinatorial activities of SHORT VEGETATIVE PHASE and FLOWERING LOCUS C define distinct modes of
flowering regulation in Arabidopsis. Genome Biology, 2015, 16, 31. 3.8 150

7035 The lncRNA Firre anchors the inactive X chromosome to the nucleolus by binding CTCF and maintains
H3K27me3 methylation. Genome Biology, 2015, 16, 52. 3.8 229

7036 Higher gene expression variability in the more aggressive subtype of chronic lymphocytic leukemia.
Genome Medicine, 2015, 7, 8. 3.6 57

7037 Haploinsufficiency of Hedgehog interacting protein causes increased emphysema induced by cigarette
smoke through network rewiring. Genome Medicine, 2015, 7, 12. 3.6 61

7038 Transcriptome analysis of ageing in uninjured human Achilles tendon. Arthritis Research and Therapy,
2015, 17, 33. 1.6 68

7039 A property-based analysis of human transcription factors. BMC Research Notes, 2015, 8, 82. 0.6 7

7040 Predicting involvement of polycomb repressive complex 2 in direct conversion of mouse fibroblasts
into induced neural stem cells. Stem Cell Research and Therapy, 2015, 6, 42. 2.4 10

7041 K-core decomposition of a protein domain co-occurrence network reveals lower cancer mutation
rates for interior cores. Journal of Clinical Bioinformatics, 2015, 5, 1. 1.2 16

7042 Alternative 3â€²Â UTRs act as scaffolds to regulate membrane protein localization. Nature, 2015, 522,
363-367. 13.7 403

7043 Expression profiling of wild type and Î²-catenin gene disrupted human BxPC-3 pancreatic
adenocarcinoma cells. Genomics Data, 2015, 4, 150-152. 1.3 1

7044 Gene expression profiles reveal effect of a high-fat diet on the development of white and brown
adipose tissues. Gene, 2015, 565, 15-21. 1.0 9

7045 Novel Host Proteins and Signaling Pathways in Enteropathogenic E. coli Pathogenesis Identified by
Global Phosphoproteome Analysis *. Molecular and Cellular Proteomics, 2015, 14, 1927-1945. 2.5 32

7046 Deep, Quantitative Coverage of the Lysine Acetylome Using Novel Anti-acetyl-lysine Antibodies and an
Optimized Proteomic Workflow. Molecular and Cellular Proteomics, 2015, 14, 2429-2440. 2.5 147

7047 SNP and INDEL detection in a QTL region on chicken chromosome 2 associated with muscle deposition.
Animal Genetics, 2015, 46, 158-163. 0.6 21

7048 MicroRNA-26a regulates insulin sensitivity and metabolism of glucose and lipids. Journal of Clinical
Investigation, 2015, 125, 2497-2509. 3.9 195



390

Citation Report

# Article IF Citations

7049 Concordant and discordant DNA methylation signatures of aging in human blood and brain.
Epigenetics and Chromatin, 2015, 8, 19. 1.8 132

7050 Tfap2a and 2b act downstream of Ptf1a to promote amacrine cell differentiation during retinogenesis.
Molecular Brain, 2015, 8, 28. 1.3 60

7051 The cis and trans effects of the risk variants of coronary artery disease in the Chr9p21 region. BMC
Medical Genomics, 2015, 8, 21. 0.7 20

7052 Immunoproteomic Profiling of <i>Bordetella pertussis</i> Outer Membrane Vesicle Vaccine Reveals
Broad and Balanced Humoral Immunogenicity. Journal of Proteome Research, 2015, 14, 2929-2942. 1.8 87

7053 Highly Expressed Genes in Rapidly Proliferating Tumor Cells as New Targets for Colorectal Cancer
Treatment. Clinical Cancer Research, 2015, 21, 3695-3704. 3.2 25

7054 Gene expression of OCT4, SOX2, KLF4 and MYC (OSKM) induced pluripotent stem cells: identification
for potential mechanisms. Diagnostic Pathology, 2015, 10, 35. 0.9 14

7055 The draft genome of the grass carp (Ctenopharyngodon idellus) provides insights into its evolution
and vegetarian adaptation. Nature Genetics, 2015, 47, 625-631. 9.4 352

7056 Thymosinâ€•Î²4 is a determinant of drug sensitivity for Fenretinide and Vorinostat combination therapy in
neuroblastoma. Molecular Oncology, 2015, 9, 1484-1500. 2.1 17

7057 The Circadian Protein BMAL1 Regulates Translation in Response to S6K1-Mediated Phosphorylation.
Cell, 2015, 161, 1138-1151. 13.5 270

7058 Sequential Elution Interactome Analysis of the Mind Bomb 1 Ubiquitin Ligase Reveals a Novel Role in
Dendritic Spine Outgrowth. Molecular and Cellular Proteomics, 2015, 14, 1898-1910. 2.5 36

7059 Long non-coding RNA discovery across the genus anopheles reveals conserved secondary structures
within and beyond the Gambiae complex. BMC Genomics, 2015, 16, 337. 1.2 85

7060 Histone modifications induced by MDV infection at early cytolytic and latency phases. BMC Genomics,
2015, 16, 311. 1.2 13

7061 Association of brain immune genes with social behavior of inbred mouse strains. Journal of
Neuroinflammation, 2015, 12, 75. 3.1 20

7062 An approach for determining and measuring network hierarchy applied to comparing the
phosphorylome and the regulome. Genome Biology, 2015, 16, 63. 3.8 27

7063 Latent Pathways Identification by Microarray Expression Profiles in Thyroid-Associated
Ophthalmopathy Patients. Endocrine Pathology, 2015, 26, 200-210. 5.2 9

7064 Derivation of a bronchial genomic classifier for lung cancer in a prospective study of patients
undergoing diagnostic bronchoscopy. BMC Medical Genomics, 2015, 8, 18. 0.7 64

7065 Dysregulation of long non-coding RNAs in mouse models of localization-related epilepsy. Biochemical
and Biophysical Research Communications, 2015, 462, 433-440. 1.0 59

7066 Wounding tomato fruit elicits ripening-stage specific changes in gene expression and production of
volatile compounds. Journal of Experimental Botany, 2015, 66, 1511-1526. 2.4 28



391

Citation Report

# Article IF Citations

7067 Global Analysis of Myocardial Peptides Containing Cysteines With Irreversible Sulfinic and Sulfonic
Acid Post-Translational Modifications. Molecular and Cellular Proteomics, 2015, 14, 609-620. 2.5 34

7068 ADP-ribosylation Factor 6 (ARF6) Bidirectionally Regulates Dendritic Spine Formation Depending on
Neuronal Maturation and Activity. Journal of Biological Chemistry, 2015, 290, 7323-7335. 1.6 30

7069 Mapping Genetic Contributions to Cardiac Pathology Induced by Beta-Adrenergic Stimulation in Mice.
Circulation: Cardiovascular Genetics, 2015, 8, 40-49. 5.1 71

7070 Oncogenesis driven by the Ras/Raf pathway requires the SUMO E2 ligase Ubc9. Proceedings of the
National Academy of Sciences of the United States of America, 2015, 112, E1724-33. 3.3 57

7071 Identification and Diagnostic Performance of a Small RNA within the PCA3 and BMCC1 Gene Locus That
Potentially Targets mRNA. Cancer Epidemiology Biomarkers and Prevention, 2015, 24, 268-275. 1.1 10

7072 Cancer gene silencing network analysis using cellular automata. , 2015, , . 2

7073 Exome sequencing of case-unaffected-parents trios reveals recessive and de novo genetic variants in
sporadic ALS. Scientific Reports, 2015, 5, 9124. 1.6 53

7074 A genome-scale in vivo loss-of-function screen identifies <i>Phf6</i> as a lineage-specific regulator of
leukemia cell growth. Genes and Development, 2015, 29, 483-488. 2.7 65

7075 Glia Open Access Database (<scp>GOAD</scp>): A comprehensive gene expression encyclopedia of glia
cells in health and disease. Glia, 2015, 63, 1495-1506. 2.5 53

7076 Young Genes out of the Male: An Insight from Evolutionary Age Analysis of the Pollen Transcriptome.
Molecular Plant, 2015, 8, 935-945. 3.9 64

7077 Myocardial and Cardiomyocyte Stress Resilience Is Enhanced in Aromatase-Deficient Female Mouse
Hearts Through CaMKIIÎ´ Activation. Endocrinology, 2015, 156, 1429-1440. 1.4 12

7078 Differential Gene Expression in Uterine Endometrium During Implantation in Pigs1. Biology of
Reproduction, 2015, 92, 52. 1.2 31

7079 CBX7 inhibits breast tumorigenicity through DKKâ€•1â€•mediated suppression of the Wnt/Î²â€•catenin pathway.
FASEB Journal, 2015, 29, 300-313. 0.2 59

7080 Adipose tissue NAPE-PLD controls fat mass development by altering the browning process and gut
microbiota. Nature Communications, 2015, 6, 6495. 5.8 144

7081 Neuronal identity genes regulated by super-enhancers are preferentially down-regulated in the
striatum of Huntington's disease mice. Human Molecular Genetics, 2015, 24, 3481-3496. 1.4 84

7082 Hippocampal transcriptional and neurogenic changes evoked by combination yohimbine and imipramine
treatment. Progress in Neuro-Psychopharmacology and Biological Psychiatry, 2015, 61, 1-9. 2.5 5

7083 Systematic identification and characterization of long intergenic non-coding RNAs in fetal porcine
skeletal muscle development. Scientific Reports, 2015, 5, 8957. 1.6 154

7084 Role of Tet1 and 5-hydroxymethylcytosine in cocaine action. Nature Neuroscience, 2015, 18, 536-544. 7.1 160



392

Citation Report

# Article IF Citations

7085 IRF8 directs stress-induced autophagy in macrophages and promotes clearance of Listeria
monocytogenes. Nature Communications, 2015, 6, 6379. 5.8 75

7086 CHCHD2 Is Coamplified with EGFR in NSCLC and Regulates Mitochondrial Function and Cell Migration.
Molecular Cancer Research, 2015, 13, 1119-1129. 1.5 43

7087 Extensive microRNA-mediated crosstalk between lncRNAs and mRNAs in mouse embryonic stem cells.
Genome Research, 2015, 25, 655-666. 2.4 95

7088 Proteomic analyses reveal that loss of TDP-43 affects RNA processing and intracellular transport.
Neuroscience, 2015, 293, 157-170. 1.1 52

7089 Genome-wide computational determination of the human metalloproteome. Proteins: Structure,
Function and Bioinformatics, 2015, 83, 931-939. 1.5 11

7090 Therapy-induced tumour secretomes promote resistance and tumour progression. Nature, 2015, 520,
368-372. 13.7 389

7091 Profiling of Virus-Encoded MicroRNAs in Epstein-Barr Virus-Associated Gastric Carcinoma and Their
Roles in Gastric Carcinogenesis. Journal of Virology, 2015, 89, 5581-5591. 1.5 102

7092 iTRAQ-based quantitative analysis of hippocampal postsynaptic density-associated proteins in a rat
chronic mild stress model of depression. Neuroscience, 2015, 298, 220-292. 1.1 64

7093 MEK Inhibition Overcomes Cisplatin Resistance Conferred by SOS/MAPK Pathway Activation in
Squamous Cell Carcinoma. Molecular Cancer Therapeutics, 2015, 14, 1750-1760. 1.9 46

7094 Distinct Transcriptomic Features are Associated with Transitional and Mature B-Cell Populations in
the Mouse Spleen. Frontiers in Immunology, 2015, 6, 30. 2.2 43

7095 Injury-Induced Decline of Intrinsic Regenerative Ability Revealed by Quantitative Proteomics. Neuron,
2015, 86, 1000-1014. 3.8 220

7096 Molecular differences between stromal cell populations from deciduous and permanent human teeth.
Stem Cell Research and Therapy, 2015, 6, 59. 2.4 19

7097 Bovine hepatic differential gene expression in response to perennial ryegrass staggers. World
Mycotoxin Journal, 2015, 8, 351-360. 0.8 1

7098 Integrative analysis of gene expression in response to low-dose ionizing radiation in a human skin
model. Medical Oncology, 2015, 32, 621. 1.2 9

7099 Phenotype-Dependent Coexpression Gene Clusters: Application to Normal and Premature Ageing.
IEEE/ACM Transactions on Computational Biology and Bioinformatics, 2015, 12, 30-39. 1.9 6

7100
Proteomic analysis of the cytotoxic effects induced by the organogold(<scp>iii</scp>) complex
Aubipy<sub>c</sub>in cisplatin-resistant A2780 ovarian cancer cells: further evidence for the
glycolytic pathway implication. Molecular BioSystems, 2015, 11, 1653-1667.

2.9 10

7101 GOplot: an R package for visually combining expression data with functional analysis. Bioinformatics,
2015, 31, 2912-2914. 1.8 1,273

7102 MYC regulates the core pre-mRNA splicing machinery as an essential step in lymphomagenesis. Nature,
2015, 523, 96-100. 13.7 317



393

Citation Report

# Article IF Citations

7103 Essential role of mitochondrial energy metabolism in Foxp3 <sup>+</sup> Tâ€•regulatory cell function
and allograft survival. FASEB Journal, 2015, 29, 2315-2326. 0.2 213

7104 Pathway-Based Factor Analysis of Gene Expression Data Produces Highly Heritable Phenotypes That
Associate with Age. G3: Genes, Genomes, Genetics, 2015, 5, 839-847. 0.8 7

7105 Enhancing the mass spectrometric identification of membrane proteins by combining chemical and
enzymatic digestion methods. Analytical Methods, 2015, 7, 7220-7227. 1.3 2

7106 The Hepatic Transcriptome of Young Suckling and Aging Intrauterine Growth Restricted Male Rats.
Journal of Cellular Biochemistry, 2015, 116, 566-579. 1.2 18

7107 Imprinted expression in cystic embryoid bodies shows an embryonic and not an extra-embryonic
pattern. Developmental Biology, 2015, 402, 291-305. 0.9 7

7108 Altered Glutamate Protein Co-Expression Network Topology Linked to Spine Loss in the Auditory
Cortex of Schizophrenia. Biological Psychiatry, 2015, 77, 959-968. 0.7 56

7109 A genome-wide nanotoxicology screen of<i>Saccharomyces cerevisiae</i>mutants reveals the basis
for cadmium sulphide quantum dot tolerance and sensitivity. Nanotoxicology, 2016, 10, 1-10. 1.6 29

7110 MiRNA and TF co-regulatory network analysis for the pathology and recurrence of myocardial
infarction. Scientific Reports, 2015, 5, 9653. 1.6 41

7111 Mapping long-range promoter contacts in human cells with high-resolution capture Hi-C. Nature
Genetics, 2015, 47, 598-606. 9.4 857

7112 Differential expression of miRNAs in enterovirus 71-infected cells. Virology Journal, 2015, 12, 56. 1.4 34

7113
Quantitative Proteomics Analysis Reveals Novel Insights into Mechanisms of Action of Long
Noncoding RNA Hox Transcript Antisense Intergenic RNA (HOTAIR) in HeLa Cells*. Molecular and
Cellular Proteomics, 2015, 14, 1447-1463.

2.5 44

7114 1,3-Dinitrobenzene Induces Age- and Region-Specific Oxidation to Mitochondria-Related Proteins in
Brain. Toxicological Sciences, 2015, 145, 48-58. 1.4 1

7115 miR-25 Modulates Invasiveness and Dissemination of Human Prostate Cancer Cells via Regulation of Î±v-
and Î±6-Integrin Expression. Cancer Research, 2015, 75, 2326-2336. 0.4 91

7116 Reciprocal osmotic challenges reveal mechanisms of divergence in phenotypic plasticity in the
killifish <i>Fundulus heteroclitus</i>. Journal of Experimental Biology, 2015, 218, 1212-22. 0.8 62

7117 Phenotypic plasticity in gene expression contributes to divergence of locally adapted populations of
<i><scp>F</scp>undulus heteroclitus</i>. Molecular Ecology, 2015, 24, 3345-3359. 2.0 90

7118 A Potential Contributory Role for Ciliary Dysfunction in the 16p11.2 600 kb BP4-BP5 Pathology.
American Journal of Human Genetics, 2015, 96, 784-796. 2.6 53

7119 Effects of Food-Derived Collagen Peptides on the Expression of Keratin and Keratin-Associated Protein
Genes in the Mouse Skin. Skin Pharmacology and Physiology, 2015, 28, 227-235. 1.1 10

7120 Genetic and functional characterization of clonally derived adult human brown adipocytes. Nature
Medicine, 2015, 21, 389-394. 15.2 366



394

Citation Report

# Article IF Citations

7121 Efflux as a Glutaraldehyde Resistance Mechanism in Pseudomonas fluorescens and Pseudomonas
aeruginosa Biofilms. Antimicrobial Agents and Chemotherapy, 2015, 59, 3433-3440. 1.4 64

7122 Transcriptional analysis of glial cell differentiation in the postnatal murine spinal cord.
International Journal of Developmental Neuroscience, 2015, 42, 24-36. 0.7 3

7123 Whole blood gene expression profiles distinguish clinical phenotypes of venous thromboembolism.
Thrombosis Research, 2015, 135, 659-665. 0.8 16

7124 Trimethylation of Lys36 on H3 restricts gene expression change during aging and impacts life span.
Genes and Development, 2015, 29, 718-731. 2.7 121

7125 Gene networks specific for innate immunity define post-traumatic stress disorder. Molecular
Psychiatry, 2015, 20, 1538-1545. 4.1 160

7126 Anchorage independency promoted tumor malignancy of melanoma cells under reattachment through
elevated interleukin-8 and CXC chemokine receptor 1 expression. Melanoma Research, 2015, 25, 35-46. 0.6 16

7127 The transcription factor IRF1 and guanylate-binding proteins target activation of the AIM2
inflammasome by Francisella infection. Nature Immunology, 2015, 16, 467-475. 7.0 291

7128 Onco-proteogenomics identifies urinary S100A9 and GRN as potential combinatorial biomarkers for
early diagnosis of hepatocellular carcinoma. BBA Clinical, 2015, 3, 205-213. 4.1 33

7129 Sustained Î²â€•catenin activity in dermal fibroblasts promotes fibrosis by upâ€•regulating expression of
extracellular matrix proteinâ€•coding genes. Journal of Pathology, 2015, 235, 686-697. 2.1 89

7130 Comprehensive protein profiling of synovial fluid in osteoarthritis following protein equalization.
Osteoarthritis and Cartilage, 2015, 23, 1204-1213. 0.6 48

7131 The Role of Maternal Gestational Diabetes in Inducing Fetal Endothelial Dysfunction. Journal of
Cellular Physiology, 2015, 230, 2695-2705. 2.0 44

7132 Biomarkers of NAFLD progression: a lipidomics approach to an epidemic. Journal of Lipid Research,
2015, 56, 722-736. 2.0 264

7133 Clock Genes Control Cortical Critical Period Timing. Neuron, 2015, 86, 264-275. 3.8 93

7134
Emergence of hematopoietic stem and progenitor cells involves a Chd1-dependent increase in total
nascent transcription. Proceedings of the National Academy of Sciences of the United States of
America, 2015, 112, E1734-43.

3.3 40

7135 hiCLIP reveals the in vivo atlas of mRNA secondary structures recognized by Staufen 1. Nature, 2015,
519, 491-494. 13.7 248

7136 The Long Noncoding RNA Pnky Regulates Neuronal Differentiation of Embryonic and Postnatal Neural
Stem Cells. Cell Stem Cell, 2015, 16, 439-447. 5.2 294

7137 Senataxin suppresses the antiviral transcriptional response and controls viral biogenesis. Nature
Immunology, 2015, 16, 485-494. 7.0 50

7138 Peroxisomes compensate hepatic lipid overflow in mice with fatty liver. Biochimica Et Biophysica Acta -
Molecular and Cell Biology of Lipids, 2015, 1851, 965-976. 1.2 43



395

Citation Report

# Article IF Citations

7139 Spatially Heterogeneous Choroid Plexus Transcriptomes Encode Positional Identity and Contribute to
Regional CSF Production. Journal of Neuroscience, 2015, 35, 4903-4916. 1.7 138

7140 Placental Growth Factor-1 and -2 Induce Hyperplasia and Invasiveness of Primary Rheumatoid
Synoviocytes. Journal of Immunology, 2015, 194, 2513-2521. 0.4 22

7141
Pharmacologic inhibition of the CK2-mediated phosphorylation of B23/NPM in cancer cells selectively
modulates genes related to protein synthesis, energetic metabolism, and ribosomal biogenesis.
Molecular and Cellular Biochemistry, 2015, 404, 103-112.

1.4 7

7142 Truncated HSPB1 causes axonal neuropathy and impairs tolerance to unfolded protein stress. BBA
Clinical, 2015, 3, 233-242. 4.1 26

7143 Targeting thyroid hormone receptor beta in triple-negative breast cancer. Breast Cancer Research and
Treatment, 2015, 150, 535-545. 1.1 31

7144
Gene expression and epigenetic profiles of mammary gland tissue: Insight into the differential
predisposition of four rat strains to mammary gland cancer. Mutation Research - Genetic Toxicology
and Environmental Mutagenesis, 2015, 779, 39-56.

0.9 7

7145 Broad Functional Correction of Molecular Impairments by Systemic Delivery of scAAVrh74-hSGSH
Gene Delivery in MPS IIIA Mice. Molecular Therapy, 2015, 23, 638-647. 3.7 22

7146 Analysis of lifespan-promoting effect of garlic extract by an integrated metabolo-proteomics
approach. Journal of Nutritional Biochemistry, 2015, 26, 808-817. 1.9 20

7147
Bioinformatics data mining approach indicates the expression of chromatin immunoprecipitation
followed by deep sequencing (ChIPâ€•Seq)â€•based hypoxiaâ€•inducible factorâ€•1Î± target genes in periplaque
lesions of multiple sclerosis. Clinical and Experimental Neuroimmunology, 2015, 6, 159-169.

0.5 3

7148 Genome Rearrangements Can Make and Break Small RNA Genes. Genome Biology and Evolution, 2015, 7,
557-566. 1.1 23

7149 Multidimensional proteomics for cell biology. Nature Reviews Molecular Cell Biology, 2015, 16,
269-280. 16.1 375

7150 One-hour proteome analysis in yeast. Nature Protocols, 2015, 10, 701-714. 5.5 105

7151 Regulation of chromatin accessibility and Zic binding at enhancers in the developing cerebellum.
Nature Neuroscience, 2015, 18, 647-656. 7.1 135

7152 The BDNF Val66Met variant affects gene expression through miR-146b. Neurobiology of Disease, 2015, 77,
228-237. 2.1 23

7153 Peptidoglycan recognition protein-triggered induction of Escherichia coli gene in Drosophila
melanogaster. Journal of Biochemistry, 2015, 157, 507-517. 0.9 2

7154 Quantitative variability of 342 plasma proteins in a human twin population. Molecular Systems
Biology, 2015, 11, 786. 3.2 300

7155
Extensive temporal transcriptome and microRNA analyses identify molecular mechanisms underlying
mitochondrial dysfunction induced by multi-walled carbon nanotubes in human lung cells.
Nanotoxicology, 2015, 9, 624-635.

1.6 28

7156 Whole-genome sequencing of Berkshire (European native pig) provides insights into its origin and
domestication. Scientific Reports, 2015, 4, 4678. 1.6 81



396

Citation Report

# Article IF Citations

7157 Alternative splicing of the androgen receptor in polycystic ovary syndrome. Proceedings of the
National Academy of Sciences of the United States of America, 2015, 112, 4743-4748. 3.3 95

7158 SIRT3 Mediates Multi-Tissue Coupling for Metabolic Fuel Switching. Cell Metabolism, 2015, 21, 637-646. 7.2 154

7159 New insights into the human brain proteome: Protein expression profiling of deep brain stimulation
target areas. Journal of Proteomics, 2015, 127, 395-405. 1.2 3

7160 Identification of stage-specific biomarkers in lung adenocarcinoma based on RNA-seq data. Tumor
Biology, 2015, 36, 6391-6399. 0.8 23

7161 iTRAQ-based quantitative proteomic analysis of Pseudomonas aeruginosa SJTD-1: A global response to
n-octadecane induced stress. Journal of Proteomics, 2015, 123, 14-28. 1.2 46

7162 Survival of Effector CD8+ T Cells during Influenza Infection Is Dependent on Autophagy. Journal of
Immunology, 2015, 194, 4277-4286. 0.4 59

7163 Purification and Transcriptomic Analysis of Mouse Fetal Leydig Cells Reveals Candidate Genes for
Specification of Gonadal Steroidogenic Cells1. Biology of Reproduction, 2015, 92, 145. 1.2 51

7164 UV irradiation responses in Giardia intestinalis. Experimental Parasitology, 2015, 154, 25-32. 0.5 30

7165
A Proteomic Analysis Reveals That Snail Regulates the Expression of the Nuclear Orphan Receptor
Nuclear Receptor Subfamily 2 Group F Member 6 (Nr2f6) and Interleukin 17 (IL-17) to Inhibit Adipocyte
Differentiation *. Molecular and Cellular Proteomics, 2015, 14, 303-315.

2.5 34

7166 Controlled induction of DNA double-strand breaks in the mouse liver induces features of tissue
ageing. Nature Communications, 2015, 6, 6790. 5.8 90

7167 PlantMirnaT: miRNA and mRNA integrated analysis fully utilizing characteristics of plant sequencing
data. Methods, 2015, 83, 80-87. 1.9 13

7168 MEF2D Drives Photoreceptor Development through a Genome-wide Competition for Tissue-Specific
Enhancers. Neuron, 2015, 86, 247-263. 3.8 72

7169
RNA-binding protein hnRNPLL regulates mRNA splicing and stability during B-cell to plasma-cell
differentiation. Proceedings of the National Academy of Sciences of the United States of America,
2015, 112, E1888-97.

3.3 49

7170 The lncRNA DEANR1 Facilitates Human Endoderm Differentiation by Activating FOXA2 Expression. Cell
Reports, 2015, 11, 137-148. 2.9 127

7171 Synthetic Lethal Screens Identify Vulnerabilities in GPCR Signaling and Cytoskeletal Organization in
E-Cadherinâ€“Deficient Cells. Molecular Cancer Therapeutics, 2015, 14, 1213-1223. 1.9 30

7172 Rat liver sinusoidal surface N-linked glycoproteomic analysis by affinity enrichment and mass
spectrometric identification. Biochemistry (Moscow), 2015, 80, 260-275. 0.7 2

7173 Genome-scale hypomethylation in the cord blood DNAs associated with early onset preeclampsia.
Clinical Epigenetics, 2015, 7, 21. 1.8 41

7174 Deciphering deterioration mechanisms of complex diseases based on the construction of dynamic
networks and systems analysis. Scientific Reports, 2015, 5, 9283. 1.6 48



397

Citation Report

# Article IF Citations

7175 Toward predicting metastatic progression of melanoma based on gene expression data. Pigment Cell
and Melanoma Research, 2015, 28, 453-463. 1.5 25

7176 Transcriptome analysis of the plateau fish (Triplophysa dalaica): Implications for adaptation to
hypoxia in fishes. Gene, 2015, 565, 211-220. 1.0 50

7177 The autism-associated chromatin modifier CHD8 regulates other autism risk genes during human
neurodevelopment. Nature Communications, 2015, 6, 6404. 5.8 316

7178 Dynamic Sialylation in Transforming Growth Factor-Î² (TGF-Î²)-induced Epithelial to Mesenchymal
Transition. Journal of Biological Chemistry, 2015, 290, 12000-12013. 1.6 64

7179 Shared Pathways Among Autism Candidate Genes Determined by Co-expression Network Analysis of the
Developing Human Brain Transcriptome. Journal of Molecular Neuroscience, 2015, 57, 580-594. 1.1 54

7180 Graph-based unsupervised feature selection and multiview clustering for microarray data. Journal of
Biosciences, 2015, 40, 755-767. 0.5 11

7181 ExÂ vivo genome-wide RNAi screening of the Drosophila Toll signaling pathway elicited by a
larva-derived tissue extract. Biochemical and Biophysical Research Communications, 2015, 467, 400-406. 1.0 16

7182 CX3CR1 is dysregulated in blood and brain from schizophrenia patients. Schizophrenia Research, 2015,
168, 434-443. 1.1 49

7183 Diabetes Inhibits Gr-1+Myeloid Cell Maturation viaCebpaDeregulation. Diabetes, 2015, 64, 4184-4197. 0.3 14

7184 Uncovering a new role for peroxidase enzymes as drivers of angiogenesis. International Journal of
Biochemistry and Cell Biology, 2015, 68, 128-138. 1.2 25

7185 Cis-eQTL analysis and functional validation of candidate susceptibility genes for high-grade serous
ovarian cancer. Nature Communications, 2015, 6, 8234. 5.8 63

7186
Rapastinel (GLYX-13) has therapeutic potential for the treatment of post-traumatic stress disorder:
Characterization of a NMDA receptor-mediated metaplasticity process in the medial prefrontal cortex
of rats. Behavioural Brain Research, 2015, 294, 177-185.

1.2 50

7187 Characterization and machine learning prediction of allele-specific DNA methylation. Genomics, 2015,
106, 331-339. 1.3 12

7188 Untargeted Proteomics and Systems-Based Mechanistic Investigation of Artesunate in Human
Bronchial Epithelial Cells. Chemical Research in Toxicology, 2015, 28, 1903-1913. 1.7 26

7189 The transcriptional activator Gli2 modulates T-cell receptor signalling through attenuation of AP-1
and NFÎºB activity. Journal of Cell Science, 2015, 128, 2085-2095. 1.2 44

7191 Vaginal Gene Expression During Treatment With Aromatase Inhibitors. Clinical Breast Cancer, 2015, 15,
527-535.e2. 1.1 7

7192 TOPAZ1, a germ cell specific factor, is essential for male meiotic progression. Developmental Biology,
2015, 406, 158-171. 0.9 18

7193 Mediator kinase inhibition further activates super-enhancer-associated genes in AML. Nature, 2015, 526,
273-276. 13.7 307



398

Citation Report

# Article IF Citations

7194 A role for repressive complexes and H3K9 di-methylation in PRDM5-associated brittle cornea syndrome.
Human Molecular Genetics, 2015, 24, 6565-6579. 1.4 17

7195 Combining genomic and network characteristics for extended capability in predicting synergistic
drugs for cancer. Nature Communications, 2015, 6, 8481. 5.8 129

7196 Calcipotriol Targets LRP6 to Inhibit Wnt Signaling in Pancreatic Cancer. Molecular Cancer Research,
2015, 13, 1509-1519. 1.5 42

7197 Zebrafish embryonic stromal trunk (ZEST) cells support hematopoietic stem and progenitor cell
(HSPC) proliferation, survival, and differentiation. Experimental Hematology, 2015, 43, 1047-1061. 0.2 18

7198 TET2 repression by androgen hormone regulates global hydroxymethylation status and prostate
cancer progression. Nature Communications, 2015, 6, 8219. 5.8 93

7199 Proteomics of yeast telomerase identified Cdc48-Npl4-Ufd1 and Ufd4 as regulators of Est1 and
telomere length. Nature Communications, 2015, 6, 8290. 5.8 32

7200 Endothelial Bmx tyrosine kinase activity is essential for myocardial hypertrophy and remodeling.
Proceedings of the National Academy of Sciences of the United States of America, 2015, 112, 13063-13068. 3.3 31

7201
Quantitative proteomics and transcriptomics reveals metabolic differences in attracting and
non-attracting human-in-mouse glioma stem cell xenografts and stromal cells. EuPA Open Proteomics,
2015, 8, 94-103.

2.5 7

7202 mRNA export through an additional cap-binding complex consisting of NCBP1 and NCBP3. Nature
Communications, 2015, 6, 8192. 5.8 89

7203 Human pluripotent stem cell-derived neural constructs for predicting neural toxicity. Proceedings of
the National Academy of Sciences of the United States of America, 2015, 112, 12516-12521. 3.3 288

7204 Cystatin D Locates in the Nucleus at Sites of Active Transcription and Modulates Gene and Protein
Expression. Journal of Biological Chemistry, 2015, 290, 26533-26548. 1.6 23

7205
Characterization of Regenerative Phenotype of Unrestricted Somatic Stem Cells (USSC) from Human
Umbilical Cord Blood (hUCB) by Functional Secretome Analysis. Molecular and Cellular Proteomics,
2015, 14, 2630-2643.

2.5 32

7206 Proteome-wide quantitative multiplexed profiling of protein expression: carbon-source dependency
in<i>Saccharomyces cerevisiae</i>. Molecular Biology of the Cell, 2015, 26, 4063-4074. 0.9 62

7207 The Lingula genome provides insights into brachiopod evolution and the origin of phosphate
biomineralization. Nature Communications, 2015, 6, 8301. 5.8 159

7208 Mitonuclear linkage disequilibrium in human populations. Proceedings of the Royal Society B:
Biological Sciences, 2015, 282, 20151704. 1.2 38

7209 A transposable element in a NAC gene is associated with drought tolerance in maize seedlings. Nature
Communications, 2015, 6, 8326. 5.8 392

7210 Global Transcriptome and Mutagenic Analyses of the Acid Tolerance Response of Salmonella enterica
Serovar Typhimurium. Applied and Environmental Microbiology, 2015, 81, 8054-8065. 1.4 60

7211 HP1 Is Involved in Regulating the Global Impact of DNA Methylation on Alternative Splicing. Cell
Reports, 2015, 10, 1122-1134. 2.9 179



399

Citation Report

# Article IF Citations

7212
Genome-wide identification and characterization of tissue-specific RNA editing events in<i>D.
melanogaster</i>and their potential role in regulating alternative splicing. RNA Biology, 2015, 12,
1391-1401.

1.5 37

7213
Evolutionary Characteristics of Missing Proteins: Insights into the Evolution of Human
Chromosomes Related to Missing-Protein-Encoding Genes. Journal of Proteome Research, 2015, 14,
4985-4994.

1.8 9

7214 FAIMS and Phosphoproteomics of Fibroblast Growth Factor Signaling: Enhanced Identification of
Multiply Phosphorylated Peptides. Journal of Proteome Research, 2015, 14, 5077-5087. 1.8 23

7215 Genome-Wide Screen Reveals Valosin-Containing Protein Requirement for Coronavirus Exit from
Endosomes. Journal of Virology, 2015, 89, 11116-11128. 1.5 54

7216 The potential clinical impact of the release of two drafts of the human proteome. Expert Review of
Proteomics, 2015, 12, 579-593. 1.3 26

7217 Osteogenic changes in kidneys of hyperoxaluric rats. Biochimica Et Biophysica Acta - Molecular Basis
of Disease, 2015, 1852, 2000-2012. 1.8 39

7218
Low-Coverage Exome Sequencing Screen in Formalin-Fixed Paraffin-Embedded Tumors Reveals Evidence
of Exposure to Carcinogenic Aristolochic Acid. Cancer Epidemiology Biomarkers and Prevention, 2015,
24, 1873-1881.

1.1 21

7219 Detection and characterization of small insertion and deletion genetic variants in modern layer
chicken genomes. BMC Genomics, 2015, 16, 562. 1.2 10

7221 Transcriptomic and genetic studies identify NFAT5 as a candidate gene for cocaine dependence.
Translational Psychiatry, 2015, 5, e667-e667. 2.4 17

7222 i-cisTarget 2015 update: generalized cis-regulatory enrichment analysis in human, mouse and fly.
Nucleic Acids Research, 2015, 43, W57-W64. 6.5 169

7223 RFX transcription factors are essential for hearing in mice. Nature Communications, 2015, 6, 8549. 5.8 142

7224 Ribosome profiling reveals translation control as a key mechanism generating differential gene
expression in Trypanosoma cruzi. BMC Genomics, 2015, 16, 443. 1.2 121

7225 Phosphoproteomics of the goat milk fat globule membrane: New insights into lipid droplet secretion
from the mammary epithelial cell. Proteomics, 2015, 15, 2307-2317. 1.3 13

7227
Spatiotemporal differences in the c-fos pathway between C57BL/6J and DBA/2J mice following
flurothyl-induced seizures: A dissociation of hippocampal Fos from seizure activity. Epilepsy Research,
2015, 109, 183-196.

0.8 13

7228 High levels of WNT-5A in human glioma correlate with increased presence of tumor-associated
microglia/monocytes. Experimental Cell Research, 2015, 339, 280-288. 1.2 28

7229 Transcriptomic Analysis of Human Primary Bronchial Epithelial Cells after Chloropicrin Treatment.
Chemical Research in Toxicology, 2015, 28, 1926-1935. 1.7 9

7230 ESRP2 controls an adult splicing programme in hepatocytes to support postnatal liver maturation.
Nature Communications, 2015, 6, 8768. 5.8 83

7231
Specific Regional and Age-Related Small Noncoding RNA Expression Patterns Within Superior Temporal
Gyrus of Typical Human Brains Are Less Distinct in Autism Brains. Journal of Child Neurology, 2015, 30,
1930-1946.

0.7 33



400

Citation Report

# Article IF Citations

7232 Principal component analysis-based unsupervised feature extraction applied to in silico drug
discovery for posttraumatic stress disorder-mediated heart disease. BMC Bioinformatics, 2015, 16, 139. 1.2 46

7233 DECODE: an integrated differential co-expression and differential expression analysis of gene
expression data. BMC Bioinformatics, 2015, 16, 182. 1.2 45

7234 Effect of 90Sr internal emitter on gene expression in mouse blood. BMC Genomics, 2015, 16, 586. 1.2 30

7235 Transcriptional profiling provides insights into metronomic cyclophosphamide-activated, innate
immune-dependent regression of brain tumor xenografts. BMC Cancer, 2015, 15, 375. 1.1 18

7236 Nurr1 and Retinoid X Receptor Ligands Stimulate Ret Signaling in Dopamine Neurons and Can Alleviate
Î±-Synuclein Disrupted Gene Expression. Journal of Neuroscience, 2015, 35, 14370-14385. 1.7 52

7237 The Kruppel-Like Factor Dar1 Determines Multipolar Neuron Morphology. Journal of Neuroscience,
2015, 35, 14251-14259. 1.7 11

7238 Profiling of sperm proteins and association of sperm PDC-109 with bull fertility. Systems Biology in
Reproductive Medicine, 2015, 61, 376-387. 1.0 31

7239 The role of climate and out-of-Africa migration in the frequencies of risk alleles for 21 human
diseases. BMC Genetics, 2015, 16, 81. 2.7 7

7240 Genome-Wide Mapping and Interrogation of the Nmp4 Antianabolic Bone Axis. Molecular
Endocrinology, 2015, 29, 1269-1285. 3.7 12

7241 Identification of Colorectal Cancer Candidate Genes Based on Subnetwork Extraction Algorithm.
Lecture Notes in Computer Science, 2015, , 706-712. 1.0 0

7242 A proteomic approach reveals integrin activation state-dependent control of microtubule cortical
targeting. Nature Communications, 2015, 6, 6135. 5.8 71

7243 Carcinogenic Liver Fluke Secretes Extracellular Vesicles That Promote Cholangiocytes to Adopt a
Tumorigenic Phenotype. Journal of Infectious Diseases, 2015, 212, 1636-1645. 1.9 141

7244 Identifying novel hypoxia-associated markers of chemoresistance in ovarian cancer. BMC Cancer, 2015,
15, 547. 1.1 37

7246 Insights on cryoprotectant toxicity from gene expression profiling of endothelial cells exposed to
ethylene glycol. Cryobiology, 2015, 71, 405-412. 0.3 21

7247 A comparison of genetically matched cell lines reveals the equivalence of human iPSCs and ESCs.
Nature Biotechnology, 2015, 33, 1173-1181. 9.4 235

7248 Differential embryotoxicity of the organic pollutants in rural andÂ urban air particles. Environmental
Pollution, 2015, 206, 535-542. 3.7 33

7249 Mitochondrial retrograde signaling regulates neuronal function. Proceedings of the National
Academy of Sciences of the United States of America, 2015, 112, E6000-9. 3.3 53

7250 Assessing the translational landscape of myogenic differentiation by ribosome profiling. Nucleic
Acids Research, 2015, 43, 4408-4428. 6.5 43



401

Citation Report

# Article IF Citations

7251 Genome-wide characterization of intergenic polyadenylation sites redefines gene spaces in Arabidopsis
thaliana. BMC Genomics, 2015, 16, 511. 1.2 17

7253 Identification and proteomic analysis of osteoblast-derived exosomes. Biochemical and Biophysical
Research Communications, 2015, 467, 27-32. 1.0 85

7254 miR-342-3p regulates MYC transcriptional activity via direct repression of E2F1 in human lung cancer.
Carcinogenesis, 2015, 36, bgv152. 1.3 49

7255 Ribosome profiling reveals the rhythmic liver translatome and circadian clock regulation by
upstream open reading frames. Genome Research, 2015, 25, 1848-1859. 2.4 151

7256 Combined serial analysis of gene expression and transcription factor binding site prediction identifies
novel-candidate-target genes of Nr2e1 in neocortex development. BMC Genomics, 2015, 16, 545. 1.2 9

7257 ErbB2-intronic MicroRNA-4728: a novel tumor suppressor and antagonist of oncogenic MAPK
signaling. Cell Death and Disease, 2015, 6, e1742-e1742. 2.7 31

7258 Common and specific downstream signaling targets controlled by Tlr2 and Tlr5 innate immune
signaling in zebrafish. BMC Genomics, 2015, 16, 547. 1.2 28

7259 The human gene damage index as a gene-level approach to prioritizing exome variants. Proceedings of
the National Academy of Sciences of the United States of America, 2015, 112, 13615-13620. 3.3 213

7260 Polyploidy enhances F1 pollen sterility loci interactions that increase meiosis abnormalities and
pollen sterility in autotetraploid rice. Plant Physiology, 2015, 169, pp.00791.2015. 2.3 42

7261 Disease tolerance mediated by microbiome <i>E. coli</i> involves inflammasome and IGF-1 signaling.
Science, 2015, 350, 558-563. 6.0 163

7262 Genome-wide RNAi screening implicates the E3 ubiquitin ligase Sherpa in mediating innate immune
signaling by Toll in <i>Drosophila</i> adults. Science Signaling, 2015, 8, ra107. 1.6 24

7263 Quantitative Proteomics Analysis of Vitreous Humor from Diabetic Retinopathy Patients. Journal of
Proteome Research, 2015, 14, 5131-5143. 1.8 98

7264 OVO-like 1 regulates progenitor cell fate in human trophoblast development. Proceedings of the
National Academy of Sciences of the United States of America, 2015, 112, E6175-84. 3.3 83

7265 Identification of novel proteins binding the AU-rich element of Î±-prothymosin mRNA through the
selection of open reading frames (RIDome). RNA Biology, 2015, 12, 1289-1300. 1.5 5

7266
Molecular biomarkers screened by next-generation RNA sequencing for non-sentinel lymph node
status prediction in breast cancer patients with metastatic sentinel lymph nodes. World Journal of
Surgical Oncology, 2015, 13, 258.

0.8 21

7267 Appraisal of the Missing Proteins Based on the mRNAs Bound to Ribosomes. Journal of Proteome
Research, 2015, 14, 4976-4984. 1.8 1

7268
New Insights into the Disease Progression Control Mechanisms by Comparing
Long-Term-Nonprogressors versus Normal-Progressors among HIV-1-Positive Patients Using an Ion
Current-Based MS1 Proteomic Profiling. Journal of Proteome Research, 2015, 14, 5225-5239.

1.8 7

7269 Microarray analysis of pancreatic gene expression during biotin repletion in biotin-deficient rats.
Canadian Journal of Physiology and Pharmacology, 2015, 93, 1103-1110. 0.7 6



402

Citation Report

# Article IF Citations

7270 Visualizing genome and systems biology: technologies, tools, implementation techniques and trends,
past, present and future. GigaScience, 2015, 4, 38. 3.3 84

7271
Heme Oxygenase-1 Induction Prevents Autoimmune Diabetes in Association With Pancreatic
Recruitment of M2-Like Macrophages, Mesenchymal Cells, and Fibrocytes. Endocrinology, 2015, 156,
3937-3949.

1.4 19

7272 Network and systems biology: essential steps in virtualising drug discovery and development. Drug
Discovery Today: Technologies, 2015, 15, 33-40. 4.0 19

7273 Systems Biology Approach Reveals a Calcium-Dependent Mechanism for Basal Toxicity in <i>Daphnia
magna</i>. Environmental Science &amp; Technology, 2015, 49, 11132-11140. 4.6 28

7274 Tenascin C protects aorta from acute dissection in mice. Scientific Reports, 2014, 4, 4051. 1.6 43

7275 Clinically Relevant Molecular Subtypes in Leiomyosarcoma. Clinical Cancer Research, 2015, 21, 3501-3511. 3.2 129

7276 Cross Talk Between GH-Regulated Transcription Factors HNF6 and CUX2 in Adult Mouse Liver.
Molecular Endocrinology, 2015, 29, 1286-1302. 3.7 51

7277 RNA-sequencing elucidates the regulation of behavioural transitions associated with the mating
process in honey bee queens. BMC Genomics, 2015, 16, 563. 1.2 34

7278 Molecular insight into thiopurine resistance: transcriptomic signature in lymphoblastoid cell lines.
Genome Medicine, 2015, 7, 37. 3.6 19

7279 RC3H1 post-transcriptionally regulates A20 mRNA and modulates the activity of the IKK/NF-ÎºB pathway.
Nature Communications, 2015, 6, 7367. 5.8 99

7280 Malleable nature of mRNA-protein compositional complementarity and its functional significance.
Nucleic Acids Research, 2015, 43, 3012-3021. 6.5 7

7281
Transcriptomic responses to emamectin benzoate in <scp>P</scp>acific and <scp>A</scp>tlantic
<scp>C</scp>anada salmon lice <i><scp>L</scp>epeophtheirus salmonis</i> with differing levels of
drug resistance. Evolutionary Applications, 2015, 8, 133-148.

1.5 35

7282
Key molecular processes of the diapause to postâ€•diapause quiescence transition in the alfalfa
leafcutting bee <i><scp>M</scp>egachile rotundata</i> identified by comparative transcriptome
analysis. Physiological Entomology, 2015, 40, 103-112.

0.6 54

7283
Differential Effects of Hepatocyte Nuclear Factor 4Î± Isoforms on Tumor Growth and T-Cell Factor
4/AP-1 Interactions in Human Colorectal Cancer Cells. Molecular and Cellular Biology, 2015, 35,
3471-3490.

1.1 57

7284
Impact Assessment of Cigarette Smoke Exposure on Organotypic Bronchial Epithelial Tissue Cultures:
A Comparison of Mono-Culture and Coculture Model Containing Fibroblasts. Toxicological Sciences,
2015, 147, 207-221.

1.4 51

7285 Building Transcriptional Association Networks in Cytoscape with <sc/><italic>RegNetC</italic>.
IEEE/ACM Transactions on Computational Biology and Bioinformatics, 2015, 12, 823-824. 1.9 1

7286 Enhanced protein production by microRNA-30 family in CHO cells is mediated by the modulation of the
ubiquitin pathway. Journal of Biotechnology, 2015, 212, 32-43. 1.9 28

7287 Correlation between Reversal of DNA Methylation and Clinical Symptoms in Psoriatic Epidermis
Following Narrow-Band UVB Phototherapy. Journal of Investigative Dermatology, 2015, 135, 2077-2083. 0.3 44



403

Citation Report

# Article IF Citations

7288
The gene expression profiling of hepatocellular carcinoma by a network analysis approach shows a
dominance of intrinsically disordered proteins (IDPs) between hub nodes. Molecular BioSystems, 2015,
11, 2933-2945.

2.9 5

7289
Accumulation of non-outer segment proteins in the outer segment underlies photoreceptor
degeneration in Bardetâ€“Biedl syndrome. Proceedings of the National Academy of Sciences of the
United States of America, 2015, 112, E4400-9.

3.3 123

7290 The Deubiquitinating Enzyme USP7 Regulates Androgen Receptor Activity by Modulating Its Binding to
Chromatin. Journal of Biological Chemistry, 2015, 290, 21713-21723. 1.6 50

7291 Multi-Species Network Inference Improves Gene Regulatory Network Reconstruction for Early
Embryonic Development inDrosophila. Journal of Computational Biology, 2015, 22, 253-265. 0.8 15

7292 A Scalable Method for Molecular Network Reconstruction Identifies Properties of Targets and
Mutations in Acute Myeloid Leukemia. Journal of Computational Biology, 2015, 22, 266-288. 0.8 7

7293
Genome-wide gene expression analysis of peripheral leukocytes in relation to the male predominance
of Guillainâ€“Barre syndrome: differential gene expression between male and female patients.
International Journal of Neuroscience, 2015, 126, 1-11.

0.8 5

7294 Defective NK Cells in Acute Myeloid Leukemia Patients at Diagnosis Are Associated with Blast
Transcriptional Signatures of Immune Evasion. Journal of Immunology, 2015, 195, 2580-2590. 0.4 68

7295 Small molecule inhibition of FOXM1: How to bring a novel compound into genomic context. Genomics
Data, 2015, 3, 19-23. 1.3 8

7296 Identification of altered metabolic pathways of Î³-irradiated rice mutant via network-based
transcriptome analysis. Genetica, 2015, 143, 635-644. 0.5 7

7297 Target-site resistance mutations (kdr and RDL), but not metabolic resistance, negatively impact male
mating competiveness in the malaria vector Anopheles gambiae. Heredity, 2015, 115, 243-252. 1.2 76

7298
Transgenerational epigenetic programming via sperm microRNA recapitulates effects of paternal
stress. Proceedings of the National Academy of Sciences of the United States of America, 2015, 112,
13699-13704.

3.3 590

7299 MEF2D Deficiency in Neonatal Cardiomyocytes Triggers Cell Cycle Re-entry and Programmed Cell Death
in Vitro. Journal of Biological Chemistry, 2015, 290, 24367-24380. 1.6 20

7300 Infectious hematopoietic necrosis virus (IHNV) persistence in Sockeye Salmon: influence on brain
transcriptome and subsequent response to the viral mimic poly(I:C). BMC Genomics, 2015, 16, 634. 1.2 32

7301 Knockdown of NAT12/NAA30 reduces tumorigenic features of glioblastoma-initiating cells. Molecular
Cancer, 2015, 14, 160. 7.9 30

7302 A Gene Regulatory Network Cooperatively Controlled by Pdx1 and Sox9 Governs Lineage Allocation of
Foregut Progenitor Cells. Cell Reports, 2015, 13, 326-336. 2.9 82

7303 Definition of a consensus integrin adhesome and its dynamics during adhesion complex assembly
andÂ disassembly. Nature Cell Biology, 2015, 17, 1577-1587. 4.6 442

7304 Intratumoral injection of IFN-alpha dendritic cells after dacarbazine activates anti-tumor immunity:
results from a phase I trial in advanced melanoma. Journal of Translational Medicine, 2015, 13, 139. 1.8 36

7305 Hypoxia Inhibits Myogenic Differentiation through p53 Protein-dependent Induction of Bhlhe40
Protein. Journal of Biological Chemistry, 2015, 290, 29707-29716. 1.6 35



404

Citation Report

# Article IF Citations

7306 Analysis of Human Triallelic SNPs by Nextâ€•Generation Sequencing. Annals of Human Genetics, 2015, 79,
275-281. 0.3 23

7307 <i>C</i><scp><i>IC</i></scp> inactivating mutations identify aggressive subset of 1p19q codeleted
gliomas. Annals of Neurology, 2015, 78, 355-374. 2.8 71

7308 The expression profile of Aedes albopictus miRNAs is altered by dengue virus serotype-2 infection. Cell
and Bioscience, 2015, 5, 16. 2.1 94

7309 A Gene Expression Signature That Correlates with CD8+ T Cell Expansion in Acute EBV Infection.
Journal of Immunology, 2015, 195, 4185-4197. 0.4 25

7310 MicroRNA-148a regulates LDL receptor and ABCA1 expression to control circulating lipoprotein levels.
Nature Medicine, 2015, 21, 1280-1289. 15.2 203

7311
Direct link between metabolic regulation and the heat-shock response through the transcriptional
regulator PGC-1Î±. Proceedings of the National Academy of Sciences of the United States of America,
2015, 112, E5669-78.

3.3 38

7312 DNA methylation and gene expression dynamics during spermatogonial stem cell differentiation in the
early postnatal mouse testis. BMC Genomics, 2015, 16, 624. 1.2 112

7313 Quantitative analysis of the murine lipid droplet-associated proteome during diet-induced hepatic
steatosis. Journal of Lipid Research, 2015, 56, 2260-2272. 2.0 62

7314 Preclinical Evaluation of miR-15/107 Family Members as Multifactorial Drug Targets for Alzheimer's
Disease. Molecular Therapy - Nucleic Acids, 2015, 4, e256. 2.3 71

7315 A dietary phytochemical alters caste-associated gene expression in honey bees. Science Advances, 2015,
1, e1500795. 4.7 81

7316 Network pharmacological identification of active compounds and potential actions of Erxian
decoction in alleviating menopause-related symptoms. Chinese Medicine, 2015, 10, 19. 1.6 65

7317 Hepatic proteome and its network response to supplementation of an anti-obesity herbal mixture in
diet-induced obese mice. Biotechnology and Bioprocess Engineering, 2015, 20, 775-793. 1.4 2

7318 Generation and analysis of expressed sequence tags (ESTs) of Camelina sativa to mine drought
stress-responsive genes. Biochemical and Biophysical Research Communications, 2015, 467, 83-93. 1.0 17

7319 The DNA methylation landscape of human melanoma. Genomics, 2015, 106, 322-330. 1.3 50

7320
Synergistic Actions of Blocking Angiopoietin-2 and Tumor Necrosis Factor-Î± in Suppressing Remodeling
of Blood Vessels and Lymphatics in Airway Inflammation. American Journal of Pathology, 2015, 185,
2949-2968.

1.9 22

7321 Exome sequencing of lymphomas from three dog breeds reveals somatic mutation patterns reflecting
genetic background. Genome Research, 2015, 25, 1634-1645. 2.4 96

7322 Ectopic Aire Expression in the Thymic Cortex Reveals Inherent Properties of Aire as a Tolerogenic
Factor within the Medulla. Journal of Immunology, 2015, 195, 4641-4649. 0.4 17

7323 Distinct Protein Expression Profiles of Solid-Pseudopapillary Neoplasms of the Pancreas. Journal of
Proteome Research, 2015, 14, 3007-3014. 1.8 23



405

Citation Report

# Article IF Citations

7324 Defining the phospho-adhesome through the phosphoproteomic analysis of integrin signalling.
Nature Communications, 2015, 6, 6265. 5.8 150

7325 Mitochondrial uncoupling links lipid catabolism to Akt inhibition and resistance to tumorigenesis.
Nature Communications, 2015, 6, 8137. 5.8 25

7326
Discovery of progenitor cell signatures by time-series synexpression analysis during
<i>Drosophila</i> embryonic cell immortalization. Proceedings of the National Academy of Sciences
of the United States of America, 2015, 112, 12974-12979.

3.3 26

7327 Identification and characterization of essential genes in the human genome. Science, 2015, 350,
1096-1101. 6.0 1,461

7328 Gene essentiality and synthetic lethality in haploid human cells. Science, 2015, 350, 1092-1096. 6.0 773

7329 Effect of orally administered collagen hydrolysate on gene expression profiles in mouse skin: a DNA
microarray analysis. Physiological Genomics, 2015, 47, 355-363. 1.0 12

7330 Poised chromatin and bivalent domains facilitate the mitosis-to-meiosis transition in the male
germline. BMC Biology, 2015, 13, 53. 1.7 64

7331 A Survey of Imprinted Gene Expression in Mouse Trophoblast Stem Cells. G3: Genes, Genomes, Genetics,
2015, 5, 751-759. 0.8 28

7332 Foamy viral vector integration sites in SCID-repopulating cells after MGMTP140K-mediated in vivo
selection. Gene Therapy, 2015, 22, 591-595. 2.3 14

7333 A basal stem cell signature identifies aggressive prostate cancer phenotypes. Proceedings of the
National Academy of Sciences of the United States of America, 2015, 112, E6544-52. 3.3 168

7334 Signatures of natural selection between life cycle stages separated by metamorphosis in European eel.
BMC Genomics, 2015, 16, 600. 1.2 17

7335 Essential protein identification based on essential proteinâ€“protein interaction prediction by
Integrated Edge Weights. Methods, 2015, 83, 51-62. 1.9 25

7336 Disruption of histone methylation in developing sperm impairs offspring health transgenerationally.
Science, 2015, 350, aab2006. 6.0 426

7337 Drosophila anti-nematode and antibacterial immune regulators revealed by RNA-Seq. BMC Genomics,
2015, 16, 519. 1.2 55

7338 Regulation of constitutive and alternative mRNA splicing across the human transcriptome by PRPF8 is
determined by 5â€² splice site strength. Genome Biology, 2015, 16, 201. 3.8 81

7339 Tetramethylpyrazine identified by a network pharmacology approach ameliorates
methotrexate-induced oxidative organ injury. Journal of Ethnopharmacology, 2015, 175, 638-647. 2.0 20

7340 Whole blood microarray analysis of pigs showing extreme phenotypes after a porcine reproductive
and respiratory syndrome virus infection. BMC Genomics, 2015, 16, 516. 1.2 13

7341 Assessment of global and gene-specific DNA methylation in rat liver and kidney in response to
non-genotoxic carcinogen exposure. Toxicology and Applied Pharmacology, 2015, 289, 203-212. 1.3 29



406

Citation Report

# Article IF Citations

7342 PanCoreGen â€” Profiling, detecting, annotating protein-coding genes in microbial genomes. Genomics,
2015, 106, 367-372. 1.3 13

7343 Comparison of Different Sample Preparation Protocols Reveals Lysis Buffer-Specific Extraction Biases
in Gram-Negative Bacteria and Human Cells. Journal of Proteome Research, 2015, 14, 4472-4485. 1.8 62

7344
Transcriptome analyses reveal molecular mechanisms underlying functional recovery after spinal
cord injury. Proceedings of the National Academy of Sciences of the United States of America, 2015,
112, 13360-13365.

3.3 113

7345
Serum Glycoprotein Biomarker Discovery and Qualification Pipeline Reveals Novel Diagnostic
Biomarker Candidates for Esophageal Adenocarcinoma. Molecular and Cellular Proteomics, 2015, 14,
3023-3039.

2.5 33

7346 Evidence for Adaptation to the Tibetan Plateau Inferred from Tibetan Loach Transcriptomes. Genome
Biology and Evolution, 2015, 7, 2970-2982. 1.1 70

7347 3â€²UTR shortening and EGF signaling: implications for breast cancer. Human Molecular Genetics, 2015,
24, ddv391. 1.4 42

7348 The Ferrous Iron-Responsive BqsRS Two-Component System Activates Genes That Promote Cationic
Stress Tolerance. MBio, 2015, 6, e02549. 1.8 33

7349 Regulation of microRNA during cardiomyocyte maturation in sheep. BMC Genomics, 2015, 16, 541. 1.2 17

7350 Effects of sleep and wake on astrocytes: clues from molecular and ultrastructural studies. BMC
Biology, 2015, 13, 66. 1.7 144

7351
Polycystic ovarian syndrome is accompanied by repression of gene signatures associated with
biosynthesis and metabolism of steroids, cholesterol and lipids. Journal of Ovarian Research, 2015, 8,
24.

1.3 46

7352 Palladin expression is a conserved characteristic of the desmoplastic tumor microenvironment and
contributes to altered gene expression. Cytoskeleton, 2015, 72, 402-411. 1.0 16

7353 Mining representative maximal dense cohesive subnetworks. Network Modeling Analysis in Health
Informatics and Bioinformatics, 2015, 4, 1. 1.2 4

7354 Bexarotene-Activated Retinoid X Receptors Regulate Neuronal Differentiation and Dendritic
Complexity. Journal of Neuroscience, 2015, 35, 11862-11876. 1.7 52

7355 Characterization of the Human Transcription Elongation Factor Rtf1: Evidence for Nonoverlapping
Functions of Rtf1 and the Paf1 Complex. Molecular and Cellular Biology, 2015, 35, 3459-3470. 1.1 39

7356 Gbx2 is essential for maintaining thalamic neuron identity and repressing habenular characters in the
developing thalamus. Developmental Biology, 2015, 407, 26-39. 0.9 39

7357 Integrated methylome and transcriptome analysis reveals novel regulatory elements in pediatric acute
lymphoblastic leukemia. Epigenetics, 2015, 10, 882-890. 1.3 58

7358 In vitro effects of low-level aldehyde exposures on human umbilical vein endothelial cells.
Toxicology Research, 2015, 4, 1250-1259. 0.9 1

7359 The mRNA expression of <i>soluble urokinase plasminogen activator surface receptor</i> in human
adipose tissue is positively correlated with body mass index. Genome, 2015, 58, 315-321. 0.9 5



407

Citation Report

# Article IF Citations

7360 Direct reprogramming of mouse fibroblasts into cardiomyocytes with chemical cocktails. Cell
Research, 2015, 25, 1013-1024. 5.7 202

7361 Food Shortage Causes Differential Effects on Body Composition and Tissue-Specific Gene Expression in
Salmon Modified for Increased Growth Hormone Production. Marine Biotechnology, 2015, 17, 753-767. 1.1 9

7362 Renal involvement in lupus is characterized by unique DNA methylation changes in naÃ¯ve CD4+ T cells.
Journal of Autoimmunity, 2015, 61, 29-35. 3.0 109

7363 CD147 reprograms fatty acid metabolism in hepatocellular carcinoma cells through Akt/mTOR/SREBP1c
and P38/PPARÎ± pathways. Journal of Hepatology, 2015, 63, 1378-1389. 1.8 166

7364
Unbiased phosphoproteomic method identifies the initial effects of a methacrylic acid copolymer on
macrophages. Proceedings of the National Academy of Sciences of the United States of America, 2015,
112, 10673-10678.

3.3 16

7365
A transcriptome-based classifier to identify developmental toxicants by stem cell testing: design,
validation and optimization for histone deacetylase inhibitors. Archives of Toxicology, 2015, 89,
1599-1618.

1.9 82

7366
A network-based approach to identify disease-associated gene modules through integrating DNA
methylation and gene expression. Biochemical and Biophysical Research Communications, 2015, 465,
437-442.

1.0 11

7367 Systems Analysis of Protein Fatty Acylation in Herpes Simplex Virus-Infected Cells Using Chemical
Proteomics. Chemistry and Biology, 2015, 22, 1008-1017. 6.2 60

7368 Bioinformatics analysis of microRNA comprehensive regulatory network in congenital microtia.
International Journal of Pediatric Otorhinolaryngology, 2015, 79, 1727-1731. 0.4 11

7369 The transcription cofactor c-JUN mediates phenotype switching and BRAF inhibitor resistance in
melanoma. Science Signaling, 2015, 8, ra82. 1.6 114

7370 Obesity-dependent changes in interstitial ECM mechanics promote breast tumorigenesis. Science
Translational Medicine, 2015, 7, 301ra130. 5.8 252

7371 BMP9 Induces Cord Bloodâ€“Derived Endothelial Progenitor Cell Differentiation and Ischemic
Neovascularization via ALK1. Arteriosclerosis, Thrombosis, and Vascular Biology, 2015, 35, 2020-2031. 1.1 26

7372 Larger aggregates of mutant seipin in Celia's Encephalopathy, a new protein misfolding
neurodegenerative disease. Neurobiology of Disease, 2015, 83, 44-53. 2.1 14

7373 Signal Transduction Pathways of TNAP: Molecular Network Analyses. Sub-Cellular Biochemistry, 2015,
76, 185-205. 1.0 2

7374 Seahorse Brood Pouch Transcriptome Reveals Common Genes Associated with Vertebrate Pregnancy.
Molecular Biology and Evolution, 2015, 32, msv177. 3.5 83

7375 MicroRNAs Signature in IL-2-Induced CD4+ T Cells and Their Potential Targets. Biochemical Genetics,
2015, 53, 169-183. 0.8 7

7376 miR-483â€“5p and miR-486â€“5p are down-regulated in cumulus cells of metaphase II oocytes from women
with polycystic ovary syndrome. Reproductive BioMedicine Online, 2015, 31, 565-572. 1.1 71

7377 The Phosphoenolpyruvate:Sugar Phosphotransferase System Is Involved in Sensitivity to the
Glucosylated Bacteriocin Sublancin. Antimicrobial Agents and Chemotherapy, 2015, 59, 6844-6854. 1.4 44



408

Citation Report

# Article IF Citations

7378 Progesterone Receptor Transcriptome and Cistrome in Decidualized Human Endometrial Stromal
Cells. Endocrinology, 2015, 156, 2239-2253. 1.4 89

7379 Methylome sequencing for fibrolamellar hepatocellular carcinoma depicts distinctive features.
Epigenetics, 2015, 10, 872-881. 1.3 17

7380 Decoding breast cancer tissueâ€“stroma interactions using species-specific sequencing. Breast Cancer
Research, 2015, 17, 109. 2.2 11

7381
DNA Methylation Regulates the Differential Expression of CX3CR1 on Human IL-7RÎ±low and IL-7RÎ±high
Effector Memory CD8+ T Cells with Distinct Migratory Capacities to the Fractalkine. Journal of
Immunology, 2015, 195, 2861-2869.

0.4 32

7383
Whole genome sequence typing and microarray profiling of nasal and blood stream
methicillin-resistant Staphylococcus aureus isolates: Clues to phylogeny and invasiveness. Infection,
Genetics and Evolution, 2015, 36, 475-482.

1.0 7

7384 Tissue-Based Proteogenomics Reveals that Human Testis Endows Plentiful Missing Proteins. Journal of
Proteome Research, 2015, 14, 3583-3594. 1.8 45

7385 Modifiers of C9orf72 dipeptide repeat toxicity connect nucleocytoplasmic transport defects to
FTD/ALS. Nature Neuroscience, 2015, 18, 1226-1229. 7.1 528

7387 Thalamic WNT3 Secretion Spatiotemporally Regulates the Neocortical Ribosome Signature and mRNA
Translation to Specify Neocortical Cell Subtypes. Journal of Neuroscience, 2015, 35, 10911-10926. 1.7 50

7388
Integration of Cistromic and Transcriptomic Analyses Identifies Nphs2, Mafb, and Magi2 as Wilmsâ€™
Tumor 1 Target Genes in Podocyte Differentiation and Maintenance. Journal of the American Society of
Nephrology: JASN, 2015, 26, 2118-2128.

3.0 67

7389 Comparative Tissue Proteomics of Microdissected Specimens Reveals Novel Candidate Biomarkers of
Bladder Cancer. Molecular and Cellular Proteomics, 2015, 14, 2466-2478. 2.5 62

7390 Global analysis of asymmetric RNA enrichment in oocytes reveals low conservation between closely
related<i>Xenopus</i>species. Molecular Biology of the Cell, 2015, 26, 3777-3787. 0.9 15

7391 Merkel Cell Polyomavirus Small T Antigen Mediates Microtubule Destabilization To Promote Cell
Motility and Migration. Journal of Virology, 2015, 89, 35-47. 1.5 56

7392 Transcriptome Profiling of the Endophyte Burkholderia phytofirmans PsJN Indicates Sensing of the
Plant Environment and Drought Stress. MBio, 2015, 6, e00621-15. 1.8 132

7393 FOXA2 regulates a network of genes involved in critical functions of human intestinal epithelial
cells. Physiological Genomics, 2015, 47, 290-297. 1.0 26

7394 Disruption of KMT2D perturbs germinal center B cell development and promotes lymphomagenesis.
Nature Medicine, 2015, 21, 1190-1198. 15.2 372

7395 Global transcriptome analysis reveals distinct bacterial response towards soluble and
surface-immobilized antimicrobial peptide (Lasioglossin-III). RSC Advances, 2015, 5, 78712-78718. 1.7 3

7396 Systematic and site-specific analysis of N-sialoglycosylated proteins on the cell surface by integrating
click chemistry and MS-based proteomics. Chemical Science, 2015, 6, 4681-4689. 3.7 55

7397 Genome-wide binding and mechanistic analyses of Smchd1-mediated epigenetic regulation. Proceedings
of the National Academy of Sciences of the United States of America, 2015, 112, E3535-44. 3.3 83



409

Citation Report

# Article IF Citations

7398 Genetic ablation of caspase-7 promotes solar-simulated light-induced mouse skin carcinogenesis: the
involvement of keratin-17. Carcinogenesis, 2015, 36, 1372-1380. 1.3 3

7399 Balanced embedded trace substrate design for warpage control. , 2015, , . 11

7400 Copy Number Variations in CTNNA3 and RBFOX1 Associate with Pediatric Food Allergy. Journal of
Immunology, 2015, 195, 1599-1607. 0.4 20

7401 Proteomic and Metabolic Analyses of S49 Lymphoma Cells Reveal Novel Regulation of Mitochondria by
cAMP and Protein Kinase A. Journal of Biological Chemistry, 2015, 290, 22274-22286. 1.6 9

7402
Integrated Proteomic and Glycoproteomic Analyses of Prostate Cancer Cells Reveal Glycoprotein
Alteration in Protein Abundance and Glycosylation*. Molecular and Cellular Proteomics, 2015, 14,
2753-2763.

2.5 113

7403 Transcriptomic Signatures Mirror the Lack of the Fecundity/Longevity Trade-Off in Ant Queens.
Molecular Biology and Evolution, 2015, 32, msv186. 3.5 43

7404 Genome-wide analysis of signatures of selection in populations of African honey bees (Apis mellifera)
using new web-based tools. BMC Genomics, 2015, 16, 518. 1.2 38

7405
SILAC-based quantitative proteomics identified lysosome as a fast response target to PDT agent Gd-N
induced oxidative stress in human ovarian cancer IGROV1 cells. Molecular BioSystems, 2015, 11,
3059-3067.

2.9 6

7406 Systems pharmacology and molecular docking strategies prioritize natural molecules as
cardioprotective agents. RSC Advances, 2015, 5, 77042-77055. 1.7 12

7407 Administration of a maple syrup extract to mitigate their hepatic inflammation induced by a high-fat
diet: a transcriptome analysis. Bioscience, Biotechnology and Biochemistry, 2015, 79, 1893-1897. 0.6 16

7408 Transcriptome response to heat stress in a chicken hepatocellular carcinoma cell line. Cell Stress
and Chaperones, 2015, 20, 939-950. 1.2 58

7409 Identification of SMG6 cleavage sites and a preferred RNA cleavage motif by global analysis of
endogenous NMD targets in human cells. Nucleic Acids Research, 2015, 43, 309-323. 6.5 90

7410 Restoration of mesenchymal retinal pigmented epithelial cells by TGFÎ² pathway inhibitors: implications
for age-related macular degeneration. Genome Medicine, 2015, 7, 58. 3.6 92

7411 Pervasive pleiotropy between psychiatric disorders and immune disorders revealed by integrative
analysis of multiple GWAS. Human Genetics, 2015, 134, 1195-1209. 1.8 72

7412 Minimal PU.1 reduction induces a preleukemic state and promotes development of acute myeloid
leukemia. Nature Medicine, 2015, 21, 1172-1181. 15.2 112

7413 A trial proteomics fingerprint analysis of HepaRG cells by FD-LC-MS/MS. Analyst, The, 2015, 140, 71-73. 1.7 10

7414 Gene expression patterns in CD4+ peripheral blood cells in healthy subjects and stage IV melanoma
patients. Cancer Immunology, Immunotherapy, 2015, 64, 1437-1447. 2.0 4

7415 APC is required for muscle stem cell proliferation and skeletal muscle tissue repair. Journal of Cell
Biology, 2015, 210, 717-726. 2.3 48



410

Citation Report

# Article IF Citations

7416 Ribosome profiling reveals an important role for translational control in circadian gene expression.
Genome Research, 2015, 25, 1836-1847. 2.4 99

7417 Remote Ischemic Conditioning Alters Methylation and Expression of Cell Cycle Genes in Aneurysmal
Subarachnoid Hemorrhage. Stroke, 2015, 46, 2445-2451. 1.0 25

7418 The miR-199/DNM regulatory axis controls receptor-mediated endocytosis. Journal of Cell Science,
2015, 128, 3197-209. 1.2 41

7419 The Epoxyeicosatrienoic Acid Pathway Enhances Hepatic Insulin Signaling and is Repressed in
Insulin-Resistant Mouse Liver*. Molecular and Cellular Proteomics, 2015, 14, 2764-2774. 2.5 13

7420 Infection Dynamics and Immune Response in a Newly Described <i>Drosophila</i> -Trypanosomatid
Association. MBio, 2015, 6, e01356-15. 1.8 36

7421 Unique gene program of rat small resistance mesenteric arteries as revealed by deep RNA sequencing.
Physiological Reports, 2015, 3, e12450. 0.7 8

7422 Activation of protein phosphatase 2A tumor suppressor as potential treatment of pancreatic cancer.
Molecular Oncology, 2015, 9, 889-905. 2.1 51

7423 Genomic approach to selective vulnerability of the hippocampus in brain ischemiaâ€“hypoxia.
Neuroscience, 2015, 309, 259-279. 1.1 98

7424 Enhanced regulation of cell cycle and suppression of osteoblast differentiation molecular
signatures by prostate cancer stem-like holoclones. Journal of Clinical Pathology, 2015, 68, 692-702. 1.0 5

7425 Adrenergic Repression of the Epigenetic Reader MeCP2 Facilitates Cardiac Adaptation in Chronic Heart
Failure. Circulation Research, 2015, 117, 622-633. 2.0 57

7426 Novel phosphorylation of PPARÎ³ ameliorates obesity-induced adipose tissue inflammation and improves
insulin sensitivity. Cellular Signalling, 2015, 27, 2488-2495. 1.7 23

7427 eIF6 coordinates insulin sensitivity and lipid metabolism by coupling translation to transcription.
Nature Communications, 2015, 6, 8261. 5.8 73

7428 Identifying dense subgraphs in proteinâ€“protein interaction network for gene selection from
microarray data. Network Modeling Analysis in Health Informatics and Bioinformatics, 2015, 4, 1. 1.2 7

7429 Transcriptome-Wide Identification of RNA Targets of Arabidopsis SERINE/ARGININE-RICH45 Uncovers the
Unexpected Roles of This RNA Binding Protein in RNA Processing. Plant Cell, 2015, 27, 3294-3308. 3.1 107

7430 Disruption of the lamin A and matrin-3 interaction by myopathic<i>LMNA</i>mutations. Human
Molecular Genetics, 2015, 24, 4284-4295. 1.4 27

7431 Radiation Dose-Rate Effects on Gene Expression in a Mouse Biodosimetry Model. Radiation Research,
2015, 184, 24. 0.7 36

7432 Genome-wide association study of posttraumatic stress disorder in a cohort of Iraqâ€“Afghanistan era
veterans. Journal of Affective Disorders, 2015, 184, 225-234. 2.0 81

7433 Methamphetamine and HIV-Tat alter murine cardiac DNA methylation and gene expression. Toxicology
and Applied Pharmacology, 2015, 288, 409-419. 1.3 5



411

Citation Report

# Article IF Citations

7434 HIV-1 and two avian retroviral 5â€² untranslated regions bind orthologous human and chicken RNA
binding proteins. Virology, 2015, 486, 307-320. 1.1 23

7435 Nos3âˆ’/âˆ’ iPSCs model concordant signatures of in utero cardiac pathogenesis. Journal of Molecular
and Cellular Cardiology, 2015, 87, 228-236. 0.9 3

7436 Proteomics of Cerebrospinal Fluid: Throughput and Robustness Using a Scalable Automated Analysis
Pipeline for Biomarker Discovery. Analytical Chemistry, 2015, 87, 10755-10761. 3.2 34

7437 Rapid High-pH Reverse Phase StageTip for Sensitive Small-Scale Membrane Proteomic Profiling.
Analytical Chemistry, 2015, 87, 12016-12023. 3.2 47

7438 Diallyl disulfide inhibits TNFÎ± induced CCL2 release through MAPK/ERK and NF-Kappa-B signaling.
Cytokine, 2015, 75, 117-126. 1.4 30

7439 A Genome-Wide CRISPR Library for High-Throughput Genetic Screening in Drosophila Cells. Journal of
Genetics and Genomics, 2015, 42, 301-309. 1.7 52

7440
Disease specific modules and hub genes for intervention strategies: A co-expression network based
approach for Plasmodium falciparum clinical isolates. Infection, Genetics and Evolution, 2015, 35,
96-108.

1.0 18

7441
Glucocorticoids enhance muscle endurance and ameliorate Duchenne muscular dystrophy through a
defined metabolic program. Proceedings of the National Academy of Sciences of the United States of
America, 2015, 112, E6780-9.

3.3 71

7442 Systematic identification of arsenic-binding proteins reveals that hexokinase-2 is inhibited by arsenic.
Proceedings of the National Academy of Sciences of the United States of America, 2015, 112, 15084-15089. 3.3 126

7443 Inhibition of DYRK1A and GSK3B induces human Î²-cell proliferation. Nature Communications, 2015, 6,
8372. 5.8 164

7444 FOXO regulates RNA interference in <i>Drosophila</i> and protects from RNA virus infection.
Proceedings of the National Academy of Sciences of the United States of America, 2015, 112, 14587-14592. 3.3 65

7445 LEDGF/p75 interacts with mRNA splicing factors and targets HIV-1 integration to highly spliced genes.
Genes and Development, 2015, 29, 2287-2297. 2.7 90

7446 Transcriptome analysis of GVHD reveals aurora kinase A as a targetable pathway for disease
prevention. Science Translational Medicine, 2015, 7, 315ra191. 5.8 64

7447 Fibronectin signals through integrin Î±5Î²1 to regulate cardiovascular development in a cell type-specific
manner. Developmental Biology, 2015, 407, 195-210. 0.9 53

7448 Hsc70-4 Deforms Membranes to Promote Synaptic Protein Turnover by Endosomal Microautophagy.
Neuron, 2015, 88, 735-748. 3.8 140

7449
Adsorbable organic bromine compounds (AOBr) in aquatic samples: a nematode-based toxicogenomic
assessment of the exposure hazard. Environmental Science and Pollution Research, 2015, 22,
14862-14873.

2.7 0

7450 Characterizing homozygosity across United States, New Zealand and Australian Jersey cow and bull
populations. BMC Genomics, 2015, 16, 187. 1.2 22

7451 LncRNA HOTAIR Enhances the Androgen-Receptor-Mediated Transcriptional Program and Drives
Castration-Resistant Prostate Cancer. Cell Reports, 2015, 13, 209-221. 2.9 291



412

Citation Report

# Article IF Citations

7452 Leukocyte-specific protein 1 regulates T-cell migration in rheumatoid arthritis. Proceedings of the
National Academy of Sciences of the United States of America, 2015, 112, E6535-43. 3.3 28

7453 piRNA-like small RNAs mark extended 3â€™UTRs present in germ and somatic cells. BMC Genomics, 2015, 16,
462. 1.2 14

7454 Lamin A/C sustains PcG protein architecture, maintaining transcriptional repression at target genes.
Journal of Cell Biology, 2015, 211, 533-551. 2.3 96

7455 REST Regulates Nonâ€“Cell-Autonomous Neuronal Differentiation and Maturation of Neural
Progenitor Cells via Secretogranin II. Journal of Neuroscience, 2015, 35, 14872-14884. 1.7 38

7456 Population Diversity and Adaptive Evolution in Keratinization Genes: Impact of Environment in Shaping
Skin Phenotypes. Molecular Biology and Evolution, 2015, 32, 555-573. 3.5 17

7457 Characteristic molecular and proteomic signatures of drugâ€•induced liver injury in a rat model.
Journal of Applied Toxicology, 2015, 35, 152-164. 1.4 14

7458 Impaired alveolarization and intraâ€•uterine growth restriction in rats: a postnatal genomeâ€•wide
analysis. Journal of Pathology, 2015, 235, 420-430. 2.1 33

7459 Proximity biotinylation and affinity purification are complementary approaches for the interactome
mapping of chromatin-associated protein complexes. Journal of Proteomics, 2015, 118, 81-94. 1.2 234

7460 VennBLASTâ€”Whole transcriptome comparison and visualization tool. Genomics, 2015, 105, 131-136. 1.3 3

7461 Role of Lamin B1 in Chromatin Instability. Molecular and Cellular Biology, 2015, 35, 884-898. 1.1 63

7462 Convergent genetic and expression data implicate immunity in Alzheimer's disease. Alzheimer's and
Dementia, 2015, 11, 658-671. 0.4 173

7463
Elevated interferonâ€•stimulated gene transcription in peripheral blood mononuclear cells occurs in
patients infected with genotype 1 but not genotype 3 hepatitis C virus. Journal of Viral Hepatitis, 2015,
22, 384-390.

1.0 6

7464
Changes in winter depression phenotype correlate with white blood cell gene expression profiles: A
combined metagene and gene ontology approach. Progress in Neuro-Psychopharmacology and
Biological Psychiatry, 2015, 58, 8-14.

2.5 5

7465
Altered levels of miRâ€•21, miRâ€•125bâ€•2*, miRâ€•138, miRâ€•155, miRâ€•184, and miRâ€•205 in oral squamous cell carcinoma
and association with clinicopathological characteristics. Journal of Oral Pathology and Medicine,
2015, 44, 792-800.

1.4 68

7466 RNA-Seq identifies novel myocardial gene expression signatures of heart failure. Genomics, 2015, 105,
83-89. 1.3 220

7467 The Kynurenine Pathway of Tryptophan Degradation is Activated During Osteoblastogenesis. Stem
Cells, 2015, 33, 111-121. 1.4 61

7468
Mass Spectrometric Analysis of the Cell Surface <b><i>N</i></b>-Glycoproteome by Combining
Metabolic Labeling and Click Chemistry. Journal of the American Society for Mass Spectrometry, 2015,
26, 604-614.

1.2 43

7469 Effect of cytokinins on delaying petunia flower senescence: a transcriptome study approach. Plant
Molecular Biology, 2015, 87, 169-180. 2.0 39



413

Citation Report

# Article IF Citations

7470 Recent proteomic advances in developmental, regeneration, and cancer governing signaling pathways.
Proteomics, 2015, 15, 1014-1025. 1.3 8

7471 Global transcriptomic analysis of model human cell lines exposed to surface-modified gold
nanoparticles: the effect of surface chemistry. Nanoscale, 2015, 7, 1349-1362. 2.8 28

7472 Single-cell and multivariate approaches in genetic perturbation screens. Nature Reviews Genetics,
2015, 16, 18-32. 7.7 80

7473 Disruption of SF3B1 results in deregulated expression and splicing of key genes and pathways in
myelodysplastic syndrome hematopoietic stem and progenitor cells. Leukemia, 2015, 29, 1092-1103. 3.3 161

7474 Using common variants to indicate cancer genes. International Journal of Cancer, 2015, 136, 241-245. 2.3 0

7475 3â€²UTR shortening identifies high-risk cancers with targeted dysregulation of the ceRNA network.
Scientific Reports, 2014, 4, 5406. 1.6 52

7476 Deregulation of Immune Response Genes in Patients With Epstein-Barr Virus-Associated Gastric Cancer
and Outcomes. Gastroenterology, 2015, 148, 137-147.e9. 0.6 127

7477 Evidence for multiple, distinct ADAR-containing complexes in <i>Xenopus laevis</i>. Rna, 2015, 21,
279-295. 1.6 1

7478 Pan-cancer network analysis identifies combinations of rare somatic mutations across pathways and
protein complexes. Nature Genetics, 2015, 47, 106-114. 9.4 830

7479 Linking the foreign body response and protein adsorption to PEG-based hydrogels using proteomics.
Biomaterials, 2015, 41, 26-36. 5.7 129

7480 Activation of Type II Cells into Regenerative Stem Cell Antigen-1<sup>+</sup> Cells during Alveolar
Repair. American Journal of Respiratory Cell and Molecular Biology, 2015, 53, 113-124. 1.4 41

7481 Antiâ€•Cancer Iron(II) Complexes of Pentadentate Nâ€•Donor Ligands: Cytotoxicity, Transcriptomics
Analyses, and Mechanisms of Action. Chemistry - A European Journal, 2015, 21, 3062-3072. 1.7 21

7482 Vitamin C induces a pluripotent state in mouse embryonic stem cells by modulating
micro<scp>RNA</scp> expression. FEBS Journal, 2015, 282, 685-699. 2.2 49

7483 SNAILâ€•induced epithelialâ€•toâ€•mesenchymal transition produces concerted biophysical changes from
altered cytoskeletal gene expression. FASEB Journal, 2015, 29, 1280-1289. 0.2 53

7484 Quantitative Proteomics of the Human Skin Secretome Reveal a Reduction in Immune Defense
Mediators in Ectodermal Dysplasia Patients. Journal of Investigative Dermatology, 2015, 135, 759-767. 0.3 28

7485 Constitutive IRF8 expression inhibits AML by activation of repressed immune response signaling.
Leukemia, 2015, 29, 157-168. 3.3 25

7486 Dauer-independent insulin/IGF-1-signalling implicates collagen remodelling in longevity. Nature, 2015,
519, 97-101. 13.7 251

7487 Sequencing the Cancer Methylome. Methods in Molecular Biology, 2015, 1238, 627-651. 0.4 15



414

Citation Report

# Article IF Citations

7488 An evaluation and replication of mi<scp>RNA</scp>s with disease stage and colorectal cancerâ€•specific
mortality. International Journal of Cancer, 2015, 137, 428-438. 2.3 119

7489 Transcriptomic resources for environmental risk assessment: a case study in the Venice lagoon.
Environmental Pollution, 2015, 197, 90-98. 3.7 31

7490
Clinical symptoms of right ventricular failure in experimental chronic pressure load are associated
with progressive diastolic dysfunction. Journal of Molecular and Cellular Cardiology, 2015, 79,
244-253.

0.9 38

7491 Dual role of YAP and TAZ in renewal of the intestinalÂ epithelium. Nature Cell Biology, 2015, 17, 7-19. 4.6 156

7492 Adipose tissue gene expression and metabolic health of obese adults. International Journal of Obesity,
2015, 39, 869-873. 1.6 38

7493 Genotype to phenotype relationships in autism spectrum disorders. Nature Neuroscience, 2015, 18,
191-198. 7.1 168

7494 A review of<i>in silico</i>approaches for analysis and prediction of HIV-1-human proteinâ€“protein
interactions. Briefings in Bioinformatics, 2015, 16, 830-851. 3.2 30

7495 Classification of lung cancer using ensemble-based feature selection and machine learning methods.
Molecular BioSystems, 2015, 11, 791-800. 2.9 126

7496 Coagulation factor VII is regulated by androgen receptor in breast cancer. Experimental Cell
Research, 2015, 331, 239-250. 1.2 16

7497 Time Point-Based Integrative Analyses of Deep-Transcriptome Identify Four Signal Pathways in
Blastemal Regeneration of Zebrafish Lower Jaw. Stem Cells, 2015, 33, 806-818. 1.4 18

7498 Functional relevance for multiple sclerosis-associated genetic variants. Immunogenetics, 2015, 67, 7-14. 1.2 9

7499 Identification of coexistence of DNA methylation and H3K27me3 specifically in cancer cells as a
promising target for epigenetic therapy. Carcinogenesis, 2015, 36, 192-201. 1.3 64

7500 Disruption of microRNA-21 by TALEN leads to diminished cell transformation and increased expression
of cellâ€“environment interaction genes. Cancer Letters, 2015, 356, 506-516. 3.2 31

7501 Proteome-wide analysis of SUMO2 targets in response to pathological DNA replication stress in
human cells. DNA Repair, 2015, 25, 84-96. 1.3 30

7502 TNIP1 reduction of HSPA6 gene expression occurs in promoter regions lacking binding sites for known
TNIP1-repressed transcription factors. Gene, 2015, 555, 430-437. 1.0 11

7503 Constitutive <scp>ERK1</scp>/2 activation contributes to production of double minute chromosomes
in tumour cells. Journal of Pathology, 2015, 235, 14-24. 2.1 18

7504
Hepatic expression of <i>miRâ€•122, miRâ€•126, miRâ€•136</i> and <i>miRâ€•181a</i> and their correlation to
histopathological and clinical characteristics of patients with hepatitis C. Journal of Viral Hepatitis,
2015, 22, 146-157.

1.0 22

7505 Integrating Proteomics Profiling Data Sets: A Network Perspective. Methods in Molecular Biology,
2015, 1243, 237-253. 0.4 5



415

Citation Report

# Article IF Citations

7506 Early Gene Expression in Salivary Gland After Isoproterenol Treatment. Journal of Cellular
Biochemistry, 2015, 116, 431-437. 1.2 2

7507 Bioinformatics analysis of gene expression profiles of osteoarthritis. Acta Histochemica, 2015, 117,
40-46. 0.9 9

7508 Proteomic profile of carbonylated proteins in rat liver: Discovering possible mechanisms for
tetracyclineâ€•induced steatosis. Proteomics, 2015, 15, 148-159. 1.3 11

7509 A rapid extraction method for glycogen from formalin-fixed liver. Carbohydrate Polymers, 2015, 118,
9-15. 5.1 26

7510 Bioinformatics approaches for the functional interpretation of protein lists: From ontology term
enrichment to network analysis. Proteomics, 2015, 15, 981-996. 1.3 27

7511 Autism spectrum disorders: from genes to neurobiology. Current Opinion in Neurobiology, 2015, 30,
92-99. 2.0 121

7512 Extensive introgression in a malaria vector species complex revealed by phylogenomics. Science, 2015,
347, 1258524. 6.0 527

7513 Proteins associated with pancreatic cancer survival in patients with resectable pancreatic ductal
adenocarcinoma. Laboratory Investigation, 2015, 95, 43-55. 1.7 44

7514 Ethanol-induced differential gene expression and acetyl-CoA metabolism in a longevity model of the
nematode Caenorhabditis elegans. Experimental Gerontology, 2015, 61, 20-30. 1.2 21

7515 Mechanisms of epigenetic and cell-type specific regulation of Hey target genes in ES cells and
cardiomyocytes. Journal of Molecular and Cellular Cardiology, 2015, 79, 79-88. 0.9 23

7516 Genomic Signatures Reveal New Evidences for Selection of Important Traits in Domestic Cattle.
Molecular Biology and Evolution, 2015, 32, 711-725. 3.5 173

7517 Bcl11b prevents the intrathymic development of innate CD8 T cells in a cell intrinsic manner.
International Immunology, 2015, 27, 205-215. 1.8 18

7518 Insight into the primary mode of action of TiO<sub>2</sub> nanoparticles on <i>Escherichia coli</i>
in the dark. Proteomics, 2015, 15, 98-113. 1.3 104

7519 Low complexity and disordered regions of proteins have different structural and amino acid
preferences. Molecular BioSystems, 2015, 11, 585-594. 2.9 40

7520 Gene duplication of type-B ARR transcription factors systematically extends transcriptional
regulatory structures in Arabidopsis. Scientific Reports, 2015, 4, 7197. 1.6 9

7521 Differential transcriptional activity of kidney genes in hypertensive ISIAH and normotensive WAG rats.
Clinical and Experimental Hypertension, 2015, 37, 249-259. 0.5 11

7522 Interferon Regulatory Factor 1 Marks Activated Genes and Can Induce Target Gene Expression in
Systemic Lupus Erythematosus. Arthritis and Rheumatology, 2015, 67, 785-796. 2.9 31

7523 Endogenous Mesenchymal Stromal Cells in Bone Marrow Are Required to Preserve Muscle Function
in mdx Mice. Stem Cells, 2015, 33, 962-975. 1.4 22



416

Citation Report

# Article IF Citations

7524
Druggable targets in pediatric neurocutaneous melanocytosis: Molecular and drug sensitivity studies
in xenograft and ex vivo tumor cell culture to identify agents for therapy. Neuro-Oncology, 2015, 17,
822-831.

0.6 13

7525 SPARC (secreted protein acidic and rich in cysteine) knockdown protects mice from acute liver injury
by reducing vascular endothelial cell damage. Gene Therapy, 2015, 22, 9-19. 2.3 23

7526
The coâ€•transcriptome of uropathogenic<scp><i>E</i></scp><i>scherichia coli</i>â€•infected mouse
macrophages reveals new insights into hostâ€“pathogen interactions. Cellular Microbiology, 2015, 17,
730-746.

1.1 90

7527 Indole negatively impacts predation by <scp><i>B</i></scp><i>dellovibrio bacteriovorus</i> and its
release from the bdelloplast. Environmental Microbiology, 2015, 17, 1009-1022. 1.8 39

7528 Proteomics of extracellular vesicles: Exosomes and ectosomes. Mass Spectrometry Reviews, 2015, 34,
474-490. 2.8 336

7529 Genome wide identification and expression profile in epithelial cells exposed to TiO<sub>2</sub>
particles. Environmental Toxicology, 2015, 30, 293-300. 2.1 17

7530 A candidate syntenic genetic locus is associated with voluntary exercise levels in mice and humans.
Behavioural Brain Research, 2015, 276, 8-16. 1.2 4

7531
Unique molecular signatures influencing the biological function and fate of post-natal stem cells
isolated from different sources. Journal of Tissue Engineering and Regenerative Medicine, 2015, 9,
E252-E266.

1.3 31

7532 Single nucleotide polymorphism in the neuroplastin locus associates with cortical thickness and
intellectual ability in adolescents. Molecular Psychiatry, 2015, 20, 263-274. 4.1 57

7533 Effect of curcumin on aged Drosophila Melanogaster: A pathway prediction analysis. Chinese Journal
of Integrative Medicine, 2015, 21, 115-122. 0.7 10

7534
Gene expression signatures in motor neurone disease fibroblasts reveal dysregulation of metabolism,
hypoxiaâ€•response and <scp>RNA</scp> processing functions. Neuropathology and Applied
Neurobiology, 2015, 41, 201-226.

1.8 73

7535 Targeted resequencing of the microRNAome and 3â€²UTRome reveals functional germline DNA variants
with altered prevalence in epithelial ovarian cancer. Oncogene, 2015, 34, 2125-2137. 2.6 24

7536 Gene Expression Profiling in the Hippocampus of Orchidectomized Rats. Journal of Molecular
Neuroscience, 2015, 55, 198-205. 1.1 7

7537 Identification of SjÃ¶grenâ€™s syndrome oral fluid biomarker candidates following high-abundance
protein depletion. Rheumatology, 2015, 54, 884-890. 0.9 51

7538 Unfolding the secrets of coralâ€“algal symbiosis. ISME Journal, 2015, 9, 844-856. 4.4 100

7539 Genome-wide gene expression profiles of dental follicle stem cells. Acta Odontologica Scandinavica,
2015, 73, 93-100. 0.9 11

7540 Quantitative phosphoproteomic analysis of ILâ€•33â€•mediated signaling. Proteomics, 2015, 15, 532-544. 1.3 50

7541 Differential stress resistance and metabolic traits underlie coexistence in a sympatrically evolved
bacterial population. Environmental Microbiology, 2015, 17, 889-900. 1.8 4



417

Citation Report

# Article IF Citations

7542
<i>Arabidopsis thaliana</i> homeobox 12 (<scp>ATHB</scp>12), a homeodomainâ€•leucine zipper protein,
regulates leaf growth by promoting cell expansion and endoreduplication. New Phytologist, 2015, 205,
316-328.

3.5 92

7543 TET1 is a tumour suppressor that inhibits colon cancer growth by derepressing inhibitors of the WNT
pathway. Oncogene, 2015, 34, 4168-4176. 2.6 162

7544 Neutrophil transcriptional profile changes during transit from bone marrow to sites of
inflammation. Cellular and Molecular Immunology, 2015, 12, 53-65. 4.8 46

7545 Liver immune responses to inflammatory stimuli in a diet-induced obesity model of zebrafish. Journal
of Endocrinology, 2015, 224, 159-170. 1.2 37

7546 Functional annotation and biological interpretation of proteomics data. Biochimica Et Biophysica
Acta - Proteins and Proteomics, 2015, 1854, 46-54. 1.1 45

7547 Detecting time periods of differential gene expression using Gaussian processes: an application to
endothelial cells exposed to radiotherapy dose fraction. Bioinformatics, 2015, 31, 728-735. 1.8 28

7548 Large-scale genomic sequencing of extraintestinal pathogenic <i>Escherichia coli</i> strains. Genome
Research, 2015, 25, 119-128. 2.4 158

7549
Global Transcriptome Profiling of Genes that Are Differentially Regulated During Differentiation of
Mouse Embryonic Neural Stem Cells into Astrocytes. Journal of Molecular Neuroscience, 2015, 55,
109-125.

1.1 31

7550 The Vibrio cholerae Cpx Envelope Stress Response Senses and Mediates Adaptation to Low Iron.
Journal of Bacteriology, 2015, 197, 262-276. 1.0 41

7551 Transcriptome profiling of developing photoreceptor subtypes reveals candidate genes involved in
avian photoreceptor diversification. Journal of Comparative Neurology, 2015, 523, 649-668. 0.9 46

7552 Profiling status epilepticus-induced changes in hippocampal RNA expression using high-throughput
RNA sequencing. Scientific Reports, 2014, 4, 6930. 1.6 94

7553 Epo-induced erythroid maturation is dependent on PlcÎ³1 signaling. Cell Death and Differentiation, 2015,
22, 974-985. 5.0 30

7554 A global view of network of lncRNAs and their binding proteins. Molecular BioSystems, 2015, 11,
656-663. 2.9 20

7555 Transcriptional profiling of two Atlantic salmon strains: implications for reintroduction into Lake
Ontario. Conservation Genetics, 2015, 16, 277-287. 0.8 12

7556 IAPP-driven metabolic reprogramming induces regression of p53-deficient tumours in vivo. Nature,
2015, 517, 626-630. 13.7 117

7557 BTBR ob/ob mice as a novel diabetic neuropathy model: Neurological characterization and gene
expression analyses. Neurobiology of Disease, 2015, 73, 348-355. 2.1 68

7558 Glucose tolerance is associated with differential expression of microRNAs in skeletal muscle: results
from studies of twins with and without type 2 diabetes. Diabetologia, 2015, 58, 363-373. 2.9 53

7559 A precise approach in large scale core-fucosylated glycoprotein identification with low- and
high-normalized collision energy. Journal of Proteomics, 2015, 114, 61-70. 1.2 30



418

Citation Report

# Article IF Citations

7560 Antitumor Activity of the MEK Inhibitor TAK-733 against Melanoma Cell Lines and Patient-Derived Tumor
Explants. Molecular Cancer Therapeutics, 2015, 14, 317-325. 1.9 43

7561
Nonstructural Protein 1 (NS1)-Mediated Inhibition of c-Abl Results in Acute Lung Injury and Priming
for Bacterial Co-infections: Insights Into 1918 H1N1 Pandemic?. Journal of Infectious Diseases, 2015, 211,
1418-1428.

1.9 14

7562 Branched Chain Amino Acids in Clinical Nutrition. , 2015, , . 6

7563 MUNC, a Long Noncoding RNA That Facilitates the Function of MyoD in Skeletal Myogenesis.
Molecular and Cellular Biology, 2015, 35, 498-513. 1.1 125

7564 Gene Expression and Cytokine Profile Correlate With Mycobacterial Growth in a Human BCG
Challenge Model. Journal of Infectious Diseases, 2015, 211, 1499-1509. 1.9 36

7565 Differences in embryo quality are associated with differences in oocyte composition: A proteomic
study in inbred mice. Proteomics, 2015, 15, 675-687. 1.3 25

7566 Identification of cancer-related lncRNAs through integrating genome, regulome and transcriptome
features. Molecular BioSystems, 2015, 11, 126-136. 2.9 109

7567 Quantitative phosphoproteomics of Alzheimer's disease reveals crossâ€•talk between kinases and small
heat shock proteins. Proteomics, 2015, 15, 508-519. 1.3 70

7568 Characterization of the neural stem cell gene regulatory network identifies OLIG2 as a
multifunctional regulator of self-renewal. Genome Research, 2015, 25, 41-56. 2.4 60

7569 Genome-wide DNA Methylation Profiles and Their Relationships with mRNA and the microRNA
Transcriptome in Bovine Muscle Tissue (Bos taurine). Scientific Reports, 2015, 4, 6546. 1.6 97

7570 Deficiency of the miR-29a/b-1 cluster leads to ataxic features and cerebellar alterations in mice.
Neurobiology of Disease, 2015, 73, 275-288. 2.1 46

7571 Qualitative and quantitative peptidomic and proteomic approaches to phenotyping chicken semen.
Journal of Proteomics, 2015, 112, 313-335. 1.2 80

7572 Transcriptome-wide Landscape of Pre-mRNA Alternative Splicing Associated with Metastatic
Colonization. Molecular Cancer Research, 2015, 13, 305-318. 1.5 63

7573 Quantitative proteomic analysis of global effect of LLL12 on U87 cell's proteome: An insight into the
molecular mechanism of LLL12. Journal of Proteomics, 2015, 113, 127-142. 1.2 20

7574 A secretomics analysis reveals major differences in the macrophage responses towards different types
of carbon nanotubes. Nanotoxicology, 2015, 9, 719-728. 1.6 29

7575 Network Understanding of Herb Medicine via Rapid Identification of Ingredient-Target Interactions.
Scientific Reports, 2014, 4, 3719. 1.6 16

7576 CD133 Expression Correlates with Membrane Beta-Catenin and E-Cadherin Loss from Human Hair
Follicle Placodes during Morphogenesis. Journal of Investigative Dermatology, 2015, 135, 45-55. 0.3 29

7577 Comparison of Molecular Signatures from Multiple Skin Diseases Identifies Mechanisms of
Immunopathogenesis. Journal of Investigative Dermatology, 2015, 135, 151-159. 0.3 35



419

Citation Report

# Article IF Citations

7578 Effects of quetiapine on DNA methylation in neuroblastoma cells. Progress in
Neuro-Psychopharmacology and Biological Psychiatry, 2015, 56, 117-121. 2.5 26

7579 Systematic annotation of celiac disease loci refines pathological pathways and suggests a genetic
explanation for increased interferon-gamma levels. Human Molecular Genetics, 2015, 24, 397-409. 1.4 54

7580 Cytoskeletal Control of Nuclear Morphology and Chromatin Organization. Journal of Molecular
Biology, 2015, 427, 695-706. 2.0 155

7581 Prognostic and biologic significance of DNMT3B expression in older patients with cytogenetically
normal primary acute myeloid leukemia. Leukemia, 2015, 29, 567-575. 3.3 69

7582 Gene regulatory networks by transcription factors and microRNAs in breast cancer. Bioinformatics,
2015, 31, 76-83. 1.8 32

7583 Genomeâ€•wide analysis reveals artificial selection on coat colour and reproductive traits in
<scp>C</scp>hinese domestic pigs. Molecular Ecology Resources, 2015, 15, 414-424. 2.2 74

7584 Argonaute CLIP-Seq reveals miRNA targetome diversity across tissue types. Scientific Reports, 2014, 4,
5947. 1.6 88

7585
Transcriptional Profiling Reveals Crosstalk Between Mesenchymal Stem Cells and Endothelial Cells
Promoting Prevascularization by Reciprocal Mechanisms. Stem Cells and Development, 2015, 24,
610-623.

1.1 21

7586 Bone Regeneration With Osteogenically Enhanced Mesenchymal Stem Cells and Their Extracellular
Matrix Proteins. Journal of Bone and Mineral Research, 2015, 30, 83-94. 3.1 43

7587 Phosphorylation of eIF4E promotes EMT and metastasis via translational control of SNAIL and MMP-3.
Oncogene, 2015, 34, 2032-2042. 2.6 204

7588 Survivin modulates genes with divergent molecular functions and regulates proliferation of
hematopoietic stem cells through Evi-1. Leukemia, 2015, 29, 433-440. 3.3 27

7589 H3K4me1 marks DNA regions hypomethylated during aging in human stem and differentiated cells.
Genome Research, 2015, 25, 27-40. 2.4 119

7590 Biomedical ontologiesâ€”A review. Biocybernetics and Biomedical Engineering, 2015, 35, 75-86. 3.3 19

7591 Proteomic analysis and prediction of human phosphorylation sites in subcellular level reveal
subcellular specificity. Bioinformatics, 2015, 31, 194-200. 1.8 19

7592 Identification of human papillomavirus status specific biomarker in head and neck cancer. Head and
Neck, 2015, 37, 1310-1318. 0.9 4

7593
Gene expression profiling in the striatum of amphetamine-treated spontaneously hypertensive rats
which showed amphetamine conditioned place preference and self-administration. Archives of
Pharmacal Research, 2015, 38, 865-875.

2.7 15

7594 Genome-wide analysis of <i>Sphingomonas wittichii</i> RW1 behaviour during inoculation and
growth in contaminated sand. ISME Journal, 2015, 9, 150-165. 4.4 40

7595 Genome-wide scan identifies a copy number variable region at 3p21.1 that influences the TLR9
expression levels in IgA nephropathy patients. European Journal of Human Genetics, 2015, 23, 940-948. 1.4 23



420

Citation Report

# Article IF Citations

7596 A miR-208â€“Mef2 Axis Drives the Decompensation of Right Ventricular Function in Pulmonary
Hypertension. Circulation Research, 2015, 116, 56-69. 2.0 101

7597 Genome-Wide Detection of CNVs and Their Association with Meat Tenderness in Nelore Cattle. PLoS
ONE, 2016, 11, e0157711. 1.1 59

7598 Prediction of Ebolavirus Genomes Encoded MicroRNA-Like Small RNAs Using Bioinformatics
Approaches. , 0, , . 1

7600 Multivariate Surprisal Analysis of Gene Expression Levels. Entropy, 2016, 18, 445. 1.1 5

7601 MiR-4653-3p and its target gene FRS2 are prognostic biomarkers for hormone receptor positive breast
cancer patients receiving tamoxifen as adjuvant endocrine therapy. Oncotarget, 2016, 7, 61166-61182. 0.8 18

7602 Diversity and population-genetic properties of copy number variations and multicopy genes in cattle.
DNA Research, 2016, 23, 253-262. 1.5 59

7603 Systematic tracking of disrupted modules identifies significant genes and pathways in hepatocellular
carcinoma. Oncology Letters, 2016, 12, 3285-3295. 0.8 8

7604 Tissue damage drives co-localization of NF-ÎºB, Smad3, and Nrf2 to direct Rev-erb sensitive wound repair
in mouse macrophages. ELife, 2016, 5, . 2.8 66

7605 Investigating Evolutionary Dynamics of RHA1 Operons. Evolutionary Bioinformatics, 2016, 12,
EBO.S39753. 0.6 0

7606 Tolerance of Tumor-Specific T cells in Melanoma Metastases. Journal of Clinical & Cellular
Immunology, 2016, 07, . 1.5 1

7607 Phosphoproteomics reveals ALK promote cell progress via RAS/JNK pathway in neuroblastoma.
Oncotarget, 2016, 7, 75968-75980. 0.8 12

7608 MALAT1 long ncRNA promotes gastric cancer metastasis by suppressing <i>PCDH10</i>. Oncotarget,
2016, 7, 12693-12703. 0.8 97

7609 Drp1-mediated mitochondrial fission promotes cell proliferation through crosstalk of p53 and NF-ÎºB
pathways in hepatocellular carcinoma. Oncotarget, 2016, 7, 65001-65011. 0.8 72

7610 HG-76SPATIAL AND TEMPORAL HOMOGENEITY OF DRIVER MUTATIONS IN DIFFUSE INTRINSIC PONTINE
GLIOMA. Neuro-Oncology, 2016, 18, iii66.1-iii66. 0.6 0

7611 Network spatio-temporal analysis predicts disease stage-related genes and pathways in renal cell
carcinoma. Genetics and Molecular Research, 2016, 15, . 0.3 1

7612 TRPC1 ion channel gene regulates store-operated calcium entryand proliferation in human aortic
smooth muscle cells. Turkish Journal of Biology, 2016, 40, 1336-1344. 2.1 2

7613 Mining Datasets for Molecular Subtyping in Cancer. Journal of Data Mining in Genomics & Proteomics,
2016, 07, . 0.5 1

7614 Small-Molecule Inhibition of Rho/MKL/SRF Transcription in Prostate Cancer Cells: Modulation of Cell
Cycle, ER Stress, and Metastasis Gene Networks. Microarrays (Basel, Switzerland), 2016, 5, 13. 1.4 21



421

Citation Report

# Article IF Citations

7615 Identifying candidate agents for lung adenocarcinoma by walking the human interactome.
OncoTargets and Therapy, 2016, Volume 9, 5439-5450. 1.0 3

7616 SNHG8 is identified as a key regulator of epstein-barr virus(EBV)-associated gastric cancer by an
integrative analysis of lncRNA and mRNA expression. Oncotarget, 2016, 7, 80990-81002. 0.8 44

7617 Using predictive specificity to determine when gene set analysis is biologically meaningful. Nucleic
Acids Research, 2017, 45, gkw957. 6.5 32

7618
Impairments of spatial learning and memory following intrahippocampal injection in rats of
3-mercaptopropionic acid-modified CdTe quantum dots and molecular mechanisms. International
Journal of Nanomedicine, 2016, 11, 2737.

3.3 29

7619
<i>Cis-</i>Natural Antisense Transcripts Are Mainly Co-expressed with Their Sense Transcripts and
Primarily Related to Energy Metabolic Pathways during Muscle Development. International Journal of
Biological Sciences, 2016, 12, 1010-1021.

2.6 6

7620 Transcriptomics of liver and muscle in Holstein cows genetically divergent for fertility highlight
differences in nutrient partitioning and inflammation processes. BMC Genomics, 2016, 17, 603. 1.2 18

7621 Changes in Bacillus anthracis CodY regulation under host-specific environmental factor deprived
conditions. BMC Genomics, 2016, 17, 645. 1.2 9

7622
Single nucleotide variant discovery of highly inbred Leghorn and Fayoumi chicken breeds using
pooled whole genome resequencing data reveals insights into phenotype differences. BMC Genomics,
2016, 17, 812.

1.2 25

7623 Gene expression profiling of trout regenerating muscle reveals common transcriptional signatures
with hyperplastic growth zones of the post-embryonic myotome. BMC Genomics, 2016, 17, 810. 1.2 16

7624 Transcriptome sequencing identified hub genes for hepatocellular carcinoma by weighted-gene
co-expression analysis. Oncotarget, 2016, 7, 38487-38499. 0.8 22

7625 Osteosarcoma in Pagetâ€™s Disease of Bone. , 2016, , 89-104. 1

7626 Gene expression profiling analysis of the role of miR-22 in clear cell ovarian cancer. Neoplasma, 2016,
63, 856-864. 0.7 5

7627 The effect of neutral-surface iron oxide nanoparticles on cellular uptake and signaling pathways.
International Journal of Nanomedicine, 2016, Volume 11, 4595-4607. 3.3 7

7628 Weak Polygenic Selection Drives the Rapid Adaptation of the Chemosensory System: Lessons from the
Upstream Regions of the Major Gene Families. Genome Biology and Evolution, 2016, 8, 2493-2504. 1.1 8

7629 Expression of myogenes in longissimus dorsi muscle during prenatal development in commercial and
local Piau pigs. Genetics and Molecular Biology, 2016, 39, 589-599. 0.6 8

7630 Hypoxic-Preconditioned Bone Marrow Stem Cell Medium Significantly Improves Outcome After Retinal
Ischemia in Rats. , 2016, 57, 3522. 25

7631 Identification of key biomarkers involved in osteosarcoma using altered modules. Genetics and
Molecular Research, 2016, 15, . 0.3 3

7632 Application of computational methods in genetic study of inflammatory bowel disease. World Journal
of Gastroenterology, 2016, 22, 949. 1.4 6



422

Citation Report

# Article IF Citations

7633 MicroRNA analysis in model species based on evolutionary rates. Genetics and Molecular Research,
2016, 15, . 0.3 1

7634 Integrated microRNA, gene expression and transcription factors signature in papillary thyroid cancer
with lymph node metastasis. PeerJ, 2016, 4, e2119. 0.9 34

7635 Induction of Chemokine Secretion and Monocyte Migration by Human Choroidal Melanocytes in
Response to Proinflammatory Cytokines. , 2016, 57, 6568. 14

7636 Genome-wide identification and characterisation of HOT regions in the human genome. BMC Genomics,
2016, 17, 733. 1.2 11

7637 Network analysis reveals potential markers for pediatric adrenocortical carcinoma. OncoTargets and
Therapy, 2016, Volume 9, 4569-4581. 1.0 33

7638 Systems genetics and genome-wide association approaches for analysis of feed intake, feed efficiency,
and performance in beef cattle. Genetics and Molecular Research, 2016, 15, . 0.3 12

7639 Unraveling Molecular Differences of Gastric Cancer by Label-Free Quantitative Proteomics Analysis.
International Journal of Molecular Sciences, 2016, 17, 69. 1.8 31

7640 Potential key molecular correlations in laryngeal squamous cell carcinoma revealed by integrated
analysis of mRNA, miRNA and lncRNA microarray profiles. Neoplasma, 2016, 63, 888-900. 0.7 16

7641 Construction of a lncRNA-mediated feed-forward loop network reveals global topological features
and prognostic motifs in human cancers. Oncotarget, 2016, 7, 45937-45947. 0.8 31

7642 MiRNA Transcriptome Profiling of Spheroid-Enriched Cells with Cancer Stem Cell Properties in Human
Breast MCF-7 Cell Line. International Journal of Biological Sciences, 2016, 12, 427-445. 2.6 77

7643 Lower expressed miR-198 and its potential targets in hepatocellular carcinoma: a clinicopathological
and in silico study. OncoTargets and Therapy, 2016, Volume 9, 5163-5180. 1.0 33

7644 The Genetic Basis for Variation in Sensitivity to Lead Toxicity in <i>Drosophila melanogaster</i>.
Environmental Health Perspectives, 2016, 124, 1062-1070. 2.8 42

7645
Carbohydrate deprivation upsurges the expression of genes responsible for programmed cell death in
inflorescence tissues of oil palm (Elaeis guineensis Jacq.). Turkish Journal of Biology, 2016, 40,
1320-1327.

2.1 2

7646 Bioinformatics analysis of the gene expression profile of hepatocellular carcinoma: preliminary
results. Wspolczesna Onkologia, 2016, 1, 20-27. 0.7 8

7647 Towards a Comprehensive Understanding of miRNA Regulome and miRNA Interaction Networks.
Journal of Pharmacogenomics & Pharmacoproteomics, 2016, 7, . 0.2 1

7648
Disentangling the microRNA regulatory<i>milieu</i>in multiple myeloma: integrative genomics
analysis outlines mixed miRNA-TF circuits and pathway-derived networks modulated in t(4;14) patients.
Oncotarget, 2016, 7, 2367-2378.

0.8 41

7649 Cognitive endophenotypes inform genome-wide expression profiling in schizophrenia..
Neuropsychology, 2016, 30, 40-52. 1.0 18

7650 Quantitative proteomics reveals the novel co-expression signatures in early brain development for
prognosis of glioblastoma multiforme. Oncotarget, 2016, 7, 14161-14171. 0.8 27



423

Citation Report

# Article IF Citations

7651 Proteome-wide prediction of targets for aspirin: new insight into the molecular mechanism of aspirin.
PeerJ, 2016, 4, e1791. 0.9 9

7652 Identification of candidate anti-cancer molecular mechanisms of Compound Kushen Injection using
functional genomics. Oncotarget, 2016, 7, 66003-66019. 0.8 87

7653 Neuraminidase 1 (NEU1) promotes proliferation and migration as a diagnostic and prognostic
biomarker of hepatocellular carcinoma. Oncotarget, 2016, 7, 64957-64966. 0.8 32

7654 Comprehensive genomic profiling of IgM multiple myeloma identifies IRF4 as a prognostic marker.
Oncotarget, 2016, 7, 47127-47133. 0.8 7

7655 Systems Toxicology of Male Reproductive Development: Profiling 774 Chemicals for Molecular Targets
and Adverse Outcomes. Environmental Health Perspectives, 2016, 124, 1050-1061. 2.8 49

7656 The composition and organization of Drosophila heterochromatin are heterogeneous and dynamic.
ELife, 2016, 5, . 2.8 53

7657 Molecular dissection of the valproic acid effects on glioma cells. Oncotarget, 2016, 7, 62989-63002. 0.8 17

7658 miR-509-3p is clinically significant and strongly attenuates cellular migration and multi-cellular
spheroids in ovarian cancer. Oncotarget, 2016, 7, 25930-25948. 0.8 49

7659 Metformin treatment reduces temozolomide resistance of glioblastoma cells. Oncotarget, 2016, 7,
78787-78803. 0.8 56

7660 Vitamin D Induces Global Gene Transcription in Human Corneal Epithelial Cells: Implications for
Corneal Inflammation. , 2016, 57, 2689. 10

7661 Cross-Talk in the Female Rat Mammary Gland: Influence of Aryl Hydrocarbon Receptor on Estrogen
Receptor Signaling. Environmental Health Perspectives, 2016, 124, 601-610. 2.8 19

7662 Gene pathway development in human epicardial adipose tissue during early life. JCI Insight, 2016, 1,
e87460. 2.3 20

7663 A three-gene signature for prognosis in patients with MGMT promoter-methylated glioblastoma.
Oncotarget, 2016, 7, 69991-69999. 0.8 37

7664 Comparative proteomic profiling of refractory/relapsed multiple myeloma reveals biomarkers
involved in resistance to bortezomib-based therapy. Oncotarget, 2016, 7, 56726-56736. 0.8 58

7665 Human mesenchymal stromal cell-secreted lactate induces M2-macrophage differentiation by
metabolic reprogramming. Oncotarget, 2016, 7, 30193-30210. 0.8 116

7666 Data-intensive drug development in the information age: applications of Systems
Biology/Pharmacology/Toxicology. Journal of Toxicological Sciences, 2016, 41, SP15-SP25. 0.7 4

7667 G6PC3, ALDOA and CS induction accompanies mir-122 down-regulation in the mechanical asphyxia and
can serve as hypoxia biomarkers. Oncotarget, 2016, 7, 74526-74536. 0.8 33

7668 Microarrays-Enabled Hypothesis Generation: The Suspect Role of FNBP-1 in Neuropsychiatric
Pathogenesis Associated with HIV and/or HCVInfection. Journal of AIDS & Clinical Research, 2016, 7, . 0.5 0



424

Citation Report

# Article IF Citations

7669 MicroRNAs Circulate in the Hemolymph of <i>Drosophila</i> and Accumulate Relative to Tissue
microRNAs in an Age-Dependent Manner. Genomics Insights, 2016, 9, GEI.S38147. 3.0 17

7670 Integrated epigenomic analyses of enhancer as well as promoter regions in gastric cancer.
Oncotarget, 2016, 7, 25620-25631. 0.8 15

7671 Meta-analysis of gene expression and integrin-associated signaling pathways in papillary renal cell
carcinoma subtypes. Oncotarget, 2016, 7, 84178-84189. 0.8 4

7672 Mitochondria Biogenesis and Bioenergetics Gene Profiles in Isogenic Prostate Cells with Different
Malignant Phenotypes. BioMed Research International, 2016, 2016, 1-14. 0.9 8

7673
Perilla Oil Supplementation Ameliorates High-Fat/High-Cholesterol Diet Induced Nonalcoholic Fatty
Liver Disease in Rats via Enhanced Fecal Cholesterol and Bile Acid Excretion. BioMed Research
International, 2016, 2016, 1-10.

0.9 15

7674 Differential Expression of Inflammation-Related Genes in Children with Down Syndrome. Mediators of
Inflammation, 2016, 2016, 1-8. 1.4 12

7675 Uncovering Driver DNA Methylation Events in Nonsmoking Early Stage Lung Adenocarcinoma. BioMed
Research International, 2016, 2016, 1-10. 0.9 5

7676
Leveraging Comparative Genomics to Identify and Functionally Characterize Genes Associated with
Sperm Phenotypes in Python bivittatus (Burmese Python). Genetics Research International, 2016, 2016,
1-16.

2.0 0

7677 Investigation of the Effects and Mechanisms of Mai Tong Formula on Lower Limb Macroangiopathy in a
Spontaneous Diabetic Rat Model. Journal of Diabetes Research, 2016, 2016, 1-8. 1.0 12

7678 Genetic Background of Immune Complications after Allogeneic Hematopoietic Stem Cell
Transplantation in Children. Stem Cells International, 2016, 2016, 1-6. 1.2 3

7679 Epigenetic Studies Point to DNA Replication/Repair Genes as a Basis for the Heritable Nature of Long
Term Complications in Diabetes. Journal of Diabetes Research, 2016, 2016, 1-10. 1.0 10

7680 Gene Prioritization by Integrated Analysis of Protein Structural and Network Topological Properties
for the Protein-Protein Interaction Network of Neurological Disorders. Scientifica, 2016, 2016, 1-10. 0.6 0

7681 iTRAQ-Based Proteomics Identification of Serum Biomarkers of Two Chronic Hepatitis B Subtypes
Diagnosed by Traditional Chinese Medicine. BioMed Research International, 2016, 2016, 1-29. 0.9 14

7682 In Silico Designing and Analysis of Inhibitors against Target Protein Identified through Host-Pathogen
Protein Interactions in Malaria. International Journal of Medicinal Chemistry, 2016, 2016, 1-13. 2.2 6

7683 A Transcriptomic Signature of Mouse Liver Progenitor Cells. Stem Cells International, 2016, 2016, 1-15. 1.2 5

7684 A new view of transcriptome complexity and regulation through the lens of local splicing variations.
ELife, 2016, 5, e11752. 2.8 385

7685 Hipposeq: a comprehensive RNA-seq database of gene expression in hippocampal principal neurons.
ELife, 2016, 5, e14997. 2.8 355

7686
Maintenance of Self-Renewal and Pluripotency in J1 Mouse Embryonic Stem Cells through Regulating
Transcription Factor and MicroRNA Expression Induced by PD0325901. Stem Cells International, 2016,
2016, 1-12.

1.2 11



425

Citation Report

# Article IF Citations

7687 Transcriptomic Modification in the Cerebral Cortex following Noninvasive Brain Stimulation:
RNA-Sequencing Approach. Neural Plasticity, 2016, 2016, 1-15. 1.0 9

7688 Human Epithelial Cells Discriminate between Commensal and Pathogenic Interactions with Candida
albicans. PLoS ONE, 2016, 11, e0153165. 1.1 16

7689 Inhibition of the Unfolded Protein Response Mechanism Prevents Cardiac Fibrosis. PLoS ONE, 2016, 11,
e0159682. 1.1 50

7690 JNK1 Deficient Insulin-Producing Cells Are Protected against Interleukin-1Î²-Induced Apoptosis
Associated with Abrogated Myc Expression. Journal of Diabetes Research, 2016, 2016, 1-15. 1.0 9

7691 Label-Free Proteomic Analysis of Flavohemoglobin Deleted Strain of Saccharomyces cerevisiae.
International Journal of Proteomics, 2016, 2016, 1-12. 2.0 1

7692 Akt-mTORC1 signaling regulates Acly to integrate metabolic input to control of macrophage
activation. ELife, 2016, 5, . 2.8 324

7693 A Network Pharmacology Approach to Explore the Pharmacological Mechanism of Xiaoyao Powder on
Anovulatory Infertility. Evidence-based Complementary and Alternative Medicine, 2016, 2016, 1-13. 0.5 62

7694 A Network Pharmacology Approach to Uncover the Pharmacological Mechanism of XuanHuSuo
Powder on Osteoarthritis. Evidence-based Complementary and Alternative Medicine, 2016, 2016, 1-10. 0.5 49

7695 Designing penalty functions in high dimensional problems: The role of tuning parameters. Electronic
Journal of Statistics, 2016, 10, 2312-2328. 0.4 8

7696 Systematic tracking of altered modules identifies disrupted pathways in teratozoospermia. Genetics
and Molecular Research, 2016, 15, . 0.3 2

7697 Biomarker and competing endogenous RNA potential of tumor-specific long noncoding RNA in
chromophobe renal cell carcinoma. OncoTargets and Therapy, 2016, Volume 9, 6399-6406. 1.0 50

7698 Functionally conserved effects of rapamycin exposure on zebrafish. Molecular Medicine Reports,
2016, 13, 4421-4430. 1.1 12

7699 Molecular-level effects of eribulin and paclitaxel on breast cancer based on differential
co-expression network analysis. Genetics and Molecular Research, 2016, 15, . 0.3 5

7700 Genome-wide analysis reveals signatures of selection for important traits in domestic sheep from
different ecoregions. BMC Genomics, 2016, 17, 863. 1.2 67

7701 Cogena, a novel tool for co-expressed gene-set enrichment analysis, applied to drug repositioning and
drug mode of action discovery. BMC Genomics, 2016, 17, 414. 1.2 62

7702 Construction of polycythemia vera protein interaction network and prediction of related biological
functions. Genetics and Molecular Research, 2016, 15, . 0.3 1

7703 Construction of a protein-protein interaction network of Wilmsâ€™ tumor and pathway prediction of
molecular complexes. Genetics and Molecular Research, 2016, 15, . 0.3 2

7704 Transcriptome profiling of the rumen epithelium of beef cattle differing in residual feed intake. BMC
Genomics, 2016, 17, 592. 1.2 93



426

Citation Report

# Article IF Citations

7705 Blood Transcriptome Profiling in Myasthenia Gravis Patients to Assess Disease Activity: A Pilot
RNA-seq Study. Experimental Neurobiology, 2016, 25, 40-47. 0.7 9

7706 Higher cardiogenic potential of iPSCs derived from cardiac versus skin stromal cells. Frontiers in
Bioscience - Landmark, 2016, 21, 719-743. 3.0 13

7707
Systems Perturbation Analysis of a Large-Scale Signal Transduction Model Reveals Potentially
Influential Candidates for Cancer Therapeutics. Frontiers in Bioengineering and Biotechnology, 2016,
4, 10.

2.0 29

7708 Discovering miRNA Regulatory Networks in Holtâ€“Oram Syndrome Using a Zebrafish Model. Frontiers
in Bioengineering and Biotechnology, 2016, 4, 60. 2.0 16

7709
Induction of Macrophage Function in Human THP-1 Cells Is Associated with Rewiring of MAPK
Signaling and Activation of MAP3K7 (TAK1) Protein Kinase. Frontiers in Cell and Developmental Biology,
2016, 4, 21.

1.8 54

7710
Label-Free Proteomics Assisted by Affinity Enrichment for Elucidating the Chemical Reactivity of the
Liver Mitochondrial Proteome toward Adduction by the Lipid Electrophile 4-hydroxy-2-nonenal (HNE).
Frontiers in Chemistry, 2016, 4, 2.

1.8 21

7711 Degradation of Swainsonine by the NADP-Dependent Alcohol Dehydrogenase A1R6C3 in Arthrobacter
sp. HW08. Toxins, 2016, 8, 145. 1.5 4

7712 Genome-wide analysis of aberrantly expressed microRNAs in bronchoalveolar lavage fluid from
patients with silicosis. Industrial Health, 2016, 54, 361-369. 0.4 10

7713 Helicobacter pylori Infection Is Associated with Decreased Expression of SLC5A8, a Cancer Suppressor
Gene, in Young Children. Frontiers in Cellular and Infection Microbiology, 2016, 6, 121. 1.8 15

7714 Proteome-Wide Effect of 17-Î²-Estradiol and Lipoxin A4 in an Endometriotic Epithelial Cell Line. Frontiers
in Endocrinology, 2015, 6, 192. 1.5 3

7715 Deriving Gene Networks from SNP Associated with Triacylglycerol and Phospholipid Fatty Acid
Fractions from Ribeyes of Angus Cattle. Frontiers in Genetics, 2016, 7, 116. 1.1 10

7716 Co-expression Pattern Analysis of miR-17-92 Target Genes in Chronic Myelogenous Leukemia. Frontiers
in Genetics, 2016, 7, 167. 1.1 2

7717 ApoptomiRs of Breast Cancer: Basics to Clinics. Frontiers in Genetics, 2016, 7, 175. 1.1 11

7718 Large Scale Gene Expression Meta-Analysis Reveals Tissue-Specific, Sex-Biased Gene Expression in
Humans. Frontiers in Genetics, 2016, 7, 183. 1.1 91

7719 Genome-Wide Association Study for Identifying Loci that Affect Fillet Yield, Carcass, and Body Weight
Traits in Rainbow Trout (Oncorhynchus mykiss). Frontiers in Genetics, 2016, 7, 203. 1.1 124

7720 Exome Sequencing Reveals Primary Immunodeficiencies in Children with Community-Acquired
Pseudomonas aeruginosa Sepsis. Frontiers in Immunology, 2016, 7, 357. 2.2 21

7721 Immunosenescence-Related Transcriptomic and Immunologic Changes in Older Individuals Following
Influenza Vaccination. Frontiers in Immunology, 2016, 7, 450. 2.2 40

7722 Semaphorin 4C: A Novel Component of B-Cell Polarization in Th2-Driven Immune Responses. Frontiers
in Immunology, 2016, 7, 558. 2.2 12



427

Citation Report

# Article IF Citations

7723 DksA-Dependent Transcriptional Regulation in Salmonella Experiencing Nitrosative Stress. Frontiers
in Microbiology, 2016, 7, 444. 1.5 27

7724 Genome-Wide Transcriptional Profiling Reveals Two Distinct Outcomes in Central Nervous System
Infections of Rabies Virus. Frontiers in Microbiology, 2016, 7, 751. 1.5 21

7725 Differential Biphasic Transcriptional Host Response Associated with Coevolution of Hemagglutinin
Quasispecies of Influenza A Virus. Frontiers in Microbiology, 2016, 7, 1167. 1.5 11

7726 Changes in the Transcriptome of Human Astrocytes Accompanying Oxidative Stress-Induced
Senescence. Frontiers in Aging Neuroscience, 2016, 8, 208. 1.7 72

7727 Profound and Sexually Dimorphic Effects of Clinically-Relevant Low Dose Scatter Irradiation on the
Brain and Behavior. Frontiers in Behavioral Neuroscience, 2016, 10, 84. 1.0 18

7728 Spinal Muscular Atrophy Patient iPSC-Derived Motor Neurons Have Reduced Expression of Proteins
Important in Neuronal Development. Frontiers in Cellular Neuroscience, 2015, 9, 506. 1.8 57

7729 Long-Term Estrogen Receptor Beta Agonist Treatment Modifies the Hippocampal Transcriptome in
Middle-Aged Ovariectomized Rats. Frontiers in Cellular Neuroscience, 2016, 10, 149. 1.8 37

7730 Altered Expression of Genes Encoding Neurotransmitter Receptors in GnRH Neurons of Proestrous
Mice. Frontiers in Cellular Neuroscience, 2016, 10, 230. 1.8 44

7731 Cellular High-Energy Cavitation Trauma â€“ Description of a Novel In Vitro Trauma Model in Three
Different Cell Types. Frontiers in Neurology, 2016, 7, 10. 1.1 7

7732 A Pathway Proteomic Profile of Ischemic Stroke Survivors Reveals Innate Immune Dysfunction in
Association with Mild Symptoms of Depression â€“ A Pilot Study. Frontiers in Neurology, 2016, 7, 85. 1.1 34

7733
Transcriptomic Analysis of Purified Embryonic Neural Stem Cells from Zebrafish Embryos Reveals
Signaling Pathways Involved in Glycine-Dependent Neurogenesis. Frontiers in Molecular
Neuroscience, 2016, 9, 22.

1.4 17

7734 Effects of Long-Term Environmental Enrichment on Anxiety, Memory, Hippocampal Plasticity and
Overall Brain Gene Expression in C57BL6 Mice. Frontiers in Molecular Neuroscience, 2016, 9, 62. 1.4 88

7735 Integrative Analysis of Sex-Specific microRNA Networks Following Stress in Mouse Nucleus
Accumbens. Frontiers in Molecular Neuroscience, 2016, 9, 144. 1.4 35

7736 TRAP-seq Profiling and RNAi-Based Genetic Screens Identify Conserved Glial Genes Required for Adult
Drosophila Behavior. Frontiers in Molecular Neuroscience, 2016, 9, 146. 1.4 63

7737 In-depth mapping of the mouse brain N-glycoproteome reveals widespread N-glycosylation of diverse
brain proteins. Oncotarget, 2016, 7, 38796-38809. 0.8 29

7738 Impact of the Autism-Associated Long Noncoding RNA MSNP1AS on Neuronal Architecture and Gene
Expression in Human Neural Progenitor Cells. Genes, 2016, 7, 76. 1.0 36

7739
Temporal Genetic Modifications after Controlled Cortical Impactâ€”Understanding Traumatic Brain
Injury through a Systematic Network Approach. International Journal of Molecular Sciences, 2016, 17,
216.

1.8 7

7740 Proteome Profile and Quantitative Proteomic Analysis of Buffalo (Bubalusbubalis) Follicular Fluid
during Follicle Development. International Journal of Molecular Sciences, 2016, 17, 618. 1.8 33



428

Citation Report

# Article IF Citations

7741
Label-Free Quantitative Proteomics Reveals Differences in Molecular Mechanism of Atherosclerosis
Related and Non-Related to Chronic Kidney Disease. International Journal of Molecular Sciences, 2016,
17, 631.

1.8 22

7742
Transcriptional Profiling and miRNA-Target Network Analysis Identify Potential Biomarkers for
Efficacy Evaluation of Fuzheng-Huayu Formula-Treated Hepatitis B Caused Liver Cirrhosis.
International Journal of Molecular Sciences, 2016, 17, 883.

1.8 27

7743 Piriformospora indica Stimulates Root Metabolism of Arabidopsis thaliana. International Journal of
Molecular Sciences, 2016, 17, 1091. 1.8 35

7744 Identification of Pathways in Liver Repair Potentially Targeted by Secretory Proteins from Human
Mesenchymal Stem Cells. International Journal of Molecular Sciences, 2016, 17, 1099. 1.8 24

7745
Transcriptomic Insights into the Response of Placenta and Decidua Basalis to the CpG
Oligodeoxynucleotide Stimulation in Non-Obese Diabetic Mice and Wild-Type Controls. International
Journal of Molecular Sciences, 2016, 17, 1281.

1.8 1

7746 Phenotype-Genotype Association Analysis of ACTH-Secreting Pituitary Adenoma and Its Molecular Link
to Patient Osteoporosis. International Journal of Molecular Sciences, 2016, 17, 1654. 1.8 5

7747 Rack1 Mediates the Interaction of P-Glycoprotein with Anxa2 and Regulates Migration and Invasion of
Multidrug-Resistant Breast Cancer Cells. International Journal of Molecular Sciences, 2016, 17, 1718. 1.8 22

7748
Transcriptome of Cultured Lung Fibroblasts in Idiopathic Pulmonary Fibrosis: Meta-Analysis of
Publically Available Microarray Datasets Reveals Repression of Inflammation and Immunity Pathways.
International Journal of Molecular Sciences, 2016, 17, 2091.

1.8 28

7749 Quantitative Analysis of Differential Proteome Expression in Epithelial-to-Mesenchymal Transition of
Bladder Epithelial Cells Using SILAC Method. Molecules, 2016, 21, 84. 1.7 10

7750 GeneSCF: a real-time based functional enrichment tool with support for multiple organisms. BMC
Bioinformatics, 2016, 17, 365. 1.2 87

7751 Feature-based classification of human transcription factors into hypothetical sub-classes related to
regulatory function. BMC Bioinformatics, 2016, 17, 459. 1.2 15

7752 Gene expression profile of intramuscular muscle in Nellore cattle with extreme values of fatty acid.
BMC Genomics, 2016, 17, 972. 1.2 49

7753 E2 multimeric scaffold for vaccine formulation: immune response by intranasal delivery and
transcriptome profile of E2-pulsed dendritic cells. BMC Microbiology, 2016, 16, 152. 1.3 8

7754 Crucial genes associated with diabetic nephropathy explored by microarray analysis. BMC Nephrology,
2016, 17, 128. 0.8 20

7755 Differential effect of mild and severe pulmonary embolism on the rat lung transcriptome. Respiratory
Research, 2016, 17, 86. 1.4 9

7756 Investigation of mechanisms of bendiocarb resistance in Anopheles gambiae populations from the city
of YaoundÃ©, Cameroon. Malaria Journal, 2016, 15, 424. 0.8 45

7757 Functional prediction of differentially expressed lncRNAs in HSV-1 infected human foreskin
fibroblasts. Virology Journal, 2016, 13, 137. 1.4 23

7758 In vivo genome-wide profiling reveals a tissue-specific role for 5-formylcytosine. Genome Biology,
2016, 17, 141. 3.8 58



429

Citation Report

# Article IF Citations

7759 Low expression levels of putative HPV encoded microRNAs in cervical samples. SpringerPlus, 2016, 5,
1856. 1.2 17

7760 Integrated Analysis of Dysregulated ncRNA and mRNA Expression Profiles in Humans Exposed to
Carbon Nanotubes. PLoS ONE, 2016, 11, e0150628. 1.1 70

7761 MinePath: Mining for Phenotype Differential Sub-paths in Molecular Pathways. PLoS Computational
Biology, 2016, 12, e1005187. 1.5 23

7762 Single Gene Prognostic Biomarkers in Ovarian Cancer: A Meta-Analysis. PLoS ONE, 2016, 11, e0149183. 1.1 94

7763 The Role of Parathyroid Hormone-Related Protein (PTHrP) in Osteoblast Response to Microgravity:
Mechanistic Implications for Osteoporosis Development. PLoS ONE, 2016, 11, e0160034. 1.1 29

7764 A High Phosphorus Diet Affects Lipid Metabolism in Rat Liver: A DNA Microarray Analysis. PLoS ONE,
2016, 11, e0155386. 1.1 22

7765 Phosphoproteome Analysis of Invasion and Metastasis-Related Factors in Pancreatic Cancer Cells.
PLoS ONE, 2016, 11, e0152280. 1.1 21

7766
Chronic Inhibition of STAT3/STAT5 in Treatment-Resistant Human Breast Cancer Cell Subtypes:
Convergence on the ROS/SUMO Pathway and Its Effects on xCT Expression and System xc- Activity. PLoS
ONE, 2016, 11, e0161202.

1.1 16

7767 Genome Sequencing of Chromosome 1 Substitution Lines Derived from Chinese Wild Mice Revealed a
Unique Resource for Genetic Studies of Complex Traits. G3: Genes, Genomes, Genetics, 2016, 6, 3571-3580. 0.8 8

7768 Experimental Evolution of Gene Expression and Plasticity in Alternative Selective Regimes. PLoS
Genetics, 2016, 12, e1006336. 1.5 83

7769
Network Topology Analysis of Post-Mortem Brain Microarrays Identifies More Alzheimerâ€™s Related
Genes and MicroRNAs and Points to Novel Routes for Fighting with the Disease. PLoS ONE, 2016, 11,
e0144052.

1.1 25

7770
Comparative Transcriptome Analysis Reveals that a Ubiquitin-Mediated Proteolysis Pathway Is
Important for Primary and Secondary Hair Follicle Development in Cashmere Goats. PLoS ONE, 2016, 11,
e0156124.

1.1 14

7771
Meta-Analysis of Genome-Wide Association Studies and Network Analysis-Based Integration with Gene
Expression Data Identify New Suggestive Loci and Unravel a Wnt-Centric Network Associated with
Dupuytrenâ€™s Disease. PLoS ONE, 2016, 11, e0158101.

1.1 26

7772 Cerebellum Transcriptome of Mice Bred for High Voluntary Activity Offers Insights into Locomotor
Control and Reward-Dependent Behaviors. PLoS ONE, 2016, 11, e0167095. 1.1 22

7773 Single-Cell Co-expression Analysis Reveals Distinct Functional Modules, Co-regulation Mechanisms
and Clinical Outcomes. PLoS Computational Biology, 2016, 12, e1004892. 1.5 36

7774 A Functionally Conserved Gene Regulatory Network Module Governing Olfactory Neuron Diversity.
PLoS Genetics, 2016, 12, e1005780. 1.5 36

7775
Graded Proteasome Dysfunction in Caenorhabditis elegans Activates an Adaptive Response Involving
the Conserved SKN-1 and ELT-2 Transcription Factors and the Autophagy-Lysosome Pathway. PLoS
Genetics, 2016, 12, e1005823.

1.5 48

7776 Chromatoid Body Protein TDRD6 Supports Long 3â€™ UTR Triggered Nonsense Mediated mRNA Decay. PLoS
Genetics, 2016, 12, e1005857. 1.5 46



430

Citation Report

# Article IF Citations

7777 Role of the BAHD1 Chromatin-Repressive Complex in Placental Development and Regulation of Steroid
Metabolism. PLoS Genetics, 2016, 12, e1005898. 1.5 34

7778 Genetic Dissection of Cardiac Remodeling in an Isoproterenol-Induced Heart Failure Mouse Model.
PLoS Genetics, 2016, 12, e1006038. 1.5 70

7779 The Drosophila ETV5 Homologue Ets96B: Molecular Link between Obesity and Bipolar Disorder. PLoS
Genetics, 2016, 12, e1006104. 1.5 26

7780 Misregulation of Alternative Splicing in a Mouse Model of Rett Syndrome. PLoS Genetics, 2016, 12,
e1006129. 1.5 57

7781 DLK-1, SEK-3 and PMK-3 Are Required for the Life Extension Induced by Mitochondrial Bioenergetic
Disruption in C. elegans. PLoS Genetics, 2016, 12, e1006133. 1.5 52

7782 Nuclear Localised MORE SULPHUR ACCUMULATION1 Epigenetically Regulates Sulphur Homeostasis in
Arabidopsis thaliana. PLoS Genetics, 2016, 12, e1006298. 1.5 81

7783 The Skp1 Homologs SKR-1/2 Are Required for the Caenorhabditis elegans SKN-1
Antioxidant/Detoxification Response Independently of p38 MAPK. PLoS Genetics, 2016, 12, e1006361. 1.5 55

7784
Mutation-Driven Divergence and Convergence Indicate Adaptive Evolution of the Intracellular
Human-Restricted Pathogen, Bartonella bacilliformis. PLoS Neglected Tropical Diseases, 2016, 10,
e0004712.

1.3 19

7785 Naloxonazine, an Amastigote-Specific Compound, Affects Leishmania Parasites through Modulation of
Host-Encoded Functions. PLoS Neglected Tropical Diseases, 2016, 10, e0005234. 1.3 18

7786 Mother-Specific Signature in the Maternal Transcriptome Composition of Mature, Unfertilized
Zebrafish Eggs. PLoS ONE, 2016, 11, e0147151. 1.1 33

7787 A Model-Based Joint Identification of Differentially Expressed Genes and Phenotype-Associated Genes.
PLoS ONE, 2016, 11, e0149086. 1.1 2

7788 RNA-Seq Reveals the Angiogenesis Diversity between the Fetal and Adults Bone Mesenchyme Stem Cell.
PLoS ONE, 2016, 11, e0149171. 1.1 2

7789 Comprehensive Expression Profiling and Functional Network Analysis of p53-Regulated MicroRNAs in
HepG2 Cells Treated with Doxorubicin. PLoS ONE, 2016, 11, e0149227. 1.1 23

7790 Immune-Mediated Inflammation May Contribute to the Pathogenesis of Cardiovascular Disease in
Mucopolysaccharidosis Type I. PLoS ONE, 2016, 11, e0150850. 1.1 20

7791 Polo-Like Kinase 3 Appears Dispensable for Normal Retinal Development Despite Robust Embryonic
Expression. PLoS ONE, 2016, 11, e0150878. 1.1 1

7792 CHIR99021 enhances Klf4 Expression through Î²-Catenin Signaling and miR-7a Regulation in J1 Mouse
Embryonic Stem Cells. PLoS ONE, 2016, 11, e0150936. 1.1 18

7793 Activation of Myenteric Glia during Acute Inflammation In Vitro and In Vivo. PLoS ONE, 2016, 11,
e0151335. 1.1 69

7794 Transcriptome Analysis of an Insecticide Resistant Housefly Strain: Insights about SNPs and
Regulatory Elements in Cytochrome P450 Genes. PLoS ONE, 2016, 11, e0151434. 1.1 11



431

Citation Report

# Article IF Citations

7795 A Novel Prioritization Method in Identifying Recurrent Venous Thromboembolism-Related Genes. PLoS
ONE, 2016, 11, e0153006. 1.1 4

7796 The Regulation of Cytokine Networks in Hippocampal CA1 Differentiates Extinction from Those
Required for the Maintenance of Contextual Fear Memory after Recall. PLoS ONE, 2016, 11, e0153102. 1.1 12

7797 Coordinated Evolution of Transcriptional and Post-Transcriptional Regulation for Mitochondrial
Functions in Yeast Strains. PLoS ONE, 2016, 11, e0153523. 1.1 9

7798 Tbx18 Regulates the Differentiation of Periductal Smooth Muscle Stroma and the Maintenance of
Epithelial Integrity in the Prostate. PLoS ONE, 2016, 11, e0154413. 1.1 8

7799 Secretome Profiling of Periodontal Ligament from Deciduous and Permanent Teeth Reveals a Distinct
Expression Pattern of Laminin Chains. PLoS ONE, 2016, 11, e0154957. 1.1 6

7800 Molecular Mechanisms of Malignant Transformation by Low Dose Cadmium in Normal Human
Bronchial Epithelial Cells. PLoS ONE, 2016, 11, e0155002. 1.1 24

7801 Transcription Analysis of the Myometrium of Labouring and Non-Labouring Women. PLoS ONE, 2016, 11,
e0155413. 1.1 40

7802 Comparison between Timelines of Transcriptional Regulation in Mammals, Birds, and Teleost Fish
Somitogenesis. PLoS ONE, 2016, 11, e0155802. 1.1 6

7803 Circulating Extracellular RNA Markers of Liver Regeneration. PLoS ONE, 2016, 11, e0155888. 1.1 13

7804 Meta-Analysis of EMT Datasets Reveals Different Types of EMT. PLoS ONE, 2016, 11, e0156839. 1.1 31

7805 BLAT2DOLite: An Online System for Identifying Significant Relationships between Genetic Sequences
and Diseases. PLoS ONE, 2016, 11, e0157274. 1.1 2

7806 Characterization of Breast Cancer Preclinical Models Reveals a Specific Pattern of Macrophage
Polarization. PLoS ONE, 2016, 11, e0157670. 1.1 8

7807
Metabolic Profiling as Well as Stable Isotope Assisted Metabolic and Proteomic Analysis of RAW 264.7
Macrophages Exposed to Ship Engine Aerosol Emissions: Different Effects of Heavy Fuel Oil and
Refined Diesel Fuel. PLoS ONE, 2016, 11, e0157964.

1.1 29

7808 Quantitative Determination of Flexible Pharmacological Mechanisms Based On Topological Variation
in Mice Anti-Ischemic Modular Networks. PLoS ONE, 2016, 11, e0158379. 1.1 8

7809
Studying Dynamic Features in Myocardial Infarction Progression by Integrating miRNA-Transcription
Factor Co-Regulatory Networks and Time-Series RNA Expression Data from Peripheral Blood
Mononuclear Cells. PLoS ONE, 2016, 11, e0158638.

1.1 7

7810 DNA Content in Extracellular Vesicles Isolated from Porcine Coronary Venous Blood Directly after
Myocardial Ischemic Preconditioning. PLoS ONE, 2016, 11, e0159105. 1.1 7

7811 Characterisation of the Whole Blood mRNA Transcriptome in Holstein-Friesian and Jersey Calves in
Response to Gradual Weaning. PLoS ONE, 2016, 11, e0159707. 1.1 12

7812 Differential Expression Pattern of THBS1 and THBS2 in Lung Cancer: Clinical Outcome and a
Systematic-Analysis of Microarray Databases. PLoS ONE, 2016, 11, e0161007. 1.1 67



432

Citation Report

# Article IF Citations

7813 Transcriptomic Profiling Analysis of Arabidopsis thaliana Treated with Exogenous Myo-Inositol. PLoS
ONE, 2016, 11, e0161949. 1.1 12

7814 The Genomic and Morphological Effects of Bisphenol A on Arabidopsis thaliana. PLoS ONE, 2016, 11,
e0163028. 1.1 13

7815 Identification and Characterization of 293T Cell-Derived Exosomes by Profiling the Protein, mRNA and
MicroRNA Components. PLoS ONE, 2016, 11, e0163043. 1.1 77

7816
Consensus Analysis of Whole Transcriptome Profiles from Two Breast Cancer Patient Cohorts
Reveals Long Non-Coding RNAs Associated with Intrinsic Subtype and the Tumour Microenvironment.
PLoS ONE, 2016, 11, e0163238.

1.1 21

7817 Inter-Tissue Gene Co-Expression Networks between Metabolically Healthy and Unhealthy Obese
Individuals. PLoS ONE, 2016, 11, e0167519. 1.1 21

7818 Long-Term Transcriptomic Effects of Prebiotics and Synbiotics Delivered In Ovo in Broiler Chickens.
PLoS ONE, 2016, 11, e0168899. 1.1 43

7819 Spliceosome SNRNP200 Promotes Viral RNA Sensing and IRF3 Activation of Antiviral Response. PLoS
Pathogens, 2016, 12, e1005772. 2.1 25

7820 Cytomegalovirus Infection Leads to Development of High Frequencies of Cytotoxic Virus-Specific
CD4+ T Cells Targeted to Vascular Endothelium. PLoS Pathogens, 2016, 12, e1005832. 2.1 124

7821 Microbiome Composition and Function Drives Wound-Healing Impairment in the Female Genital Tract.
PLoS Pathogens, 2016, 12, e1005889. 2.1 109

7822 Application of the Shortest Path Algorithm for the Discovery of Breast Cancer-Related Genes.
Current Bioinformatics, 2016, 11, 51-58. 0.7 46

7823 Selective single cell isolation for genomics using microraft arrays. Nucleic Acids Research, 2016, 44,
8292-8301. 6.5 24

7824
Identification of Inflammatory, Metabolic, and Cell Survival Pathways Contributing to Cerebral Small
Vessel Disease by Postmortem Gene Expression Microarray. Current Neurovascular Research, 2016, 13,
58-67.

0.4 10

7825 RNA-Seq analysis for the potential targets and molecular mechanisms of 17 Î²-estradiol in squamous
cell lung carcinoma. Neoplasma, 2016, 63, 394-401. 0.7 1

7826 Functional Genomics Identifies Tis21-Dependent Mechanisms and Putative Cancer Drug Targets
Underlying Medulloblastoma Shh-Type Development. Frontiers in Pharmacology, 2016, 7, 449. 1.6 6

7827 Regulation of WRKY46 Transcription Factor Function by Mitogen-Activated Protein Kinases in
Arabidopsis thaliana. Frontiers in Plant Science, 2016, 7, 61. 1.7 54

7828 Low Temperature and Short-Term High-CO2 Treatment in Postharvest Storage of Table Grapes at Two
Maturity Stages: Effects on Transcriptome Profiling. Frontiers in Plant Science, 2016, 7, 1020. 1.7 34

7829 Differential Network Analysis Reveals Evolutionary Complexity in Secondary Metabolism of Rauvolfia
serpentina over Catharanthus roseus. Frontiers in Plant Science, 2016, 7, 1229. 1.7 16

7830 Functional Evaluations of Genes Disrupted in Patients with Touretteâ€™s Disorder. Frontiers in
Psychiatry, 2016, 7, 11. 1.3 14



433

Citation Report

# Article IF Citations

7831 A Comparative Review of microRNA Expression Patterns in Autism Spectrum Disorder. Frontiers in
Psychiatry, 2016, 7, 176. 1.3 98

7832 Bipolar Disorder Associated microRNA, miR-1908-5p, Regulates the Expression of Genes Functioning in
Neuronal Glutamatergic Synapses. Experimental Neurobiology, 2016, 25, 296-306. 0.7 34

7833 Advances in understanding â€“ genetic basis of intellectual disability. F1000Research, 2016, 5, 599. 0.8 95

7834 Identifying module biomarkers from gastric cancer by differential correlation network. OncoTargets
and Therapy, 2016, Volume 9, 5701-5711. 1.0 11

7835
Epigenetic Profiling of H3K4Me3 Reveals Herbal Medicine Jinfukang-Induced Epigenetic Alteration Is
Involved in Anti-Lung Cancer Activity. Evidence-based Complementary and Alternative Medicine, 2016,
2016, 1-13.

0.5 16

7836 Genome-wide identification and characterization of long non-coding RNAs in developmental skeletal
muscle of fetal goat. BMC Genomics, 2016, 17, 666. 1.2 117

7837 Bioinformatics for RNAâ€•Seq Data Analysis. , 2016, , . 6

7838
A highly invasive subpopulation of MDA-MB-231 breast cancer cells shows accelerated growth,
differential chemoresistance, features of apocrine tumors and reduced tumorigenicity<i>in vivo</i>.
Oncotarget, 2016, 7, 68803-68820.

0.8 30

7839 Prediction of genetic risk factors of atherosclerosis using various bioinformatic tools. Genetics and
Molecular Research, 2016, 15, . 0.3 12

7840 c-MYC drives histone demethylase PHF8 during neuroendocrine differentiation and in
castration-resistant prostate cancer. Oncotarget, 2016, 7, 75585-75602. 0.8 42

7841 Bioinformatics Tools in Epigenomics Studies. , 2016, , 73-107. 1

7842 An integrative and applicable phylogenetic footprinting framework for cis-regulatory motifs
identification in prokaryotic genomes. BMC Genomics, 2016, 17, 578. 1.2 32

7843 The long non-coding RNA <i>EPB41L4A-AS2</i> inhibits tumor proliferation and is associated with
favorable prognoses in breast cancer and other solid tumors. Oncotarget, 2016, 7, 20704-20717. 0.8 47

7844 Integrated expression analysis of muscle hypertrophy identifies Asb2 as a negative regulator of muscle
mass. JCI Insight, 2016, 1, . 2.3 38

7845 Exploring timing activation of functional pathway based on differential co-expression analysis in
preimplantation embryogenesis. Oncotarget, 2016, 7, 74120-74131. 0.8 22

7846 Acquired resistance to innate immune clearance promotes Klebsiella pneumoniae ST258 pulmonary
infection. JCI Insight, 2016, 1, e89704. 2.3 52

7847 Comprehensive analysis of genome-wide DNA methylation across human polycystic ovary syndrome
ovary granulosa cell. Oncotarget, 2016, 7, 27899-27909. 0.8 44

7848 DUCTAL CARCINOMA IN SITU AND INVASIVE BREAST CANCER-BASED DIFFERENTIAL GENE EXPRESSION STUDY
FOR THERAPEUTIC DEVELOPMENT. Asian Journal of Pharmaceutical and Clinical Research, 2016, 9, 48. 0.3 1



434

Citation Report

# Article IF Citations

7849 SIRT6 protects against endothelial dysfunction and atherosclerosis in mice. Aging, 2016, 8, 1064-1082. 1.4 88

7850 Identification of a RNA-Seq Based 8-Long Non-Coding RNA Signature Predicting Survival in Esophageal
Cancer. Medical Science Monitor, 2016, 22, 5163-5172. 0.5 50

7851 Identification of miRNA/mRNA-Negative Regulation Pairs in Nasopharyngeal Carcinoma. Medical Science
Monitor, 2016, 22, 2215-2234. 0.5 20

7852 DNA Microarray Analysis of Submandibular Glands in IgG4-Related Disease Indicates a Role for MARCO
and Other Innate Immune-Related Proteins. Medicine (United States), 2016, 95, e2853. 0.4 19

7853 miRNA-21 and miRNA-34a Are Potential Minimally Invasive Biomarkers for the Diagnosis of Pancreatic
Ductal Adenocarcinoma. Pancreas, 2016, 45, 84-92. 0.5 56

7854 Transcriptomic Profiling of Tumor Aggressiveness in Sporadic Nonfunctioning Pancreatic
Neuroendocrine Neoplasms. Pancreas, 2016, 45, 1196-1203. 0.5 7

7855 A genomeâ€•wide association study of copy number variations with umbilical hernia in swine. Animal
Genetics, 2016, 47, 298-305. 0.6 36

7857
Reversal of dendritic phenotypes in 16p11.2 microduplication mouse model neurons by
pharmacological targeting of a network hub. Proceedings of the National Academy of Sciences of the
United States of America, 2016, 113, 8520-8525.

3.3 61

7858 Human Induced Pluripotent Stem Cells Differentiate Into Functional Mesenchymal Stem Cells and
Repair Bone Defects. Stem Cells Translational Medicine, 2016, 5, 1447-1460. 1.6 106

7859 Role of Altered Expression of miR-146a, miR-155, and miR-122 in Pediatric Patients with Inflammatory
Bowel Disease. Inflammatory Bowel Diseases, 2016, 22, 327-335. 0.9 63

7860 Ancient hybridization and genomic stabilization in a swordtail fish. Molecular Ecology, 2016, 25,
2661-2679. 2.0 91

7861
Functional genetics-directed identification of novel pharmacological inhibitors of FAS- and
TNF-dependent apoptosis that protect mice from acute liver failure. Cell Death and Disease, 2016, 7,
e2145-e2145.

2.7 11

7862 Characterizing the transcriptional adaptation ofStaphylococcus aureusto stationary phase growth.
Pathogens and Disease, 2016, 74, ftw046. 0.8 8

7863
Comparison of clinical features and outcomes in patients with extraskeletal versus skeletal localized
Ewing sarcoma: A report from the Children's Oncology Group. Pediatric Blood and Cancer, 2016, 63,
1771-1779.

0.8 81

7864 Differentially expressed miRNAs in trisomy 21 placentas. Prenatal Diagnosis, 2016, 36, 775-784. 1.1 22

7865 An overview of innovations and industrial solutions in Protein Microarray Technology. Proteomics,
2016, 16, 1297-1308. 1.3 34

7866 Urinary proteome alterations in HER2 enriched breast cancer revealed by multipronged quantitative
proteomics. Proteomics, 2016, 16, 2403-2418. 1.3 45

7867 Screening of Human cDNA Library Reveals Two differentiation-Related Genes,HHEXandHLX, as
Promoters of Early Phase Reprogramming toward Pluripotency. Stem Cells, 2016, 34, 2661-2669. 1.4 8



435

Citation Report

# Article IF Citations

7868 Transcriptomic Signature of the CD. American Journal of Transplantation, 2016, 16, 3430-3442. 2.6 27

7869 Transcriptomic response to injury sheds light on the physiological costs of reproduction in ant
queens. Molecular Ecology, 2016, 25, 1972-1985. 2.0 12

7870
Transcriptomic analysis identified up-regulation of a solute carrier transporter and UDP
glucuronosyltransferases in dogs with aggressive cutaneous mast cell tumours. Veterinary Journal,
2016, 212, 36-43.

0.6 11

7871 Prostate Cancer-Associated Kallikrein-Related Peptidase 4 Activates Matrix Metalloproteinase-1 and
Thrombospondin-1. Journal of Proteome Research, 2016, 15, 2466-2478. 1.8 30

7872 Deletion of Hyaluronan Synthase 3 Inhibits Neointimal Hyperplasia in Mice. Arteriosclerosis,
Thrombosis, and Vascular Biology, 2016, 36, e9-16. 1.1 34

7873 Nox2 and Cyclosporine-Induced Renal Hypoxia. Transplantation, 2016, 100, 1198-1210. 0.5 9

7874 Functional network analysis of genes differentially expressed during xylogenesis in <i>soc1ful</i>
woody Arabidopsis plants. Plant Journal, 2016, 86, 376-390. 2.8 27

7875 Evidence of a broad histamine footprint on the human exercise transcriptome. Journal of Physiology,
2016, 594, 5009-5023. 1.3 35

7876 ERAAP Shapes the Peptidome Associated with Classical and Nonclassical MHC Class I Molecules.
Journal of Immunology, 2016, 197, 1035-1043. 0.4 41

7877 Middle age has a significant impact on gene expression during skin wound healing in male mice.
Biogerontology, 2016, 17, 763-770. 2.0 4

7878
Genomic predictors of remission to antidepressant treatment in geriatric depression using
genomeâ€•wide expression analyses: a pilot study. International Journal of Geriatric Psychiatry, 2016, 31,
510-517.

1.3 17

7879 Similarly Lethal Strains of Extraintestinal Pathogenic Escherichia coli Trigger Markedly Diverse Host
Responses in a Zebrafish Model of Sepsis. MSphere, 2016, 1, . 1.3 22

7880 Activation of Wnt/Î²-Catenin in Ewing Sarcoma Cells Antagonizes EWS/ETS Function and Promotes
Phenotypic Transition to More Metastatic Cell States. Cancer Research, 2016, 76, 5040-5053. 0.4 70

7881 <i>In vitro</i> and <i>in vivo</i> correlates of physiological and neoplastic human Fallopian tube
stem cells. Journal of Pathology, 2016, 238, 519-530. 2.1 68

7882 Suppression of SPIN1-mediated PI3K-Akt pathway by miR-489 increases chemosensitivity in breast cancer.
Journal of Pathology, 2016, 239, 459-472. 2.1 97

7883 Stateâ€•ofâ€•theâ€•art housekeeping proteins for quantitative western blotting: Revisiting the first draft of
the human proteome. Proteomics, 2016, 16, 1863-1867. 1.3 27

7884 Composite large margin classifiers with latent subclasses for heterogeneous biomedical data.
Statistical Analysis and Data Mining, 2016, 9, 75-88. 1.4 3

7885 Slicer Endonuclease Argonaute 2 Is a Negative Regulator of Hematopoietic Stem Cell Quiescence. Stem
Cells, 2016, 34, 1343-1353. 1.4 3



436

Citation Report

# Article IF Citations

7886 Proteome response of Phaeodactylum tricornutum , during lipid accumulation induced by nitrogen
depletion. Algal Research, 2016, 18, 213-224. 2.4 104

7887 Proteomic analysis of the skin from Chinese fire-bellied newt and comparison to Chinese giant
salamander. Comparative Biochemistry and Physiology Part D: Genomics and Proteomics, 2016, 19, 71-77. 0.4 7

7888 Malnutrition-associated liver steatosis and ATP depletion is caused by peroxisomal and mitochondrial
dysfunction. Journal of Hepatology, 2016, 65, 1198-1208. 1.8 133

7889 Native Piezo2 Interactomics Identifies Pericentrin as a Novel Regulator of Piezo2 in Somatosensory
Neurons. Journal of Proteome Research, 2016, 15, 2676-2687. 1.8 27

7890 Loss of fibronectin from the aged stem cell niche affects the regenerative capacity of skeletal muscle
in mice. Nature Medicine, 2016, 22, 897-905. 15.2 226

7891 Genomic Analyses of Sperm Fate Regulator Targets Reveal a Common Set of Oogenic mRNAs in
<i>Caenorhabditis elegans</i>. Genetics, 2016, 202, 221-234. 1.2 23

7892 Identification of genes in longissimus dorsi muscle differentially expressed between Wannanhua and
Yorkshire pigs using <scp>RNA</scp>â€•sequencing. Animal Genetics, 2016, 47, 324-333. 0.6 40

7893 Genomeâ€•wide analyses in neuronal cells reveal that upstream transcription factors regulate
lysosomal gene expression. FEBS Journal, 2016, 283, 1077-1087. 2.2 10

7894
Voluntary wheel running reduces voluntary consumption of ethanol in mice: identification of
candidate genes through striatal gene expression profiling. Genes, Brain and Behavior, 2016, 15,
474-490.

1.1 18

7895 Exposure of CCRFâ€•CEM cells to acridone derivative 8a triggers tumor death via multiple mechanisms.
Proteomics, 2016, 16, 1177-1190. 1.3 9

7896 Development of Photoactivatable Allosteric Modulators for the Chemokine Receptor CXCR3.
ChemMedChem, 2016, 11, 575-584. 1.6 5

7897
Assessing the potential of pharmaceuticals and their transformation products to cause mutagenic
effects: Implications for gene expression profiling. Environmental Toxicology and Chemistry, 2016, 35,
2753-2764.

2.2 3

7898
Gene Network Analysis of Metallo Beta Lactamase Family Proteins Indicates the Role of Gene Partners
in Antibiotic Resistance and Reveals Important Drug Targets. Journal of Cellular Biochemistry, 2016,
117, 1330-1339.

1.2 21

7899 Signaling and Gene Regulatory Networks Governing Definitive Endoderm Derivation From Pluripotent
Stem Cells. Journal of Cellular Physiology, 2016, 231, 1994-2006. 2.0 6

7900 Analysis of genomic copy number variation in equine recurrent airway obstruction (heaves). Animal
Genetics, 2016, 47, 334-344. 0.6 16

7901
Genomeâ€•scale RNA interference screen identifies antizyme 1 (OAZ1) as a target for improvement of
recombinant protein production in mammalian cells. Biotechnology and Bioengineering, 2016, 113,
2403-2415.

1.7 17

7902 CAMKK2, Regulated by Promoter Methylation, is a Prognostic Marker in Diffuse Gliomas. CNS
Neuroscience and Therapeutics, 2016, 22, 518-524. 1.9 20

7903
Preliminary examination of microRNA expression profiling in bipolar disorder I patients during
antipsychotic treatment. American Journal of Medical Genetics Part B: Neuropsychiatric Genetics,
2016, 171, 867-874.

1.1 15



437

Citation Report

# Article IF Citations

7904 RNAâ€•seq analysis of clinicalâ€•grade osteochondral allografts reveals activation of early response
genes. Journal of Orthopaedic Research, 2016, 34, 1950-1959. 1.2 24

7905
Coordination of Metabolism and Virulence Factors Expression of Extraintestinal Pathogenic
Escherichia coli Purified from Blood Cultures of Patients with Sepsis. Molecular and Cellular
Proteomics, 2016, 15, 2890-2907.

2.5 24

7906 Early cleavages influence the molecular and the metabolic pattern of individually cultured bovine
blastocysts. Molecular Reproduction and Development, 2016, 83, 324-336. 1.0 36

7907 Identification of glycoproteins associated with HIV latently infected cells using quantitative
glycoproteomics. Proteomics, 2016, 16, 1872-1880. 1.3 10

7908 Spermatogenesis-associated proteins at different developmental stages of buffalo testicular
seminiferous tubules identified by comparative proteomic analysis. Proteomics, 2016, 16, 2005-2018. 1.3 13

7909 Proteomic analysis of breast tumors confirms the mRNA intrinsic molecular subtypes using different
classifiers: a large-scale analysis of fresh frozen tissue samples. Breast Cancer Research, 2016, 18, 69. 2.2 9

7910 Molecular Profile of Tumor-Specific CD8+ T Cell Hypofunction in a Transplantable Murine Cancer
Model. Journal of Immunology, 2016, 197, 1477-1488. 0.4 42

7911 Sex-biased gene expression and sequence conservation in Atlantic and Pacific salmon lice
(Lepeophtheirus salmonis). BMC Genomics, 2016, 17, 483. 1.2 22

7912 Identification of differentially expressed genes between lung adenocarcinoma and lung squamous
cell carcinoma by gene expression profiling. Molecular Medicine Reports, 2016, 14, 1483-1490. 1.1 24

7913 Comparative analysis of gene expression profiles of hip articular cartilage between non-traumatic
necrosis and osteoarthritis. Gene, 2016, 591, 43-47. 1.0 27

7914 Ribosomal proteins produced in excess are degraded by the ubiquitinâ€“proteasome system. Molecular
Biology of the Cell, 2016, 27, 2642-2652. 0.9 105

7915 multiDE: a dimension reduced model based statistical method for differential expression analysis
using RNA-sequencing data with multiple treatment conditions. BMC Bioinformatics, 2016, 17, 248. 1.2 5

7916 Discovering potential cancer driver genes by an integrated network-based approach. Molecular
BioSystems, 2016, 12, 2921-2931. 2.9 27

7917 IMP2 axonal localization, RNA interactome, and function in development of axon trajectories.
Development (Cambridge), 2016, 143, 2753-9. 1.2 18

7918 Interactome analysis of the EV71 5â€² untranslated region in differentiated neuronal cells SH-SY5Y and
regulatory role of FBP3 in viral replication. Proteomics, 2016, 16, 2351-2362. 1.3 15

7919 Regulation of WNT Signaling by VSX2 During Optic Vesicle Patterning in Human Induced Pluripotent
Stem Cells. Stem Cells, 2016, 34, 2625-2634. 1.4 41

7920 Identification of lungâ€•specific genes by metaâ€•analysis of multiple tissue <scp>RNA</scp>â€•seq data. FEBS
Open Bio, 2016, 6, 774-781. 1.0 8

7921 Defensive and adverse energyâ€•related molecular responses precede tris (1, 3â€•dichloroâ€•2â€•propyl)
phosphate cytotoxicity. Journal of Applied Toxicology, 2016, 36, 649-658. 1.4 6



438

Citation Report

# Article IF Citations

7922
Quantitative Phosphoproteomic Study Reveals that Protein Kinase A Regulates Neural Stem Cell
Differentiation Through Phosphorylation of Catenin Beta-1 and Glycogen Synthase Kinase 3Î². Stem
Cells, 2016, 34, 2090-2101.

1.4 17

7923 Screening of Key Genes in Severe Burn Injury at Different Stages via Analyzing Gene Expression Data.
Journal of Burn Care and Research, 2016, 37, e254-e262. 0.2 4

7924 Intermedin/adrenomedullin 2 is a stress-inducible gene controlled by activating transcription factor
4. Gene, 2016, 590, 177-185. 1.0 25

7925 The synovial microenvironment of osteoarthritic joints alters RNA-seq expression profiles of human
primary articular chondrocytes. Gene, 2016, 591, 456-464. 1.0 16

7926 Automated SDS Depletion for Mass Spectrometry of Intact Membrane Proteins though Transmembrane
Electrophoresis. Journal of Proteome Research, 2016, 15, 2634-2642. 1.8 23

7927
Interferon Î± kinoid induces neutralizing anti-interferon Î± antibodies that decrease the expression of
interferon-induced and B cell activation associated transcripts: analysis of extended follow-up data
from the interferon Î± kinoid phase I/II study. Rheumatology, 2016, 55, 1901-1905.

0.9 71

7928 Warburg effect linked to cognitiveâ€•executive deficits in<i>FMR1</i>premutation. FASEB Journal, 2016,
30, 3334-3351. 0.2 33

7929 Monoâ€• and Dinuclear Phosphorescent Rhenium(I) Complexes: Impact of Subcellular Localization on
Anticancer Mechanisms. Chemistry - A European Journal, 2016, 22, 7800-7809. 1.7 87

7930 The transcardiac gradient of cardioâ€•<scp>microRNAs</scp> in the failing heart. European Journal of
Heart Failure, 2016, 18, 1000-1008. 2.9 151

7931 Interleukinâ€•1 antagonism moderates the inflammatory state associated with Type 1 diabetes during
clinical trials conducted at disease onset. European Journal of Immunology, 2016, 46, 1030-1046. 1.6 54

7932
Novel variants in <i>ZNF34</i> and other brainâ€•expressed transcription factors are shared among
earlyâ€•onset MDD relatives. American Journal of Medical Genetics Part B: Neuropsychiatric Genetics,
2016, 171, 333-341.

1.1 24

7933 Twenty years of artificial directional selection have shaped the genome of the Italian Large White pig
breed. Animal Genetics, 2016, 47, 181-191. 0.6 16

7934 Intra- and inter-individual differences in human sperm DNA methylation. Andrology, 2016, 4, 832-842. 1.9 15

7935 An isoformâ€•specific role of FynT tyrosine kinase in Alzheimer's disease. Journal of Neurochemistry,
2016, 136, 637-650. 2.1 20

7936 Preadult life history variation determines adult transcriptome expression. Molecular Ecology, 2016,
25, 741-763. 2.0 6

7937
Genomic and functional approaches reveal a case of adaptive introgression from <i>Populus
balsamifera</i> (balsam poplar) in <i>P</i>.Â <i>trichocarpa</i> (black cottonwood). Molecular
Ecology, 2016, 25, 2427-2442.

2.0 85

7938 Genomic characterization of sexâ€•identification markers in Sebastes carnatus and Sebastes chrysomelas
rockfishes. Molecular Ecology, 2016, 25, 2165-2175. 2.0 83

7939 Dopamine signaling promotes the xenobiotic stress response and protein homeostasis. EMBO Journal,
2016, 35, 1885-1901. 3.5 22



439

Citation Report

# Article IF Citations

7940 Neural Stem Cells Derived from Human Parthenogenetic Stem Cells Engraft and Promote Recovery in a
Nonhuman Primate Model of Parkinson's Disease. Cell Transplantation, 2016, 25, 1945-1966. 1.2 59

7941 Identifying and annotating human bifunctional RNAs reveals their versatile functions. Science China
Life Sciences, 2016, 59, 981-992. 2.3 16

7942 Changes in the MicroRNA Profile of the Mandible of Ovariectomized Mice. Cellular Physiology and
Biochemistry, 2016, 38, 1267-1287. 1.1 15

7943 Decreased miR-143 and increased miR-21 placental expression levels are associated with macrosomia.
Molecular Medicine Reports, 2016, 13, 3273-3280. 1.1 28

7944 A Genome-wide Study of â€œNon-3UTRâ€• Polyadenylation Sites in Arabidopsis thaliana. Scientific Reports,
2016, 6, 28060. 1.6 27

7945 Dysregulated immune system networks in war veterans with PTSD is an outcome of altered miRNA
expression and DNA methylation. Scientific Reports, 2016, 6, 31209. 1.6 74

7946 Feature co-localization landscape of the human genome. Scientific Reports, 2016, 6, 20650. 1.6 15

7947 Transcription factor ZNF25 is associated with osteoblast differentiation of human skeletal stem cells.
BMC Genomics, 2016, 17, 872. 1.2 10

7948
Preservation Analysis of Macrophage Gene Coexpression Between Human and Mouse Identifies PARK2
as a Genetically Controlled Master Regulator of Oxidative Phosphorylation in Humans. G3: Genes,
Genomes, Genetics, 2016, 6, 3361-3371.

0.8 15

7949 Palmitate-induced ER stress increases trastuzumab sensitivity in HER2/neu-positive breast cancer cells.
BMC Cancer, 2016, 16, 551. 1.1 31

7950 Ecdysone signaling induces two phases of cell cycle exit in<i>Drosophila</i>cells. Biology Open, 2016,
5, 1648-1661. 0.6 37

7951 Impact of neonatal iron deficiency on hippocampal DNA methylation and gene transcription in a
porcine biomedical model of cognitive development. BMC Genomics, 2016, 17, 856. 1.2 44

7952 miR-150 exerts antileukemia activity in vitro and in vivo through regulating genes in multiple
pathways. Cell Death and Disease, 2016, 7, e2371-e2371. 2.7 43

7953 GWAS analysis implicates NF-ÎºB-mediated induction of inflammatory T cells in multiple sclerosis. Genes
and Immunity, 2016, 17, 305-312. 2.2 73

7954
Transcriptional profiling reveals intrinsic mRNA alterations in multipotent mesenchymal stromal
cells isolated from bone marrow of newly-diagnosed type 1 diabetes patients. Stem Cell Research and
Therapy, 2016, 7, 92.

2.4 21

7955 Identification of key factors conquering developmental arrest of somatic cell cloned embryos by
combining embryo biopsy and single-cell sequencing. Cell Discovery, 2016, 2, 16010. 3.1 165

7956
A comparison of foamy and lentiviral vector genotoxicity in SCID-repopulating cells shows foamy
vectors are less prone to clonal dominance. Molecular Therapy - Methods and Clinical Development,
2016, 3, 16048.

1.8 13

7957 MicroRNA mir-34 provides robustness to environmental stress response via the DAF-16 network in C.
elegans. Scientific Reports, 2016, 6, 36766. 1.6 44



440

Citation Report

# Article IF Citations

7958 Cyclophilin A protects mice against infection by influenza A virus. Scientific Reports, 2016, 6, 28978. 1.6 19

7959 Systematic analysis of mRNA expression profiles in NSCLC cell lines to screen metastasis-related genes.
Molecular Medicine Reports, 2016, 14, 5093-5103. 1.1 4

7960 Combined Secretomics and Transcriptomics Revealed Cancer-Derived GDF15 is Involved in Diffuse-Type
Gastric Cancer Progression and Fibroblast Activation. Scientific Reports, 2016, 6, 21681. 1.6 25

7961 Systems pharmacology to investigate the interaction of berberine and other drugs in treating
polycystic ovary syndrome. Scientific Reports, 2016, 6, 28089. 1.6 24

7962 Neonatal cardiac dysfunction and transcriptome changes caused by the absence of Celf1. Scientific
Reports, 2016, 6, 35550. 1.6 18

7963 Long intergenic non-coding RNA expression signature in human breast cancer. Scientific Reports, 2016,
6, 37821. 1.6 26

7964 High concentrations of atmospheric ammonia induce alterations of gene expression in the breast
muscle of broilers (Gallus gallus) based on RNA-Seq. BMC Genomics, 2016, 17, 598. 1.2 37

7965 SNAP23 promotes the malignant process of ovarian cancer. Journal of Ovarian Research, 2016, 9, 80. 1.3 19

7966 Guanylateâ€•binding protein 5 is a marker of interferonâ€•Î³â€•induced classically activated macrophages.
Clinical and Translational Immunology, 2016, 5, e111. 1.7 71

7967 RXR controlled regulatory networks identified in mouse brain counteract deleterious effects of AÎ²
oligomers. Scientific Reports, 2016, 6, 24048. 1.6 37

7968 Transition of differential histone H3 methylation in photoreceptors and other retinal cells during
retinal differentiation. Scientific Reports, 2016, 6, 29264. 1.6 34

7969 Software tools for X-ray photon correlation and X-ray speckle visibility spectroscopy. , 2016, , . 9

7970 Robust Kernel Canonical Correlation Analysis to Detect Gene-Gene Interaction for Imaging Genetics
Data. , 2016, , . 3

7971 Gene profiling of embryonic skeletal muscle lacking type I ryanodine receptor Ca2+ release channel.
Scientific Reports, 2016, 6, 20050. 1.6 13

7972 The gene-expression profile of renal medulla in ISIAH rats with inherited stress-induced arterial
hypertension. BMC Genetics, 2016, 17, 151. 2.7 15

7973 Comprehensive genomic characterization of five canine lymphoid tumor cell lines. BMC Veterinary
Research, 2016, 12, 207. 0.7 5

7974 Transcriptomic change as evidence for cadmium-induced endocrine disruption in marine fish model of
medaka, Oryzias javanicus. Molecular and Cellular Toxicology, 2016, 12, 409-420. 0.8 23

7975 miR-434-3p and DNA hypomethylation co-regulate eIF5A1 to increase AChRs and to improve plasticity in
SCT rat skeletal muscle. Scientific Reports, 2016, 6, 22884. 1.6 13



441

Citation Report

# Article IF Citations

7976 A transcriptional time-course analysis of oral vs. aboral whole-body regeneration in the Sea anemone
Nematostella vectensis. BMC Genomics, 2016, 17, 718. 1.2 39

7977 Inference of gene networks associated with the host response to infectious disease. , 0, , 365-390. 0

7978 Gene-set-based inference of biological network topologies from big molecular profiling data. , 0, ,
391-408. 0

7979 New insights into functional regulation in MS-based drug profiling. Scientific Reports, 2016, 6, 18826. 1.6 13

7980 A Catalogue of Altered Salivary Proteins Secondary to Invasive Ductal Carcinoma: A Novel In Vivo
Paradigm to Assess Breast Cancer Progression. Scientific Reports, 2016, 6, 30800. 1.6 11

7981 Gene expression profile of whole blood cells differs in pregnant women with positive screening and
negative diagnosis for gestational diabetes. BMJ Open Diabetes Research and Care, 2016, 4, e000273. 1.2 3

7982 RNA-seq-based digital gene expression analysis reveals modification of host defense responses by rice
stripe virus during disease symptom development in Arabidopsis. Virology Journal, 2016, 13, 202. 1.4 32

7983 A systematic study on drug-response associated genes using baseline gene expressions of the Cancer
Cell Line Encyclopedia. Scientific Reports, 2016, 6, 22811. 1.6 54

7984 Systems view of adipogenesis via novel omics-driven and tissue-specific activity scoring of network
functional modules. Scientific Reports, 2016, 6, 28851. 1.6 17

7985 Highâ€•resolution proteomic and lipidomic analysis of exosomes and microvesicles from different cell
sources. Journal of Extracellular Vesicles, 2016, 5, 32570. 5.5 503

7986 Developmental transcriptome of resting cell formation in Mycobacterium smegmatis. BMC Genomics,
2016, 17, 837. 1.2 30

7987 Lateralization of gene expression in the honeybee brain during olfactory learning. Scientific Reports,
2016, 6, 34727. 1.6 16

7988 <i>Obp56h</i>Modulates Mating Behavior in<i>Drosophila melanogaster</i>. G3: Genes, Genomes,
Genetics, 2016, 6, 3335-3342. 0.8 34

7989
Genomic and transcriptomic profiling of resistant CEM/ADR-5000 and sensitive CCRF-CEM leukaemia
cells for unravelling the full complexity of multi-factorial multidrug resistance. Scientific Reports,
2016, 6, 36754.

1.6 41

7990 AML1/ETO accelerates cell migration and impairs cell-to-cell adhesion and homing of hematopoietic
stem/progenitor cells. Scientific Reports, 2016, 6, 34957. 1.6 15

7991 Molecular determinants of the adrenal gland functioning related to stress-sensitive hypertension in
ISIAH rats. BMC Genomics, 2016, 17, 989. 1.2 20

7992 Open-gate mutants of the mammalian proteasome show enhanced ubiquitin-conjugate degradation.
Nature Communications, 2016, 7, 10963. 5.8 82

7993 Bone-associated gene evolution and the origin of flight in birds. BMC Genomics, 2016, 17, 371. 1.2 12



442

Citation Report

# Article IF Citations

7994 The application of transcriptomic data in the authentication of beef derived from contrasting
production systems. BMC Genomics, 2016, 17, 746. 1.2 7

7995 Gene targets of mouse miR-709: regulation of distinct pools. Scientific Reports, 2016, 6, 18958. 1.6 12

7996 A disease module detection algorithm for lung adenocarcinoma tumor network with significance of
connections and network controllability methodology. , 2016, , . 1

7997 LNDriver: identifying driver genes by integrating mutation and expression data based on gene-gene
interaction network. BMC Bioinformatics, 2016, 17, 467. 1.2 28

7998 Genetic study of congenital bile-duct dilatation identifies de novo and inherited variants in
functionally related genes. BMC Medical Genomics, 2016, 9, 75. 0.7 11

7999 Long non-coding RNAs and genes contributing to the generation of cancer stem cells in
hepatocellular carcinoma identified by RNA sequencing analysis. Oncology Reports, 2016, 36, 2619-2624. 1.2 7

8000 Screening lifespan-extending drugs in Caenorhabditis elegans via label propagation on drug-protein
networks. BMC Systems Biology, 2016, 10, 131. 3.0 15

8001 A developmental transcriptomic analysis of<i>Pax1</i>and<i>Pax9</i>in embryonic intervertebral disc
development. Biology Open, 2017, 6, 187-199. 0.6 49

8002 Antibody-Dependent Enhancement of Dengue Virus Infection in Primary Human Macrophages; Balancing
Higher Fusion against Antiviral Responses. Scientific Reports, 2016, 6, 29201. 1.6 106

8003 Identification of genes for controlling swine adipose deposition by integrating transcriptome,
whole-genome resequencing, and quantitative trait loci data. Scientific Reports, 2016, 6, 23219. 1.6 49

8004 Omics Tools for Exploration of Renal Disorders. , 2016, , 165-183. 0

8005 Contrasting origin of B chromosomes in two cervids (Siberian roe deer and grey brocket deer)
unravelled by chromosome-specific DNA sequencing. BMC Genomics, 2016, 17, 618. 1.2 47

8006 <scp>eIF</scp>4A inactivates <scp>TORC</scp>1 in response to amino acidÂ starvation. EMBO Journal,
2016, 35, 1058-1076. 3.5 26

8007 Spatially-Resolved Proteomics: Rapid Quantitative Analysis of Laser Capture Microdissected Alveolar
Tissue Samples. Scientific Reports, 2016, 6, 39223. 1.6 69

8008 Loss of Nat4 and its associated histone H4 Nâ€•terminal acetylation mediates calorie restrictionâ€•induced
longevity. EMBO Reports, 2016, 17, 1829-1843. 2.0 38

8009 Landscape and Fruit Developmental Regulation of Alternative Splicing in Tomato by Genome-Wide
Analysis. Horticultural Plant Journal, 2016, 2, 338-350. 2.3 11

8010 Normal formation of a vertebrate body plan and loss of tissue maintenance in the absence of ezh2.
Scientific Reports, 2016, 6, 24658. 1.6 36

8011 Salivary and pellicle proteome: A datamining analysis. Scientific Reports, 2016, 6, 38882. 1.6 24



443

Citation Report

# Article IF Citations

8012 Integrative regression network for genomic association study. BMC Medical Genomics, 2016, 9, 31. 0.7 8

8013 Expression and methylation patterns partition luminal-A breast tumors into distinct prognostic
subgroups. Breast Cancer Research, 2016, 18, 74. 2.2 75

8014 A system biology approach to understanding the molecular mechanisms of Gubentongluo decoction
acting on IgA Nephropathy. BMC Complementary and Alternative Medicine, 2016, 16, 312. 3.7 9

8015 Genome-Wide Analysis of Transposon and Retroviral Insertions Reveals Preferential Integrations in
Regions of DNA Flexibility. G3: Genes, Genomes, Genetics, 2016, 6, 805-817. 0.8 19

8016 NOD-like receptor signaling and inflammasome-related pathways are highlighted in psoriatic
epidermis. Scientific Reports, 2016, 6, 22745. 1.6 63

8017 Marker gene identification for gene expression analysis â€” Review and new findings for Diffused Large
B Cell Lymphoma (DLBCL). , 2016, , . 0

8018 An Atlas of annotations of Hydra vulgaris transcriptome. BMC Bioinformatics, 2016, 17, 360. 1.2 1

8019 Proteomic dissection of LPS-inducible, PHF8-dependent secretome reveals novel roles of PHF8 in
TLR4-induced acute inflammation and T cell proliferation. Scientific Reports, 2016, 6, 24833. 1.6 21

8020 Identification of candidate target genes of pituitary adenomas based on the DNA microarray.
Molecular Medicine Reports, 2016, 13, 2182-2186. 1.1 17

8021 Prioritizing biological pathways by recognizing context in time-series gene expression data. BMC
Bioinformatics, 2016, 17, 477. 1.2 7

8022
Characterization and phosphoproteomic analysis of a human immortalized podocyte model of Fabry
disease generated using CRISPR/Cas9 technology. American Journal of Physiology - Renal Physiology,
2016, 311, F1015-F1024.

1.3 19

8023
Peptide affinity analysis of proteins that bind to an unstructured region containing the
transactivating domain of the osmoprotective transcription factor NFAT5. Physiological Genomics,
2016, 48, 835-849.

1.0 1

8024 iTRAQ-based proteomic analysis of plasma reveals abnormalities in lipid metabolism proteins in
chronic kidney disease-related atherosclerosis. Scientific Reports, 2016, 6, 32511. 1.6 21

8025 Implications for management and conservation of the population genetic structure of the wedge clam
Donax trunculus across two biogeographic boundaries. Scientific Reports, 2016, 6, 39152. 1.6 27

8026
Transcriptional Gene Silencing of the Autism-Associated Long Noncoding RNA
&lt;b&gt;&lt;i&gt;MSNP1AS&lt;/i&gt;&lt;/b&gt; in Human Neural Progenitor Cells. Developmental
Neuroscience, 2016, 38, 375-383.

1.0 19

8027 Identification and analysis of the human sex-biased genes. Briefings in Bioinformatics, 2018, 19, bbw125. 3.2 19

8028 A Genome-Wide Screen for Dendritically Localized RNAs Identifies Genes Required for Dendrite
Morphogenesis. G3: Genes, Genomes, Genetics, 2016, 6, 2397-2405. 0.8 14

8029 CAME: identification of chromatin accessibility from nucleosome occupancy and methylome
sequencing. Bioinformatics, 2017, 33, 1139-1146. 1.8 4



444

Citation Report

# Article IF Citations

8030 Fetal and adult progenitors give rise to unique populations of CD8+ T cells. Blood, 2016, 128, 3073-3082. 0.6 58

8031 Low CD38 Identifies Progenitor-like Inflammation-Associated Luminal Cells that Can Initiate Human
Prostate Cancer and Predict Poor Outcome. Cell Reports, 2016, 17, 2596-2606. 2.9 94

8032 Elucidation of molecular and functional heterogeneity through differential expression network
analyses of discrete tumor subsets. Scientific Reports, 2016, 6, 25261. 1.6 6

8033 Thermal fluctuations affect the transcriptome through mechanisms independent of average
temperature. Scientific Reports, 2016, 6, 30975. 1.6 62

8034 Microrna Response of Primary Human Macrophages to Arcobacter Butzleri Infection. European
Journal of Microbiology and Immunology, 2016, 6, 99-108. 1.5 11

8035 Feature genes predicting the FLT3/ITD mutation in acute myeloid leukemia. Molecular Medicine Reports,
2016, 14, 89-94. 1.1 7

8036 Activation of the TGFÎ² pathway impairs endothelial to haematopoietic transition. Scientific Reports,
2016, 6, 21518. 1.6 33

8037 miR-17âˆ¼92 family clusters control iNKT cell ontogenesis via modulation of TGF-Î² signaling. Proceedings
of the National Academy of Sciences of the United States of America, 2016, 113, E8286-E8295. 3.3 44

8038 A subset of RAB proteins modulates PP2A phosphatase activity. Scientific Reports, 2016, 6, 32857. 1.6 5

8039 MBDDiff: an R package designed specifically for processing MBDcap-seq datasets. BMC Genomics, 2016,
17, 432. 1.2 3

8040 Stromal Hedgehog signaling maintains smooth muscle and hampers micro-invasive prostate cancer.
DMM Disease Models and Mechanisms, 2017, 10, 39-52. 1.2 23

8041
Increased expressions of genes and proteins involved in mitochondrial oxidation and antioxidant
pathway in adipose tissue of pigs selected for a low residual feed intake1. Journal of Animal Science,
2016, 94, 5042-5054.

0.2 14

8042 A systems biology approach to defining regulatory mechanisms for cartilage and tendon cell
phenotypes. Scientific Reports, 2016, 6, 33956. 1.6 21

8043 Expression profiling and functional annotation of noncoding genes across 11 distinct organs in rat
development. Scientific Reports, 2016, 6, 38575. 1.6 4

8044 An integrated approach to bovine oocyte quality: from phenotype to genes. Reproduction, Fertility and
Development, 2016, 28, 1276. 0.1 6

8045 Gene expression profiles and protein-protein interaction networks in amyotrophic lateral sclerosis
patients with C9orf72 mutation. Orphanet Journal of Rare Diseases, 2016, 11, 148. 1.2 38

8046 Oscillating primary transcripts harbor miRNAs with circadian functions. Scientific Reports, 2016, 6,
21598. 1.6 29

8047 NF-E2, FLI1 and RUNX1 collaborate at areas of dynamic chromatin to activate transcription in mature
mouse megakaryocytes. Scientific Reports, 2016, 6, 30255. 1.6 26



445

Citation Report

# Article IF Citations

8048 Single-cell analysis of differences in transcriptomic profiles of oocytes and cumulus cells at GV, MI,
MII stages from PCOS patients. Scientific Reports, 2016, 6, 39638. 1.6 56

8049 Knowledge-Guided Bioinformatics Model for Identifying Autism Spectrum Disorder Diagnostic
MicroRNA Biomarkers. Scientific Reports, 2016, 6, 39663. 1.6 48

8050 Transcriptomic differences in intra-abdominal adipose tissue in extremely obese adolescents with
different stages of NAFLD. Physiological Genomics, 2016, 48, 897-911. 1.0 9

8051
Transcriptomic responses in the oral cavity of F344 rats and <scp>B6C3F1</scp> mice following
exposure to Cr(VI): Implications for risk assessment. Environmental and Molecular Mutagenesis, 2016,
57, 706-716.

0.9 13

8052 Logic programming to infer complex RNA expression patterns from RNA-seq data. Briefings in
Bioinformatics, 2018, 19, bbw117. 3.2 11

8053 Transcriptome Analysis Reveals that Vitamin A Metabolism in the Liver Affects Feed Efficiency in Pigs.
G3: Genes, Genomes, Genetics, 2016, 6, 3615-3624. 0.8 37

8054 Genome sequence, population history, and pelage genetics of the endangered African wild dog (Lycaon) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 502 Td (pictus). BMC Genomics, 2016, 17, 1013.1.2 23

8055 Gene expression profiling of the dorsolateral and medial orbitofrontal cortex in schizophrenia.
Translational Neuroscience, 2016, 7, 139-150. 0.7 17

8056 Transcriptome analysis revealed chimeric RNAs, single nucleotide polymorphisms and allele-specific
expression in porcine prenatal skeletal muscle. Scientific Reports, 2016, 6, 29039. 1.6 8

8057 Systemic Wound Healing Associated with local sub-Cutaneous Mechanical Stimulation. Scientific
Reports, 2016, 6, 39043. 1.6 13

8058 Interactomic analysis of REST/NRSF and implications of its functional links with the transcription
suppressor TRIM28 during neuronal differentiation. Scientific Reports, 2016, 6, 39049. 1.6 20

8059 BRD4 promotes p63 and GRHL3 expression downstream of FOXO in mammary epithelial cells. Nucleic
Acids Research, 2017, 45, gkw1276. 6.5 22

8060 SLICE: determining cell differentiation and lineage based on single cell entropy. Nucleic Acids
Research, 2017, 45, gkw1278. 6.5 102

8061 DUX4 induces a transcriptome more characteristic of a less-differentiated cell state and inhibits
myogenesis. Journal of Cell Science, 2016, 129, 3816-3831. 1.2 77

8062 PMD: A Resource for Archiving and Analyzing Protein Microarray data. Scientific Reports, 2016, 6,
19956. 1.6 11

8063 Genome-Wide Functional Identification of Maximal Consensus Patterns Derived from Multiple Species
piRNAs. , 2016, , . 3

8064 Computational prediction of species-specific malonylation sites via enhanced characteristic strategy.
Bioinformatics, 2017, 33, 1457-1463. 1.8 56

8065 Identification of Development-Related Genes in the Ovaries of Adult Harmonia axyridis (Pallas) Lady
Beetles Using a Time- Series Analysis by RNA-seq. Scientific Reports, 2016, 6, 39109. 1.6 14



446

Citation Report

# Article IF Citations

8066 Cardiovascular proteomics in the era of big data: experimental and computational advances. Clinical
Proteomics, 2016, 13, 23. 1.1 9

8067
Transcriptome analyses identify five transcription factors differentially expressed in the
hypothalamus of post- versus prepubertal Brahman heifers1. Journal of Animal Science, 2016, 94,
3693-3702.

0.2 27

8068 The acetyllysine reader BRD3R promotes human nuclear reprogramming and regulates mitosis. Nature
Communications, 2016, 7, 10869. 5.8 28

8069 The cis-acting replication element of the Hepatitis C virus genome recruits host factors that
influence viral replication and translation. Scientific Reports, 2016, 6, 25729. 1.6 26

8070
Bioinformatics analysis of gene expression profile in callus tissues of osteoporotic phenotype mice
induced by osteoblastâ€•specific Krm2 overexpression. International Journal of Rheumatic Diseases, 2016,
19, 1263-1271.

0.9 8

8071 Lineage-Specific and Non-specific Cytokine-Sensing Genes Respond Differentially to the Master
Regulator STAT5. Cell Reports, 2016, 17, 3333-3346. 2.9 14

8072 Targeted Intron Retention and Excision for Rapid Gene Regulation in Response to Neuronal Activity.
Neuron, 2016, 92, 1266-1278. 3.8 182

8073 MicroRNA-202 maintains spermatogonial stem cells by inhibiting cell cycle regulators and RNA binding
proteins. Nucleic Acids Research, 2017, 45, gkw1287. 6.5 74

8074 Application of Latent Semantic Analysis to Clustering of Cardiovascular Gene Ontology. , 2016, , . 1

8075 Analysis and visualization of a literature-mined glaucoma gene interaction network. , 2016, , . 2

8076
Principal component analysis based unsupervised feature extraction applied to publicly available gene
expression profiles provides new insights into the mechanisms of action of histone deacetylase
inhibitors. Neuroepigenetics, 2016, 8, 1-18.

2.8 23

8077 Disruption of Notch signaling aggravates irradiation-induced bone marrow injury, which is
ameliorated by a soluble Dll1 ligand through Csf2rb2 upregulation. Scientific Reports, 2016, 6, 26003. 1.6 23

8078 A proteogenomic approach for protein-level evidence of genomic variants in cancer cells. Scientific
Reports, 2016, 6, 35305. 1.6 14

8079 Multi-resolution community detection in massive networks. Scientific Reports, 2016, 6, 38998. 1.6 13

8080 Transcription factors GAF and HSF act at distinct regulatory steps to modulate stress-induced gene
activation. Genes and Development, 2016, 30, 1731-1746. 2.7 112

8081 Mitotic phosphotyrosine network analysis reveals that tyrosine phosphorylation regulates Polo-like
kinase 1 (PLK1). Science Signaling, 2016, 9, rs14. 1.6 26

8082 Peripheral blood gene expression profiles linked to monoamine metabolite levels in cerebrospinal
fluid. Translational Psychiatry, 2016, 6, e983-e983. 2.4 14

8083 Modern Proteomics â€“ Sample Preparation, Analysis and Practical Applications. Advances in
Experimental Medicine and Biology, 2016, , . 0.8 13



447

Citation Report

# Article IF Citations

8084 A Multiplexed Single-Cell CRISPR Screening Platform Enables Systematic Dissection of the Unfolded
Protein Response. Cell, 2016, 167, 1867-1882.e21. 13.5 819

8085 Misregulation of an Activity-Dependent Splicing Network as a Common Mechanism Underlying Autism
Spectrum Disorders. Molecular Cell, 2016, 64, 1023-1034. 4.5 121

8086 Comparative transcriptome analysis of peripheral blood mononuclear cells in hepatitis B-related
acute-on-chronic liver failure. Scientific Reports, 2016, 6, 20759. 1.6 11

8087
Evaluating side effects of nanoparticleâ€•mediated siRNA delivery to mesenchymal stem cells using next
generation sequencing and enrichment analysis. Bioengineering and Translational Medicine, 2016, 1,
193-206.

3.9 13

8088 Visualization, Inspection and Interpretation of Shotgun Proteomics Identification Results. Advances
in Experimental Medicine and Biology, 2016, 919, 227-235. 0.8 4

8089 Bioinformatics Tools for Proteomics Data Interpretation. Advances in Experimental Medicine and
Biology, 2016, 919, 281-341. 0.8 20

8090 miR-125b controls monocyte adaptation to inflammation through mitochondrial metabolism and
dynamics. Blood, 2016, 128, 3125-3136. 0.6 71

8091 Systems analysis uncovers inflammatory Th/Tc17-driven modules during acute GVHD in monkey and
human T cells. Blood, 2016, 128, 2568-2579. 0.6 46

8092 Identification of Tissue-Specific Protein-Coding and Noncoding Transcripts across 14 Human Tissues
Using RNA-seq. Scientific Reports, 2016, 6, 28400. 1.6 57

8093 Urinary neutrophil gelatinase-associated lipocalin is associated with heavy metal exposure in welding
workers. Scientific Reports, 2016, 5, 18048. 1.6 32

8094 Transcriptome signature for dampened Th2 dominance in acellular pertussis vaccine-induced CD4+ T
cell responses through TLR4 ligation. Scientific Reports, 2016, 6, 25064. 1.6 18

8095 Purifying selection shapes the coincident SNP distribution of primate coding sequences. Scientific
Reports, 2016, 6, 27272. 1.6 5

8096 Distinct and Shared Determinants of Cardiomyocyte Contractility in Multi-Lineage Competent
Ethnically Diverse Human iPSCs. Scientific Reports, 2016, 6, 37637. 1.6 20

8097 Small molecules increase direct neural conversion of human fibroblasts. Scientific Reports, 2016, 6,
38290. 1.6 48

8098 Identification and functional analysis of long intergenic noncoding RNA genes in porcine
pre-implantation embryonic development. Scientific Reports, 2016, 6, 38333. 1.6 24

8099 Transcriptome and long noncoding RNA sequencing of three extracellular vesicle subtypes released
from the human colon cancer LIM1863 cell line. Scientific Reports, 2016, 6, 38397. 1.6 72

8100 Conditional estimation of local pooled dispersion parameter in small-sample RNA-Seq data improves
differential expression test. Journal of Bioinformatics and Computational Biology, 2016, 14, 1644006. 0.3 0

8101 Integrin-YAP/TAZ-JNK cascade mediates atheroprotective effect of unidirectional shear flow. Nature,
2016, 540, 579-582. 13.7 456



448

Citation Report

# Article IF Citations

8102 Transcriptome analysis of periodontitis-associated fibroblasts by CAGE sequencing identified DLX5 and
RUNX2 long variant as novel regulators involved in periodontitis. Scientific Reports, 2016, 6, 33666. 1.6 18

8103 Global gene regulation during activation of immunoglobulin class switching in human B cells.
Scientific Reports, 2016, 6, 37988. 1.6 28

8104
The Proteome of BLOC-1 Genetic Defects Identifies the Arp2/3 Actin Polymerization Complex to
Function Downstream of the Schizophrenia Susceptibility Factor Dysbindin at the Synapse. Journal of
Neuroscience, 2016, 36, 12393-12411.

1.7 26

8105 Singleâ€•cell sequencing maps gene expression to mutational phylogenies in <scp>PDGF</scp> â€• and
<scp>EGF</scp> â€•driven gliomas. Molecular Systems Biology, 2016, 12, 889. 3.2 91

8106 Lung Metabolic Activation as an Early Biomarker of Acute Respiratory Distress Syndrome and Local
Gene Expression Heterogeneity. Anesthesiology, 2016, 125, 992-1004. 1.3 24

8107 A Systematic Review of the Diagnostic and Prognostic Value of Urinary Protein Biomarkers in
Urothelial Bladder Cancer. Bladder Cancer, 2016, 2, 301-317. 0.2 79

8108 Towards constructing â€œSuper Gene Setsâ€• regulatory networks. , 2016, , . 1

8109 Genome-wide analysis of histone modifications reveals dynamic associations between bivalent
promoter and enhancer. , 2016, , . 0

8110 Involvement of PARP1 in the regulation of alternative splicing. Cell Discovery, 2016, 2, 15046. 3.1 63

8111 Mathematical modelling of transcriptional heterogeneity identifies novel markers and
subpopulations in complex tissues. Scientific Reports, 2016, 6, 18909. 1.6 57

8112 Identification of a novel <scp>PPAR</scp> Î²/Î´/miRâ€•21â€•3p axis in <scp>UV</scp> â€•induced skin inflammation.
EMBO Molecular Medicine, 2016, 8, 919-936. 3.3 41

8113 Relationship of disease-associated gene expression to cardiac phenotype is buffered by genetic
diversity and chromatin regulation. Physiological Genomics, 2016, 48, 601-615. 1.0 4

8114 DNMT3L enables accumulation and inheritance of epimutations in transgenic Drosophila. Scientific
Reports, 2016, 6, 19572. 1.6 7

8115 Transcriptome sequencing wide functional analysis of human mesenchymal stem cells in response to
TLR4 ligand. Scientific Reports, 2016, 6, 30311. 1.6 33

8116 ATAC-seq on biobanked specimens defines a unique chromatin accessibility structure in naÃ¯ve SLE B
cells. Scientific Reports, 2016, 6, 27030. 1.6 88

8117 Transcript profiling in the liver of early-lactating dairy cows fed conjugated linoleic acid. Genomics
Data, 2016, 10, 101-103. 1.3 2

8118 Identification of Risk Pathways and Functional Modules for Coronary Artery Disease Based on
Genome-wide SNP Data. Genomics, Proteomics and Bioinformatics, 2016, 14, 349-356. 3.0 9

8119 The mammalian LINC complex regulates genome transcriptional responses to substrate rigidity.
Scientific Reports, 2016, 6, 38063. 1.6 121



449

Citation Report

# Article IF Citations

8120 Chronic oxidative stress promotes H2 <scp>AX</scp> protein degradation and enhances
chemosensitivity in breast cancer patients. EMBO Molecular Medicine, 2016, 8, 527-549. 3.3 126

8121 Integrating classifiers across datasets improves consistency of biomarker predictions for sepsis.
IFAC-PapersOnLine, 2016, 49, 95-102. 0.5 1

8122 Large-scale rewiring of innate immunity circuitry and microRNA regulation during initial rice blast
infection. Scientific Reports, 2016, 6, 25493. 1.6 27

8123 Differential dynamics of the mammalian <scp>mRNA</scp> and protein expression response to
misfolding stress. Molecular Systems Biology, 2016, 12, 855. 3.2 154

8124 Genomewide association study of liver abscess in beef cattle1,2. Journal of Animal Science, 2016, 94,
490-499. 0.2 9

8125 Regulatory mechanisms underlying sepsis progression in patients with tumor necrosis factor-Î± genetic
variations. Experimental and Therapeutic Medicine, 2016, 12, 323-328. 0.8 5

8126 An integrated genomic approach for the study of mandibular prognathism in the European seabass
(Dicentrarchus labrax). Scientific Reports, 2016, 6, 38673. 1.6 11

8127 A Multithreaded Algorithm for Mining Maximal Cohesive Dense Modules from Interaction Networks
with Gene Profiles. , 2016, , . 0

8128 Pre-exposure of Arabidopsis to the abiotic or biotic environmental stimuli â€œchillingâ€• or â€œinsect eggsâ€•
exhibits different transcriptomic responses to herbivory. Scientific Reports, 2016, 6, 28544. 1.6 22

8129 Identification of potential biomarkers and drugs for papillary thyroid cancer based on gene
expression profile analysis. Molecular Medicine Reports, 2016, 14, 5041-5048. 1.1 31

8130 Btg2 is a Negative Regulator of Cardiomyocyte Hypertrophy through a Decrease in Cytosolic RNA.
Scientific Reports, 2016, 6, 28592. 1.6 20

8131 Identification of aberrant DNA methylation involved in chemoradiation-resistant HCT116 cells via
methylation-specific microarray. Molecular and Cellular Toxicology, 2016, 12, 345-357. 0.8 0

8132 Differential Gene Expression of Three Mastitis-Causing Escherichia coli Strains Grown under
Planktonic, Swimming, and Swarming Culture Conditions. MSystems, 2016, 1, . 1.7 12

8133 Sex Biased Gene Expression Profiling of Human Brains at Major Developmental Stages. Scientific
Reports, 2016, 6, 21181. 1.6 74

8134 MicroRNAs regulate gene plasticity during cold shock in zebrafish larvae. BMC Genomics, 2016, 17, 922. 1.2 39

8135 The major diversification of VÎ³1.1<sup>+</sup> and VÎ³2<sup>+</sup> thymocytes in mice occurs after
commitment to the Î³Î´ Tâ€•cell lineage. European Journal of Immunology, 2016, 46, 2363-2375. 1.6 14

8136 Bone and Cartilage Regeneration. Stem Cells in Clinical Applications, 2016, , . 0.4 1

8137 First insight into the proteome landscape of the porcine short posterior ciliary arteries: Key
signalling pathways maintaining physiologic functions. Scientific Reports, 2016, 6, 38298. 1.6 10



450

Citation Report

# Article IF Citations

8138 Gene dysregulation is restored in the Parkinsonâ€™s disease MPTP neurotoxic mice model upon treatment
of the therapeutic drug CuII(atsm). Scientific Reports, 2016, 6, 22398. 1.6 14

8139 Seizure control through genetic and pharmacological manipulation of Pumilio: a key component of
neuronal homeostasis. DMM Disease Models and Mechanisms, 2017, 10, 141-150. 1.2 31

8140 Cisplatin induces HepG2 cell cycle arrest through targeting specific long noncoding RNAs and the p53
signaling pathway. Oncology Letters, 2016, 12, 4605-4612. 0.8 32

8141 Deciphering the molecular mechanisms involved in HIV-associated lipoatrophy by transcriptomics: a
pilot study. Journal of Physiology and Biochemistry, 2016, 73, 431-443. 1.3 1

8142 Characterisation of equine satellite cell transcriptomic profile response to Î²-hydroxy-Î²-methylbutyrate
(HMB). British Journal of Nutrition, 2016, 116, 1315-1325. 1.2 12

8143
<i>S</i> -nitrosation of proteins relevant to Alzheimerâ€™s disease during early stages of
neurodegeneration. Proceedings of the National Academy of Sciences of the United States of America,
2016, 113, 4152-4157.

3.3 76

8144 Integrative Biological Databases. Translational Bioinformatics, 2016, , 295-307. 0.0 0

8145 Recruitment of the Mammalian Histone-modifying EMSY Complex to Target Genes Is Regulated by
ZNF131. Journal of Biological Chemistry, 2016, 291, 7313-7324. 1.6 35

8146
Impact of the Type I Interferon Receptor on the Global Gene Expression Program During the Course of
Dendritic Cell Maturation Induced by Polyinosinic Polycytidylic Acid. Journal of Interferon and
Cytokine Research, 2016, 36, 382-400.

0.5 3

8147
Expression-Linked Patterns of Codon Usage, Amino Acid Frequency, and Protein Length in the Basally
Branching Arthropod<i>Parasteatoda tepidariorum</i>. Genome Biology and Evolution, 2016, 8,
2722-2736.

1.1 19

8148
Network analysis of human post-mortem microarrays reveals novel genes, microRNAs, and
mechanistic scenarios of potential importance in fighting huntington's disease. Computational and
Structural Biotechnology Journal, 2016, 14, 117-130.

1.9 24

8149 Mitochondrial ROS regulate thermogenic energy expenditure and sulfenylation of UCP1. Nature, 2016,
532, 112-116. 13.7 341

8150 Myeloid PTEN deficiency impairs tumor-immune surveillance via immune-checkpoint inhibition.
OncoImmunology, 2016, 5, e1164918. 2.1 13

8151 Transcriptional profiling and muscle cross-section analysis reveal signs of ischemia reperfusion
injury following total knee arthroplasty with tourniquet. Physiological Reports, 2016, 4, e12671. 0.7 31

8152 Endurance training in early life results in long-term programming of heart mass in rats. Physiological
Reports, 2016, 4, e12720. 0.7 16

8153 TRIBE: Hijacking an RNA-Editing Enzyme to Identify Cell-Specific Targets of RNA-Binding Proteins. Cell,
2016, 165, 742-753. 13.5 182

8154
â€œOmicsâ€• of Selenium Biology: A Prospective Study of Plasma Proteome Network Before and After
Selenized-Yeast Supplementation in Healthy Men. OMICS A Journal of Integrative Biology, 2016, 20,
202-213.

1.0 24

8155 Long-read sequence assembly of the gorilla genome. Science, 2016, 352, aae0344. 6.0 368



451

Citation Report

# Article IF Citations

8156 Human Cytomegalovirus Infection Upregulates the Mitochondrial Transcription and Translation
Machineries. MBio, 2016, 7, e00029. 1.8 55

8157 Network Ranking Assisted Semantic Data Mining. Lecture Notes in Computer Science, 2016, , 752-764. 1.0 0

8159 Gene Expression and Profiling. Translational Bioinformatics, 2016, , 59-82. 0.0 0

8160 DNA Methylation in Newborns and Maternal Smoking in Pregnancy: Genome-wide Consortium
Meta-analysis. American Journal of Human Genetics, 2016, 98, 680-696. 2.6 717

8161 Pathogenesis of POLR1C-dependent Type 3 Treacher Collins Syndrome revealed by a zebrafish model.
Biochimica Et Biophysica Acta - Molecular Basis of Disease, 2016, 1862, 1147-1158. 1.8 38

8162
Role of miRNAs and alternative mRNA 3â€²-end cleavage and polyadenylation of their mRNA targets in
cardiomyocyte hypertrophy. Biochimica Et Biophysica Acta - Gene Regulatory Mechanisms, 2016, 1859,
744-756.

0.9 19

8163 Widespread alterations in the synaptic proteome of the adolescent cerebral cortex following
prenatal immune activation in rats. Brain, Behavior, and Immunity, 2016, 56, 289-309. 2.0 17

8164 Detection bias in microarray and sequencing transcriptomic analysis identified by housekeeping genes.
Data in Brief, 2016, 6, 121-123. 0.5 3

8165 Distinct temporal changes in host cell lncRNA expression during the course of an adenovirus
infection. Virology, 2016, 492, 242-250. 1.1 30

8166
Metabolomics-assisted proteomics identifies succinylation and SIRT5 as important regulators of
cardiac function. Proceedings of the National Academy of Sciences of the United States of America,
2016, 113, 4320-4325.

3.3 263

8167 Contribution of Human Fibroblasts and Endothelial Cells to the Hallmarks of Inflammation as
Determined by Proteome Profiling. Molecular and Cellular Proteomics, 2016, 15, 1982-1997. 2.5 41

8168 CCAR1 5â€² UTR as a natural miRancer of miR-1254 overrides tamoxifen resistance. Cell Research, 2016, 26,
655-673. 5.7 62

8169 Transcriptomic and epigenomic characterization of the developing bat wing. Nature Genetics, 2016, 48,
528-536. 9.4 64

8170 Human fibroblasts display a differential focal adhesion phenotype relative to chimpanzee. Evolution,
Medicine and Public Health, 2016, 2016, 110-116. 1.1 6

8171 Comparison of differential gene expression to water stress among bacteria with relevant
pollutantâ€•degradation properties. Environmental Microbiology Reports, 2016, 8, 91-102. 1.0 16

8172 Predicting pathogenic single nucleotide variants through a comprehensive analysis on multiple level
features. Chemometrics and Intelligent Laboratory Systems, 2016, 156, 224-230. 1.8 0

8173 SILAC based protein profiling data of MKK3 knockout mouse embryonic fibroblasts. Data in Brief, 2016,
7, 418-422. 0.5 1

8174 Genome wide expression after different doses of irradiation of a three-dimensional (3D) model of oral
mucosal. Genomics Data, 2016, 7, 137-139. 1.3 3



452

Citation Report

# Article IF Citations

8175 Identification of Maturation-Specific Proteins by Single-Cell Proteomics of Human Oocytes.
Molecular and Cellular Proteomics, 2016, 15, 2616-2627. 2.5 173

8176 Bioinformatics Based Approaches to Study Virusâ€“Host Interactions During Chikungunya Virus
Infection. Methods in Molecular Biology, 2016, 1426, 195-200. 0.4 1

8177 Axonal localization and mitochondrial association of precursor microRNA 338. Cellular and
Molecular Life Sciences, 2016, 73, 4327-4340. 2.4 35

8178 Association analysis of the perturbation of interactions in biological pathways and anticancer drug
activity. Biochemical and Biophysical Research Communications, 2016, 470, 137-143. 1.0 0

8179
Synthesis and photodynamic activity of unsymmetrical A3B tetraarylporphyrins functionalized with
l-glutamate and their Zn(II) and Cu(II) metal complex derivatives. Biomedicine and Pharmacotherapy,
2016, 82, 327-336.

2.5 9

8180 Perturbed cholesterol homeostasis in aging spinal cord. Neurobiology of Aging, 2016, 45, 123-135. 1.5 9

8181 Gene-based and semantic structure of the Gene Ontology as a complex network. Physica A: Statistical
Mechanics and Its Applications, 2016, 458, 313-328. 1.2 2

8182 Limited but durable changes to cellular gene expression in a model of latent adenovirus infection are
reflected in childhood leukemic cell lines. Virology, 2016, 494, 67-77. 1.1 5

8183 The effect of growth rate on pyrazinamide activity in Mycobacterium tuberculosis - insights for early
bactericidal activity?. BMC Infectious Diseases, 2016, 16, 205. 1.3 13

8185 Seasonal cues induce phenotypic plasticity of Drosophila suzukii to enhance winter survival. BMC
Ecology, 2016, 16, 11. 3.0 155

8186 Genome-wide methylation analysis demonstrates that 5-aza-2-deoxycytidine treatment does not cause
random DNA demethylation in fragile X syndrome cells. Epigenetics and Chromatin, 2016, 9, 12. 1.8 28

8187 Peptide-mediated â€˜miniprepâ€™ isolation of extracellular vesicles is suitable for high-throughput
proteomics. EuPA Open Proteomics, 2016, 11, 11-15. 2.5 28

8188 A Set of Organelle-Localizable Reactive Molecules for Mitochondrial Chemical Proteomics in Living
Cells and Brain Tissues. Journal of the American Chemical Society, 2016, 138, 7592-7602. 6.6 55

8189 Comparative Proteomic Analysis of Whole-Gut Lavage Fluid and Pancreatic Juice Reveals a Less Invasive
Method of Sampling Pancreatic Secretions. Clinical and Translational Gastroenterology, 2016, 7, e174. 1.3 6

8190 Identification of Regulatory DNA Elements Using Genome-wide Mapping of DNase I Hypersensitive Sites
during Tomato Fruit Development. Molecular Plant, 2016, 9, 1168-1182. 3.9 24

8191 Comparative analysis of gene expression profiles in normal hip human cartilage and cartilage from
patients with necrosis of the femoral head. Arthritis Research and Therapy, 2016, 18, 98. 1.6 21

8192 Altered gene expression in the lower respiratory tract of Car6 âˆ’/âˆ’ mice. Transgenic Research, 2016, 25,
649-664. 1.3 7

8193
Exploring mechanisms of Panax notoginseng saponins in treating coronary heart disease by
integrating gene interaction network and functional enrichment analysis. Chinese Journal of
Integrative Medicine, 2016, 22, 589-596.

0.7 8



453

Citation Report

# Article IF Citations

8194 Construction of an immunorelated proteinâ€“protein interaction network for clarifying the
mechanism of burn. Burns, 2016, 42, 405-413. 1.1 8

8195 Phenotypic Plasticity Determines Cancer Stem Cell Therapeutic Resistance in Oral Squamous Cell
Carcinoma. EBioMedicine, 2016, 4, 138-145. 2.7 115

8196 Identifying gene expression modules that define human cell fates. Stem Cell Research, 2016, 16, 712-724. 0.3 2

8197 Low-dose oral interferon modulates expression of inflammatory and autoimmune genes in cattle.
Veterinary Immunology and Immunopathology, 2016, 172, 64-71. 0.5 7

8198 New halogenated constituents from Mangifera zeylanica Hook.f. and their potential anti-cancer
effects in breast and ovarian cancer cells. Journal of Ethnopharmacology, 2016, 189, 165-174. 2.0 17

8199
Developmental exposure to 2,3,7,8-tetrachlorodibenzo-p-dioxin may alter LH release patterns by
abolishing sex differences in GABA/glutamate cell number and modifying the transcriptome of the
male anteroventral periventricular nucleus. Neuroscience, 2016, 329, 239-253.

1.1 8

8200 Activation of the pluripotency factor OCT4 in smooth muscle cells is atheroprotective. Nature
Medicine, 2016, 22, 657-665. 15.2 165

8201 Global Profiling of Protein Lysine Malonylation in <i>Escherichia coli</i> Reveals Its Role in Energy
Metabolism. Journal of Proteome Research, 2016, 15, 2060-2071. 1.8 63

8202 Corpus luteum as a novel target of weight changes that contribute to impaired female reproductive
physiology and function. Systems Biology in Reproductive Medicine, 2016, 62, 227-242. 1.0 44

8203 Long-term epigenetic alterations in a rat model of Gulf War Illness. NeuroToxicology, 2016, 55, 20-32. 1.4 24

8204 Genetic and neuroendocrine regulation of the postpartum brain. Frontiers in Neuroendocrinology,
2016, 42, 1-17. 2.5 30

8205 Tracing haematopoietic stem cell formation at single-cell resolution. Nature, 2016, 533, 487-492. 13.7 297

8206 Genomic Signatures of Speciation in Sympatric and Allopatric Hawaiian
Picture-Winged<i>Drosophila</i>. Genome Biology and Evolution, 2016, 8, 1482-1488. 1.1 21

8207 Parallel computation of genome-scale RNA secondary structure to detect structural constraints on
human genome. BMC Bioinformatics, 2016, 17, 203. 1.2 30

8208 Mapping adipose and muscle tissue expression quantitative trait loci in African Americans to identify
genes for type 2 diabetes and obesity. Human Genetics, 2016, 135, 869-880. 1.8 44

8209 The global effect of exposing bakers' yeast to 5-fluoruracil and nystatin; a view to Toxichip.
Chemosphere, 2016, 145, 470-479. 4.2 3

8210 Gene expression profiling data of Schizosaccharomyces pombe under nitrosative stress using
differential display. Data in Brief, 2016, 6, 101-111. 0.5 6

8211 RNA-sequencing data analysis of uterus in ovariectomized rats fed with soy protein isolate,
17Î²-estradiol and casein. Data in Brief, 2016, 7, 1491-1496. 0.5 0



454

Citation Report

# Article IF Citations

8212 Amendment of the cytokine profile in macrophages subsequent to their interaction with smooth
muscle cells: Differential modulation by fractalkine and resistin. Cytokine, 2016, 83, 250-261. 1.4 11

8213 Effects of zinc oxide nanoparticles on human coronary artery endothelial cells. Food and Chemical
Toxicology, 2016, 93, 138-144. 1.8 27

8214 Quantitative proteomics and integrative network analysis identified novel genes and pathways related
to osteoporosis. Journal of Proteomics, 2016, 142, 45-52. 1.2 21

8215 Exome sequencing for bipolar disorder points to roles of de novo loss-of-function and
protein-altering mutations. Molecular Psychiatry, 2016, 21, 885-893. 4.1 100

8216 Exploring phenotype patterns of breast cancer within somatic mutations: a modicum in the intrinsic
code. Briefings in Bioinformatics, 2017, 18, bbw040. 3.2 2

8217 The Proteasome Stress Regulon Is Controlled by a Pair of NAC Transcription Factors in Arabidopsis.
Plant Cell, 2016, 28, 1279-1296. 3.1 72

8218 DeepCAGE transcriptomics identify HOXD10 as transcription factor regulating lymphatic endothelial
responses to VEGF-C. Journal of Cell Science, 2016, 129, 2573-85. 1.2 15

8219 Improving microRNA target prediction with gene expression profiles. BMC Genomics, 2016, 17, 364. 1.2 22

8220 Explorations in genome-wide association studies and network analyses with dairy cattle fertility
traits. Journal of Dairy Science, 2016, 99, 6420-6435. 1.4 59

8221 Mechanistic studies of the toxicity of zinc gluconate in the olfactory neuronal cell line Odora.
Toxicology in Vitro, 2016, 35, 24-30. 1.1 19

8222 YAP1 and TAZ Control Pancreatic Cancer Initiation in Mice by Direct Up-regulation of JAKâ€“STAT3
Signaling. Gastroenterology, 2016, 151, 526-539. 0.6 178

8223 Computational discovery of pathway-level genetic vulnerabilities in non-small-cell lung cancer.
Bioinformatics, 2016, 32, 1373-1379. 1.8 11

8224 Differential rhythmicity: detecting altered rhythmicity in biological data. Bioinformatics, 2016, 32,
2800-2808. 1.8 90

8225 Transcriptome analysis reveals the effects of sugar metabolism and auxin and cytokinin signaling
pathways on root growth and development of grafted apple. BMC Genomics, 2016, 17, 150. 1.2 52

8226 Transcript Isoform Variation Associated with Cytosine Modification in Human Lymphoblastoid Cell
Lines. Genetics, 2016, 203, 985-995. 1.2 2

8227 Circular RNA of cattle casein genes are highly expressed in bovine mammary gland. Journal of Dairy
Science, 2016, 99, 4750-4760. 1.4 93

8228 Bioinformatics identification of the methylerythritol phosphate pathway associated genes in
Arabidopsis thaliana with ceh1 mutant. Russian Journal of Plant Physiology, 2016, 63, 293-299. 0.5 1

8229 iTRAQ-based analysis of developmental dynamics in the soybean leaf proteome reveals pathways
associated with leaf photosynthetic rate. Molecular Genetics and Genomics, 2016, 291, 1595-1605. 1.0 18



455

Citation Report

# Article IF Citations

8230 Graph theory and stability analysis of protein complex interaction networks. IET Systems Biology,
2016, 10, 64-75. 0.8 14

8231 Distinct temporal requirements for autophagy and the proteasome in yeast meiosis. Autophagy, 2016,
12, 671-688. 4.3 42

8232 Evidence for contribution of common genetic variants within chromosome 8p21.2-8p21.1 to restricted
and repetitive behaviors in autism spectrum disorders. BMC Genomics, 2016, 17, 163. 1.2 26

8233 A Markov random field-based approach for joint estimation of differentially expressed genes in mouse
transcriptome data. Statistical Applications in Genetics and Molecular Biology, 2016, 15, 139-50. 0.2 7

8234 Hyperglycemia-induced changes in miRNA expression patterns in epicardial adipose tissue of piglets.
Journal of Endocrinology, 2016, 229, 259-266. 1.2 21

8235 Exercise-driven metabolic pathways in healthy cartilage. Osteoarthritis and Cartilage, 2016, 24,
1210-1222. 0.6 27

8236 Growth, microcystin-production and proteomic responses of Microcystis aeruginosa under
long-term exposure to amoxicillin. Water Research, 2016, 93, 141-152. 5.3 64

8237 Whole Transcriptome Screening Reveals Myelination Deficits in Dysplastic Human Temporal
Neocortex. Cerebral Cortex, 2017, 27, bhv346. 1.6 16

8238 Genetic Load of Loss-of-Function Polymorphic Variants in Great Apes. Genome Biology and Evolution,
2016, 8, 871-877. 1.1 22

8239 Evolutionary Transition of Promoter and Gene Body DNA Methylation across Invertebrateâ€“Vertebrate
Boundary. Molecular Biology and Evolution, 2016, 33, 1019-1028. 3.5 98

8240 Proteomic profiling of nuclear fractions from native renal inner medullary collecting duct cells.
Physiological Genomics, 2016, 48, 154-166. 1.0 13

8241 Desensitization and Incomplete Recovery of Hepatic Target Genes After Chronic Thyroid Hormone
Treatment and Withdrawal in Male Adult Mice. Endocrinology, 2016, 157, 1660-1672. 1.4 26

8242 Differential responses of the gut transcriptome to plant protein diets in farmed Atlantic salmon. BMC
Genomics, 2016, 17, 156. 1.2 98

8243 miRNA profiling of high, low and non-producing CHO cells during biphasic fed-batch cultivation
reveals process relevant targets for host cell engineering. Journal of Biotechnology, 2016, 225, 31-43. 1.9 19

8244 Antitumour activity of the novel flavonoid Oncamex in preclinical breast cancer models. British
Journal of Cancer, 2016, 114, 905-916. 2.9 42

8245 ATRX binds to atypical chromatin domains at the 3â€² exons of zinc finger genes to preserve H3K9me3
enrichment. Epigenetics, 2016, 11, 398-414. 1.3 59

8246 Identification of the microRNA transcriptome during the early phases of mammalian fracture repair.
Bone, 2016, 87, 78-88. 1.4 19

8247 The Pioneer Transcription Factor FoxA Maintains an Accessible Nucleosome Configuration at
Enhancers for Tissue-Specific Gene Activation. Molecular Cell, 2016, 62, 79-91. 4.5 315



456

Citation Report

# Article IF Citations

8248 Nuclear Functions of Nucleolin through Global Proteomics and Interactomic Approaches. Journal of
Proteome Research, 2016, 15, 1659-1669. 1.8 48

8249 Phase I study of multi-gene cell therapy in patients with peripheral artery disease. Vascular Medicine,
2016, 21, 21-32. 0.8 15

8250 MBPpred: Proteome-wide detection of membrane lipid-binding proteins using profile Hidden Markov
Models. Biochimica Et Biophysica Acta - Proteins and Proteomics, 2016, 1864, 747-754. 1.1 22

8251
Determination of a Comprehensive Alternative Splicing Regulatory Network and Combinatorial
Regulation by Key Factors during the Epithelial-to-Mesenchymal Transition. Molecular and Cellular
Biology, 2016, 36, 1704-1719.

1.1 118

8252 MAGE-A1 promotes melanoma proliferation and migration through C-JUN activation. Biochemical and
Biophysical Research Communications, 2016, 473, 959-965. 1.0 23

8253
An Impaired Respiratory Electron Chain Triggers Down-regulation of the Energy Metabolism and
De-ubiquitination of Solute Carrier Amino Acid Transporters. Molecular and Cellular Proteomics,
2016, 15, 1526-1538.

2.5 19

8254 Newborn Cystic Fibrosis Pigs Have a Blunted Early Response to an Inflammatory Stimulus. American
Journal of Respiratory and Critical Care Medicine, 2016, 194, 845-854. 2.5 32

8255 Catabolic Defect of Branched-Chain Amino Acids Promotes Heart Failure. Circulation, 2016, 133,
2038-2049. 1.6 390

8256 Gene expression profile analysis of pancreatic cancer based on microarray data. Molecular Medicine
Reports, 2016, 13, 3913-3919. 1.1 16

8257 Shift of microRNA profile upon orthotopic xenografting of glioblastoma spheroid cultures. Journal
of Neuro-Oncology, 2016, 128, 395-404. 1.4 6

8258 Ketamine decreases inflammatory and immune pathways after transient hypoxia in late gestation fetal
cerebral cortex. Physiological Reports, 2016, 4, e12741. 0.7 23

8259 Plasmodium falciparum infection induces dynamic changes in the erythrocyte phospho-proteome.
Blood Cells, Molecules, and Diseases, 2016, 58, 35-44. 0.6 16

8260 Whole transcriptome data analysis of mouse embryonic hematopoietic stem and progenitor cells that
lack Geminin expression. Data in Brief, 2016, 7, 889-893. 0.5 3

8261 Cardiac mesenchymal progenitors differentiate into adipocytes via Klf4 and c-Myc. Cell Death and
Disease, 2016, 7, e2190-e2190. 2.7 36

8262 Multifaceted enrichment analysis of RNAâ€“RNA crosstalk reveals cooperating micro-societies in human
colorectal cancer. Nucleic Acids Research, 2016, 44, 4025-4036. 6.5 14

8263 Contrasting invertebrate immune defense behaviors caused by a single gene, the Caenorhabditis
elegans neuropeptide receptor gene npr-1. BMC Genomics, 2016, 17, 280. 1.2 52

8264 Polycomb Ezh2 controls the fate of GABAergic neurons in the embryonic cerebellum. Development
(Cambridge), 2016, 143, 1971-80. 1.2 39

8265 RNA interferenceâ€“induced hepatotoxicity results from loss of the first synthesized isoform of
microRNA-122 in mice. Nature Medicine, 2016, 22, 557-562. 15.2 32



457

Citation Report

# Article IF Citations

8266 LRH-1 drives colon cancer cell growth by repressing the expression of the<i>CDKN1A</i>gene in a
p53-dependent manner. Nucleic Acids Research, 2016, 44, 582-594. 6.5 46

8267 Genome-wide DNA methylation analysis in hepatocellular carcinoma. Oncology Reports, 2016, 35,
2228-2236. 1.2 65

8268 Regeneration in the Pituitary After Cell-Ablation Injury: Time-Related Aspects and Molecular Analysis.
Endocrinology, 2016, 157, 705-721. 1.4 37

8269 Spatial differences in gene expression in the bovine oviduct. Reproduction, 2016, 152, 37-46. 1.1 44

8270
Epithelial Cellâ€“Derived Secreted and Transmembrane 1a Signals to Activated Neutrophils during
Pneumococcal Pneumonia. American Journal of Respiratory Cell and Molecular Biology, 2016, 55,
407-418.

1.4 30

8271 DNA Methylation Profiling Reveals Correlation of Differential Methylation Patterns with Gene
Expression in Human Epilepsy. Journal of Molecular Neuroscience, 2016, 59, 68-77. 1.1 29

8272 JMJD5 (Jumonji Domain-containing 5) Associates with Spindle Microtubules and Is Required for Proper
Mitosis. Journal of Biological Chemistry, 2016, 291, 4684-4697. 1.6 19

8273 Cyp1b1 affects external control of mouse hepatocytes, fatty acid homeostasis and signaling involving
HNF4Î± and PPARÎ±. Archives of Biochemistry and Biophysics, 2016, 597, 30-47. 1.4 12

8274 Antibiotic treatment enhances the genome-wide mutation rate of target cells. Proceedings of the
National Academy of Sciences of the United States of America, 2016, 113, E2498-505. 3.3 172

8275 Bioinformatic exploration of MTA1-regulated gene networks in colon cancer. Frontiers of Medicine,
2016, 10, 178-182. 1.5 5

8276 KDM4C and ATF4 Cooperate in Transcriptional Control of Amino Acid Metabolism. Cell Reports, 2016,
14, 506-519. 2.9 112

8277 Detecting novel genes for low-density lipoprotein cholesterol in European population using
bioinformatics analysis. Personalized Medicine, 2016, 13, 225-231. 0.8 4

8278 Repeated FcÎµRI triggering reveals modified mast cell function related to chronic allergic responses in
tissue. Journal of Allergy and Clinical Immunology, 2016, 138, 869-880. 1.5 19

8279 ZmNAC55, a maize stress-responsive NAC transcription factor, confers drought resistance in
transgenic Arabidopsis. Plant Physiology and Biochemistry, 2016, 105, 55-66. 2.8 85

8280 Whole-transcriptome analyses of the Sapsaree, a Korean natural monument, before and after
exercise-induced stress. Journal of Animal Science and Technology, 2016, 58, 17. 0.8 1

8281 Functional Conservation of the Glide/Gcm Regulatory Network Controlling Glia, Hemocyte, and
Tendon Cell Differentiation in <i>Drosophila</i>. Genetics, 2016, 202, 191-219. 1.2 18

8282 To Control Site-Specific Skin Gene Expression, Autocrine Mimics Paracrine Canonical Wnt Signaling
and Is Activated Ectopically in Skin Disease. American Journal of Pathology, 2016, 186, 1140-1150. 1.9 25

8283 Peripheral whole blood microRNA alterations in major depression and bipolar disorder. Journal of
Affective Disorders, 2016, 200, 250-258. 2.0 138



458

Citation Report

# Article IF Citations

8284 Parkinson-associated risk variant in distal enhancer of Î±-synuclein modulates target gene expression.
Nature, 2016, 533, 95-99. 13.7 466

8285 Bioinformatics analysis of molecular mechanism of the expansion of hematopoietic stem cell
transduced by HOXB4/HOXC4. Hematology, 2016, 21, 462-469. 0.7 3

8286 Nucleosome positioning changes during human embryonic stem cell differentiation. Epigenetics, 2016,
11, 426-437. 1.3 7

8287 Peak-valley-peak pattern of histone modifications delineates active regulatory elements and their
directionality. Nucleic Acids Research, 2016, 44, 4037-4051. 6.5 26

8288 Coumarin-appended phosphorescent cyclometalated iridium(<scp>iii</scp>) complexes as
mitochondria-targeted theranostic anticancer agents. Dalton Transactions, 2016, 45, 13042-13051. 1.6 77

8289 Innate-like functions of natural killer T cell subsets result from highly divergent gene programs.
Nature Immunology, 2016, 17, 728-739. 7.0 254

8290 Identification of Bovine Sperm Surface Proteins Involved in Carbohydrate-mediated Fertilization
Interactions. Molecular and Cellular Proteomics, 2016, 15, 2236-2251. 2.5 14

8291 Gene expression profiling in hearts of diabetic mice uncovers a potential role of estrogen-related
receptor Î³ in diabetic cardiomyopathy. Molecular and Cellular Endocrinology, 2016, 430, 77-88. 1.6 9

8292 Carfilzomib alters the HLA-presented peptidome of myeloma cells and impairs presentation of peptides
with aromatic C-termini. Blood Cancer Journal, 2016, 6, e411-e411. 2.8 20

8293
Vitamin A deficient mice exhibit increased viral antigens and enhanced cytokine/chemokine production
in nasal tissues following respiratory virus infection despite the presence of FoxP3 + T cells.
International Immunology, 2016, 28, 139-152.

1.8 17

8294 <i>De novo</i> deciphering three-dimensional chromatin interaction and topological domains by
wavelet transformation of epigenetic profiles. Nucleic Acids Research, 2016, 44, e106-e106. 6.5 33

8295 Detergent-Assisted Glycoprotein Capture: A Versatile Tool for In-Depth N-Glycoproteome Analysis.
Journal of Proteome Research, 2016, 15, 2080-2086. 1.8 13

8296
Integrated Regional Cardiac Hemodynamic Imaging and RNA Sequencing Reveal Corresponding
Heterogeneity of Ventricular Wall Shear Stress and Endocardial Transcriptome. Journal of the
American Heart Association, 2016, 5, e003170.

1.6 14

8297 Protein biomarkers of susceptibility and resilience to stress in a rat model of depression. Molecular
and Cellular Neurosciences, 2016, 74, 87-95. 1.0 41

8298 Familial early-onset dementia with complex neuropathologic phenotype and genomic background.
Neurobiology of Aging, 2016, 42, 199-204. 1.5 16

8299 Zika Virus Depletes Neural Progenitors in Human Cerebral Organoids through Activation of the
Innate Immune Receptor TLR3. Cell Stem Cell, 2016, 19, 258-265. 5.2 629

8300 Drosophila O-GlcNAcase Deletion Globally Perturbs Chromatin O-GlcNAcylation. Journal of
Biological Chemistry, 2016, 291, 9906-9919. 1.6 41

8301 Proteome Profiling in Lung Injury after Hematopoietic Stem Cell Transplantation. Biology of Blood
and Marrow Transplantation, 2016, 22, 1383-1390. 2.0 18



459

Citation Report

# Article IF Citations

8302 Bioinformatics microarray analysis and identification of gene expression profiles associated with
cirrhotic liver. Kaohsiung Journal of Medical Sciences, 2016, 32, 165-176. 0.8 13

8303 Circulating microRNAs in Huntingtonâ€™s disease: Emerging mediators in metabolic impairment.
Pharmacological Research, 2016, 108, 102-110. 3.1 72

8304 Transcriptome analysis of grapevine shoots exposed to chilling temperature for four weeks.
Horticulture Environment and Biotechnology, 2016, 57, 161-172. 0.7 12

8305
Quantitative proteomic analysis of mice corneal tissues reveals angiogenesis-related proteins
involved in corneal neovascularization. Biochimica Et Biophysica Acta - Proteins and Proteomics, 2016,
1864, 787-793.

1.1 14

8306 DNA Damage-Induced Transcription of Transposable Elements and Long Non-coding RNAs in Arabidopsis
Is Rare and ATM-Dependent. Molecular Plant, 2016, 9, 1142-1155. 3.9 39

8307 Mapping the chemical chromatin reactivation landscape identifies BRD4-TAF1 cross-talk. Nature
Chemical Biology, 2016, 12, 504-510. 3.9 43

8308 CARD9 impacts colitis by altering gut microbiota metabolism of tryptophan into aryl hydrocarbon
receptor ligands. Nature Medicine, 2016, 22, 598-605. 15.2 1,001

8309 Copy number variation identification and analysis of the chicken genome using a 60K SNP BeadChip.
Poultry Science, 2016, 95, 1750-1756. 1.5 22

8310 Prediction of the molecular mechanisms and potential therapeutic targets for diabetic nephropathy
by bioinformatics methods. International Journal of Molecular Medicine, 2016, 37, 1181-1188. 1.8 14

8311 Two Conserved Histone Demethylases Regulate Mitochondrial Stress-Induced Longevity. Cell, 2016,
165, 1209-1223. 13.5 279

8312 Gender-specific differences in diabetic neuropathy in BTBR ob/ob mice. Journal of Diabetes and Its
Complications, 2016, 30, 30-37. 1.2 40

8313 Systematic network-based discovery of a Fam20C inhibitor (FL-1607) with apoptosis modulation in
triple-negative breast cancer. Molecular BioSystems, 2016, 12, 2108-2118. 2.9 16

8314 Standardized Profiling of The Membrane-Enriched Proteome of Mouse Dorsal Root Ganglia (DRG)
Provides Novel Insights Into Chronic Pain. Molecular and Cellular Proteomics, 2016, 15, 2152-2168. 2.5 49

8315 Topoisomerase 1 inhibition suppresses inflammatory genes and protects from death by inflammation.
Science, 2016, 352, aad7993. 6.0 132

8316 Prediction of key genes in ovarian cancer treated with decitabine based on network strategy.
Oncology Reports, 2016, 35, 3548-3558. 1.2 5

8317 Discovery of serum protein biomarkers in drug-free patients with major depressive disorder. Progress
in Neuro-Psychopharmacology and Biological Psychiatry, 2016, 69, 60-68. 2.5 56

8318 Wishbone identifies bifurcating developmental trajectories from single-cell data. Nature
Biotechnology, 2016, 34, 637-645. 9.4 523

8319 Expression profiling of constitutive mast cells reveals a unique identity within the immune system.
Nature Immunology, 2016, 17, 878-887. 7.0 293



460

Citation Report

# Article IF Citations

8320
Molecular assessment of the effect of light and heterotrophy in the scleractinian coral
<i>Stylophora pistillata</i>. Proceedings of the Royal Society B: Biological Sciences, 2016, 283,
20153025.

1.2 23

8321 An 80-gene set to predict response to preoperative chemoradiotherapy for rectal cancer by principle
component analysis. Molecular and Clinical Oncology, 2016, 4, 733-739. 0.4 5

8322 Dendritic Cell Protocols. Methods in Molecular Biology, 2016, , . 0.4 8

8323 DNA methylation profiling in different phases of temporomandibular joint osteoarthritis in rats.
Archives of Oral Biology, 2016, 68, 105-115. 0.8 10

8324 Multilayered proteomics reveals molecular switches dictating ligand-dependent EGFR trafficking.
Nature Structural and Molecular Biology, 2016, 23, 608-618. 3.6 98

8325 Thymic Mesenchymal Cells Have a Distinct Transcriptomic Profile. Journal of Immunology, 2016, 196,
4760-4770. 0.4 19

8326 Genome-Wide Functional Annotation of Human Protein-Coding Splice Variants Using Multiple Instance
Learning. Journal of Proteome Research, 2016, 15, 1747-1753. 1.8 31

8327 Lysine Malonylome May Affect the Central Metabolism and Erythromycin Biosynthesis Pathway in
<i>Saccharopolyspora erythraea</i>. Journal of Proteome Research, 2016, 15, 1685-1701. 1.8 38

8328 The landscape of viral proteomics and its potential to impact human health. Expert Review of
Proteomics, 2016, 13, 579-591. 1.3 9

8329
Nasopharyngeal Microbiota, Host Transcriptome, and Disease Severity in Children with Respiratory
Syncytial Virus Infection. American Journal of Respiratory and Critical Care Medicine, 2016, 194,
1104-1115.

2.5 337

8330 Characterization of Dendritic Cell Subsets Through Gene Expression Analysis. Methods in Molecular
Biology, 2016, 1423, 211-243. 0.4 10

8331 Analyzing Somatic Genome Rearrangements in Human Cancers by Using Whole-Exome Sequencing.
American Journal of Human Genetics, 2016, 98, 843-856. 2.6 33

8332 Expression Profiles of miRNA Subsets Distinguish Human Colorectal Carcinoma and Normal Colonic
Mucosa. Clinical and Translational Gastroenterology, 2016, 7, e152. 1.3 82

8333 Mitochondrial polymerase gamma dysfunction and aging cause cardiac nuclear DNA methylation
changes. Physiological Genomics, 2016, 48, 274-280. 1.0 14

8334 Comparative proteomics of milk fat globule membrane in goat colostrum and mature milk. Food
Chemistry, 2016, 209, 10-16. 4.2 41

8335
Î”Np63Î± induces quiescence and downregulates the BRCA1 pathway in estrogen receptorâ€•positive luminal
breast cancer cell line MCF7 but not in other breast cancer cell lines. Molecular Oncology, 2016, 10,
575-593.

2.1 20

8336 RNA-seq analysis of hippocampal tissues reveals novel candidate genes for drug refractory epilepsy in
patients with MTLE-HS. Genomics, 2016, 107, 178-188. 1.3 90

8337 Similarity Measures Based on the Overlap of Ranked Genes Are Effective for Comparison and
Classification of Microarray Data. Journal of Computational Biology, 2016, 23, 603-614. 0.8 3



461

Citation Report

# Article IF Citations

8338
Utilising the EGFR interactome to identify mechanisms of drug resistance in non-small cell lung
cancer â€“ Proof of concept towards a systems pharmacology approach. European Journal of
Pharmaceutical Sciences, 2016, 94, 20-32.

1.9 22

8339 Nuclear phosphoproteomics analysis reveals that CDK1/2 are involved in EGF-regulated constitutive
pre-mRNA splicing in MDA-MB-468 cells. Journal of Proteomics, 2016, 141, 77-84. 1.2 2

8340 Spatially distinct and metabolically active membrane domain in mycobacteria. Proceedings of the
National Academy of Sciences of the United States of America, 2016, 113, 5400-5405. 3.3 78

8341
<i>Arabidopsis</i> SAURs are critical for differential light regulation of the development of various
organs. Proceedings of the National Academy of Sciences of the United States of America, 2016, 113,
6071-6076.

3.3 127

8342
Global Membrane Protein Interactome Analysis using In vivo Crosslinking and Mass
Spectrometry-based Protein Correlation Profiling. Molecular and Cellular Proteomics, 2016, 15,
2476-2490.

2.5 61

8343
Identification of an RNA-binding protein that is phosphorylated by PTH and potentially mediates
PTH-induced destabilization of Npt2a mRNA. American Journal of Physiology - Cell Physiology, 2016, 310,
C205-C215.

2.1 11

8344 Different Array CGH profiles within hereditary breast cancer tumors associated to BRCA1 expression
and overall survival. BMC Cancer, 2016, 16, 219. 1.1 17

8345 Network-driven plasma proteomics expose molecular changes in the Alzheimerâ€™s brain. Molecular
Neurodegeneration, 2016, 11, 31. 4.4 34

8346 â€˜Traffic light rulesâ€™: Chromatin states direct miRNA-mediated network motifs running by integrating
epigenome and regulatome. Biochimica Et Biophysica Acta - General Subjects, 2016, 1860, 1475-1488. 1.1 9

8347 CompNet: a GUI based tool for comparison of multiple biological interaction networks. BMC
Bioinformatics, 2016, 17, 185. 1.2 38

8348 Beryllium-induced lung disease exhibits expression profiles similar to sarcoidosis. European
Respiratory Journal, 2016, 47, 1797-1808. 3.1 26

8349 TFEB and TFE3 cooperate in the regulation of the innate immune response in activated macrophages.
Autophagy, 2016, 12, 1240-1258. 4.3 230

8350 Temozolomide promotes genomic and phenotypic changes in glioblastoma cells. Cancer Cell
International, 2016, 16, 36. 1.8 40

8351 The PUF binding landscape in metazoan germ cells. Rna, 2016, 22, 1026-1043. 1.6 53

8352 Identification of Differentially Expressed Genes in Kawasaki Disease Patients as Potential Biomarkers
for IVIG Sensitivity by Bioinformatics Analysis. Pediatric Cardiology, 2016, 37, 1003-1012. 0.6 3

8353 Transcriptomic analysis of Arabidopsis overexpressing flowering locus T driven by a meristem-specific
promoter that induces early flowering. Gene, 2016, 587, 120-131. 1.0 9

8354 A novel subtype classification and risk of breast cancer by histone modification profiling. Breast
Cancer Research and Treatment, 2016, 157, 267-279. 1.1 22

8355 Alterations of microRNA-124 expression in peripheral blood mononuclear cells in pre- and
post-treatment patients with major depressive disorder. Journal of Psychiatric Research, 2016, 78, 65-71. 1.5 74



462

Citation Report

# Article IF Citations

8356
Interactome Analysis of the NS1 Protein Encoded by Influenza A H1N1 Virus Reveals a Positive
Regulatory Role of Host Protein PRP19 in Viral Replication. Journal of Proteome Research, 2016, 15,
1639-1648.

1.8 31

8357 Feedback modulation of cholesterol metabolism by the lipid-responsive non-coding RNA LeXis. Nature,
2016, 534, 124-128. 13.7 175

8358 Structural and transcriptomic response to antenatal corticosteroids in an Erk3-null mouse model of
respiratoryÂ distress. American Journal of Obstetrics and Gynecology, 2016, 215, 384.e1-384.e89. 0.7 7

8359 Discovering Biology in Periodic Data through Phase Set Enrichment Analysis (PSEA). Journal of
Biological Rhythms, 2016, 31, 244-257. 1.4 63

8360 SoFIA: a data integration framework for annotating high-throughput datasets. Bioinformatics, 2016,
32, 2590-2597. 1.8 10

8361 Systems-level analysis of human aging genes shed new light on mechanisms of aging. Human
Molecular Genetics, 2016, 25, ddw145. 1.4 31

8362 Extracellular vesicles released by CD40/IL-4â€“stimulated CLL cells confer altered functional properties
to CD4+ T cells. Blood, 2016, 128, 542-552. 0.6 48

8363 Altered global gene expression profiles in human gastrointestinal epithelial Caco2 cells exposed to
nanosilver. Toxicology Reports, 2016, 3, 262-268. 1.6 6

8364
Preliminary evidence for association of genetic variants in pri-miR-34b/c and abnormal miR-34c
expression with attention deficit and hyperactivity disorder. Translational Psychiatry, 2016, 6,
e879-e879.

2.4 31

8366 Transcriptomic profiling of Chamelea gallina from sites along the Abruzzo coast (Italy), subject to
periodic localized mortality events. Marine Biology, 2016, 163, 1. 0.7 6

8367 Comparison of Pathogenic Mechanisms Underlying Single and Recurrent Venous Thromboembolism
Based on Gene Expression Profiling. Annals of Vascular Surgery, 2016, 36, 252-259. 0.4 3

8368 Cell-free Determination of Binary Complexes That Comprise Extended Protein-Protein Interaction
Networks of Yersinia pestis. Molecular and Cellular Proteomics, 2016, 15, 3220-3232. 2.5 0

8369 Co-expression network analysis of Down's syndrome based on microarray data. Experimental and
Therapeutic Medicine, 2016, 12, 1503-1508. 0.8 25

8370 Macrophage molecular signaling and inflammatory responses during ingestion of atherogenic
lipoproteins are modulated by complement protein C1q. Atherosclerosis, 2016, 253, 38-46. 0.4 20

8371 Decoding the Long Noncoding RNA During Cardiac Maturation. Circulation: Cardiovascular Genetics,
2016, 9, 395-407. 5.1 39

8372 The influence of trematode parasite burden on gene expression in a mammalian host. BMC Genomics,
2016, 17, 600. 1.2 9

8373 Detection of differentially expressed genes in broiler pectoralis major muscle affected by White
Striping â€“ Wooden Breast myopathies. Poultry Science, 2016, 95, 2771-2785. 1.5 134

8374
Loss of Pink1 modulates synaptic mitochondrial bioenergetics in the rat striatum prior to motor
symptoms: concomitant complex I respiratory defects and increased complex IIâ€•mediated respiration.
Proteomics - Clinical Applications, 2016, 10, 1205-1217.

0.8 24



463

Citation Report

# Article IF Citations

8375 Detection of Missing Proteins Using the PRIDE Database as a Source of Mass Spectrometry Evidence.
Journal of Proteome Research, 2016, 15, 4101-4115. 1.8 15

8376 Spatial and temporal transcriptome changes occurring during flower opening and senescence of the
ephemeral hibiscus flower,Hibiscus rosa-sinensis. Journal of Experimental Botany, 2016, 67, 5919-5931. 2.4 33

8377 Changes in Gene Expression during G-CSFâ€“Induced Emergency Granulopoiesis in Humans. Journal of
Immunology, 2016, 197, 1989-1999. 0.4 38

8378 Analysis of the cell-free amniotic fluid transcriptome expressed during the euploid mid-trimester of
pregnancy. European Journal of Obstetrics, Gynecology and Reproductive Biology, 2016, 203, 94-98. 0.5 6

8379 Quantitative proteomic analysis and comparison of two bone marrow stromal cell lines using the
SILAC method. Experimental Hematology, 2016, 44, 1059-1071. 0.2 4

8380
Mining potential biomarkers associated with space flight in Caenorhabditis elegans experienced
Shenzhou-8 mission with multiple feature selection techniques. Mutation Research - Fundamental and
Molecular Mechanisms of Mutagenesis, 2016, 791-792, 27-34.

0.4 20

8381 Cell Type-Specific Tandem Affinity Purification of the Mouse Hippocampal CB1 Receptor-Associated
Proteome. Journal of Proteome Research, 2016, 15, 3585-3601. 1.8 15

8382 Hypoxia-independent gene expression signature associated with radiosensitisation of prostate cancer
cell lines by histone deacetylase inhibition. British Journal of Cancer, 2016, 115, 929-939. 2.9 28

8383 Distinct Patterns of Expression of Transcription Factors in Response to InterferonÎ² and InterferonÎ»1.
Journal of Interferon and Cytokine Research, 2016, 36, 589-598. 0.5 26

8384 The Tbr2 Molecular Network Controls Cortical Neuronal Differentiation Through Complementary
Genetic and Epigenetic Pathways. Cerebral Cortex, 2017, 27, 3378-3396. 1.6 31

8385 Shortâ€•term calorie restriction ameliorates genomewide, ageâ€•related alterations
in<scp>DNA</scp>methylation. Aging Cell, 2016, 15, 1074-1081. 3.0 55

8386 Specific phenotype and function of CD56-expressing innate immune cell subsets in human thymus.
Journal of Leukocyte Biology, 2016, 100, 1297-1310. 1.5 3

8387 miR-146a-5p inhibits TNF-Î±-induced adipogenesis via targeting insulin receptor in primary porcine
adipocytes. Journal of Lipid Research, 2016, 57, 1360-1372. 2.0 39

8388 Revealing complex function, process and pathway interactions with high-throughput expression and
biological annotation data. Molecular BioSystems, 2016, 12, 3196-3208. 2.9 0

8389 Systematic analysis of the gerontome reveals links between aging and age-related diseases. Human
Molecular Genetics, 2016, 25, ddw307. 1.4 74

8390 Use of Anion Exchange Resins for One-Step Processing of Algae from Harvest to Biofuel. , 2016, ,
261-284. 0

8391 Whole-genome expression analysis reveals genes associated with treatment response to escitalopram
in major depression. European Neuropsychopharmacology, 2016, 26, 1475-1483. 0.3 22

8392 Comparative Gene Expression Analysis of Mouse and Human Cardiac Maturation. Genomics, Proteomics
and Bioinformatics, 2016, 14, 207-215. 3.0 40



464

Citation Report

# Article IF Citations

8393 Analyzing and interpreting genome data at the network level with ConsensusPathDB. Nature
Protocols, 2016, 11, 1889-1907. 5.5 364

8394
N6-Methyladenosine Sequencing Highlights the Involvement of mRNA Methylation in Oocyte Meiotic
Maturation and Embryo Development by Regulating Translation in Xenopus laevis. Journal of
Biological Chemistry, 2016, 291, 23020-23026.

1.6 66

8395
An Integrative Model of miRNA and mRNA Expression Signature for Patients of Breast Invasive
Carcinoma with Radiotherapy Prognosis. Cancer Biotherapy and Radiopharmaceuticals, 2016, 31,
253-260.

0.7 16

8396 NS1 Protein Mutation I64T Affects Interferon Responses and Virulence of Circulating H3N2 Human
Influenza A Viruses. Journal of Virology, 2016, 90, 9693-9711. 1.5 34

8397 Role of <i>NOD2</i> and <i>RIP2</i> in hostâ€“microbe interactions with Gram-negative bacteria:
insights from the periodontal disease model. Innate Immunity, 2016, 22, 598-611. 1.1 18

8398 When do myopia genes have their effect? Comparison of genetic risks between children and adults.
Genetic Epidemiology, 2016, 40, 756-766. 0.6 34

8399 TUBEs-Mass Spectrometry for Identification and Analysis of the Ubiquitin-Proteome. Methods in
Molecular Biology, 2016, 1449, 177-192. 0.4 11

8400 Human fallopian tube proteome shows high coverage of mesenchymal stem cells associated proteins.
Bioscience Reports, 2016, 36, e00297. 1.1 10

8401 Comprehensive Proteome Profiling of Platelet Identified a Protein Profile Predictive of Responses to
An Antiplatelet Agent Sarpogrelate. Molecular and Cellular Proteomics, 2016, 15, 3461-3472. 2.5 21

8402 Identification of genes differentially expressed in menstrual breakdown and repair. Molecular Human
Reproduction, 2016, 22, 898-912. 1.3 10

8403 Identification of zinc finger protein Bcl6 as a novel regulator of early adipose commitment. Open
Biology, 2016, 6, 160065. 1.5 18

8404 The alterations in endometrial and myometrial transcriptome at the time of maternal recognition of
pregnancy in pigs. Agri Gene, 2016, 2, 5-10. 1.9 9

8405 Arabidopsis COP1-interacting protein 1 is a positive regulator of ABA response. Biochemical and
Biophysical Research Communications, 2016, 477, 847-853. 1.0 15

8406 Insulin stimulated MCF7 breast cancer cells: Proteome dataset. Data in Brief, 2016, 9, 579-584. 0.5 6

8407 Transgenic Adipose-specific Expression of the Nuclear Receptor RORÎ± Drives a Striking Shift in Fat
Distribution and Impairs Glycemic Control. EBioMedicine, 2016, 11, 101-117. 2.7 5

8408 Brain transcriptomes of honey bees ( Apis mellifera ) experimentally infected by two pathogens: Black
queen cell virus and Nosema ceranae. Genomics Data, 2016, 10, 79-82. 1.3 24

8409 EGR-1 is an active transcription factor in TGF-Î²2-mediated small intestinal cell differentiation. Journal
of Nutritional Biochemistry, 2016, 37, 101-108. 1.9 9

8410 Transient RUNX1 Expression during Early Mesendodermal Differentiation ofÂ hESCs Promotes Epithelial
to Mesenchymal Transition through TGFB2 Signaling. Stem Cell Reports, 2016, 7, 884-896. 2.3 21



465

Citation Report

# Article IF Citations

8411 Insights into the adaptive response of Arabidopsis thaliana to prolonged thermal stress by ribosomal
profiling and RNA-Seq. BMC Plant Biology, 2016, 16, 221. 1.6 55

8412 Transcriptomic Approaches in the Zebrafish Model for Tuberculosisâ€”Insights Into Host- and
Pathogen-specific Determinants of the Innate Immune Response. Advances in Genetics, 2016, 95, 217-251. 0.8 32

8413 Transcriptome data and gene ontology analysis in human macrophages ingesting modified lipoproteins
in the presence or absence of complement protein C1q. Data in Brief, 2016, 9, 362-367. 0.5 12

8414 Molecular Characterization of Down Syndrome Embryonic Stem Cells Reveals a Role for RUNX1 in
Neural Differentiation. Stem Cell Reports, 2016, 7, 777-786. 2.3 33

8415 Role of plant MicroRNA in cross-species regulatory networks of humans. BMC Systems Biology, 2016,
10, 60. 3.0 53

8416 Eigenvector metabolite analysis reveals dietary effects on the association among metabolite
correlation patterns, gene expression, and phenotypes. Metabolomics, 2016, 12, 1. 1.4 10

8417 Blood pressure regulation by CD4+ lymphocytes expressing choline acetyltransferase. Nature
Biotechnology, 2016, 34, 1066-1071. 9.4 74

8418 Analysis of allelic expression patterns in clonal somatic cells by single-cell RNAâ€“seq. Nature Genetics,
2016, 48, 1430-1435. 9.4 142

8419 Keratinocytes contribute intrinsically to psoriasis upon loss of <i>Tnip1</i> function. Proceedings of
the National Academy of Sciences of the United States of America, 2016, 113, E6162-E6171. 3.3 62

8420 The Unique Evolutionary Signature of Genes Associated with Autism Spectrum Disorder. Behavior
Genetics, 2016, 46, 754-762. 1.4 7

8421 Toxicogenomic analysis identifies the apoptotic pathway as the main cause of hepatotoxicity induced
by tributyltin. Food and Chemical Toxicology, 2016, 97, 316-326. 1.8 12

8422 A genome-wide assessment of variations of primary colorectal cancer maintained in metastases. Gene,
2016, 595, 18-24. 1.0 4

8423 Multiplexed, targeted profiling of single-cell proteomes and transcriptomes in a single reaction.
Genome Biology, 2016, 17, 188. 3.8 143

8424 <scp>TEX</scp>13 is a novel male germ cellâ€•specific nuclear protein potentially involved in
transcriptional repression. FEBS Letters, 2016, 590, 3526-3537. 1.3 8

8425 Ketamine suppresses hypoxiaâ€•induced inflammatory responses in the lateâ€•gestation ovine fetal kidney
cortex. Journal of Physiology, 2016, 594, 1295-1310. 1.3 23

8427 A timecourse analysis of systemic and gonadal effects of temperature on sexual development of the
red-eared slider turtle Trachemys scripta elegans. Developmental Biology, 2016, 420, 166-177. 0.9 91

8428
Differentially expressed microRNAs in the corpus cavernosum from a murine model with type 2
diabetes mellitus-associated erectile dysfunction. Molecular Genetics and Genomics, 2016, 291,
2215-2224.

1.0 17

8429 Detection of candidate biomarkers of prostate cancer progression in serum: a depletion-free 3D LC/MS
quantitative proteomics pilot study. British Journal of Cancer, 2016, 115, 1078-1086. 2.9 54



466

Citation Report

# Article IF Citations

8430 Repression of p63 and induction of EMT by mutant Ras in mammary epithelial cells. Proceedings of the
National Academy of Sciences of the United States of America, 2016, 113, E6107-E6116. 3.3 51

8431
Cypermethrin exposure induces metabolic and stress-related gene expression in copepodid salmon lice
( Lepeophtheirus salmonis ). Comparative Biochemistry and Physiology Part D: Genomics and
Proteomics, 2016, 20, 74-84.

0.4 32

8432
New insights into the mechanisms of acetic acid resistance in Acetobacter pasteurianus using
iTRAQ-dependent quantitative proteomic analysis. International Journal of Food Microbiology, 2016,
238, 241-251.

2.1 40

8433 Foxp3 and Toll-like receptor signaling balance Treg cell anabolic metabolism for suppression. Nature
Immunology, 2016, 17, 1459-1466. 7.0 402

8434 TLR9 re-expression in cancer cells extends the S-phase and stabilizes p16INK4a protein expression.
Oncogenesis, 2016, 5, e244-e244. 2.1 10

8435 Tumor macrophages are pivotal constructors of tumor collagenous matrix. Journal of Experimental
Medicine, 2016, 213, 2315-2331. 4.2 253

8436 Developmental piRNA profiles of the invasive vector mosquito Aedes albopictus. Parasites and
Vectors, 2016, 9, 524. 1.0 38

8437 Cell-specific Activation of the Nrf2 Antioxidant Pathway Increases Mucosal Inflammation in Acute but
Not in Chronic Colitis. Journal of Crohn's and Colitis, 2016, 11, jjw172. 0.6 22

8438 Thrombin Stimulated Platelet-Derived Exosomes Inhibit Platelet-Derived Growth Factor Receptor-Beta
Expression in Vascular Smooth Muscle Cells. Cellular Physiology and Biochemistry, 2016, 38, 2348-2365. 1.1 86

8439 Exploring the oviductal fluid proteome by a lectin-based affinity approach. Proteomics, 2016, 16,
2962-2966. 1.3 6

8440 Expression profiling of microRNAs in lipopolysaccharide-induced acute lung injury after hypothermia
treatment. Molecular and Cellular Toxicology, 2016, 12, 243-253. 0.8 9

8441 Gsk3Î² and Tomm20 are substrates of the SCFFbxo7/PARK15 ubiquitin ligase associated with Parkinson's
disease. Biochemical Journal, 2016, 473, 3563-3580. 1.7 45

8442 An epigenetic clock for gestational age at birth based on blood methylation data. Genome Biology,
2016, 17, 206. 3.8 193

8443 Chromatin immunoprecipitation and an open chromatin assay in zebrafish erythrocytes. Methods in
Cell Biology, 2016, 135, 387-412. 0.5 5

8444 Insights into the Pathogenesis of Anaplastic Large-Cell Lymphoma through Genome-wide DNA
Methylation Profiling. Cell Reports, 2016, 17, 596-608. 2.9 55

8445 Data set for transcriptome analysis of Escherichia coli exposed to nickel. Data in Brief, 2016, 9, 314-317. 0.5 3

8446 Genomic analysis of Sardinian 26544/OG10 isolate of African swine fever virus. Virology Reports, 2016,
6, 81-89. 0.4 11

8447 Transcriptional patterns of reverse remodeling with left ventricular assist devices: a consistent
signature. Expert Review of Medical Devices, 2016, 13, 1029-1034. 1.4 7



467

Citation Report

# Article IF Citations

8448 Î”Np63Î± expression induces loss of cell adhesion in triple-negative breast cancer cells. BMC Cancer, 2016,
16, 782. 1.1 17

8449 Integrated transcriptome analysis of human iPS cells derived from a fragile X syndrome patient during
neuronal differentiation. Science China Life Sciences, 2016, 59, 1093-1105. 2.3 28

8450 Fibroblast activation protein alpha is expressed by transformed and stromal cells and is associated
with mesenchymal features in glioblastoma. Tumor Biology, 2016, 37, 13961-13971. 0.8 68

8451
Differentially transcriptional regulation on cell cycle pathway by silver nanoparticles from ionic
silver in larval zebrafish (Danio rerio). Biochemical and Biophysical Research Communications, 2016,
479, 753-758.

1.0 9

8452 Temporal course of gene expression during motor memory formation in primary motor cortex of rats.
Neurobiology of Learning and Memory, 2016, 136, 105-115. 1.0 12

8453 De novo assembly and phasing of a Korean human genome. Nature, 2016, 538, 243-247. 13.7 310

8454 Systems biological understanding of the regulatory network and the possible therapeutic strategies
for vascular calcification. Molecular BioSystems, 2016, 12, 3683-3694. 2.9 2

8455 Bioinformatics analysis of the molecular mechanism of diffuse intrinsic pontine glioma. Oncology
Letters, 2016, 12, 2524-2530. 0.8 23

8456 The Germ Cell Fate of Cynomolgus Monkeys Is Specified in the Nascent Amnion. Developmental Cell,
2016, 39, 169-185. 3.1 252

8457 Niclosamide As a Potential Nonsteroidal Therapy for Endometriosis That Preserves Reproductive
Function in an Experimental Mouse Model. Biology of Reproduction, 2016, 95, 74-74. 1.2 25

8458 Spermatozoa from normozoospermic fertile and infertile individuals convey a distinct
mi<scp>RNA</scp> cargo. Andrology, 2016, 4, 1028-1036. 1.9 48

8459 Celecoxib exhibits an anti-gastric cancer effect by targeting focal adhesion and leukocyte
transendothelial migration-associated genes. Oncology Letters, 2016, 12, 2345-2350. 0.8 33

8460 Transcriptome analysis of the gonads of olive flounder (Paralichthys olivaceus). Fish Physiology and
Biochemistry, 2016, 42, 1581-1594. 0.9 33

8461
FOXA1 overexpression mediates endocrine resistance by altering the ER transcriptome and IL-8
expression in ER-positive breast cancer. Proceedings of the National Academy of Sciences of the United
States of America, 2016, 113, E6600-E6609.

3.3 119

8462 Identification of hub genes and pathways associated with hepatocellular carcinoma based on network
strategy. Experimental and Therapeutic Medicine, 2016, 12, 2109-2119. 0.8 14

8463 InÂ vitro secretomics study of pterygium-derived fibroblasts by iTRAQ-based quantitative proteomics
strategy. Experimental Eye Research, 2016, 153, 14-22. 1.2 7

8464 Gene expression profiling of the astrocyte transcriptome in multiple sclerosis normal appearing
white matter reveals a neuroprotective role. Journal of Neuroimmunology, 2016, 299, 139-146. 1.1 44

8465
Proteomic Analyses Uncover the Mechanisms Underlying Antibiotic Resistance Differences among
Three <b><i>Acinetobacter baumannii</i></b> Isolates. Journal of Molecular Microbiology and
Biotechnology, 2016, 26, 401-409.

1.0 4



468

Citation Report

# Article IF Citations

8466
Transcriptional Fingerprint of Hypomyelination
in<i>Zfp191</i><sup><i>null</i></sup>and<i>Shiverer</i>(<i>Mbp</i><sup><i>shi</i></sup>) Mice. ASN
Neuro, 2016, 8, 175909141667074.

1.5 10

8467 Transcriptome analysis reveals regional and temporal differences in mucosal immune system
development in the small intestine of neonatal calves. BMC Genomics, 2016, 17, 602. 1.2 62

8468 Dissolving capability difference based sequential extraction: A versatile tool for in-depth membrane
proteome analysis. Analytica Chimica Acta, 2016, 945, 39-46. 2.6 11

8469 Identifying cancer type specific oncogenes and tumor suppressors using limited size data. Journal of
Bioinformatics and Computational Biology, 2016, 14, 1650031. 0.3 9

8470 Prediction of gestational age based on genome-wide differentially methylated regions. Genome
Biology, 2016, 17, 207. 3.8 132

8471 Mechanism analysis of colorectal cancer according to the microRNA expression profile. Oncology
Letters, 2016, 12, 2329-2336. 0.8 16

8472 Braf Mutations Initiate the Development of Rat Gliomas Induced by Postnatal Exposure to
N-Ethyl-N-Nitrosourea. American Journal of Pathology, 2016, 186, 2569-2576. 1.9 7

8473 Initial development of a multigene â¿¿omics-based exposure biomarker for pyrethroid pesticides. Aquatic
Toxicology, 2016, 179, 27-35. 1.9 7

8474 Nuclear receptors control pro-viral and antiviral metabolic responses to hepatitis C virus infection.
Nature Chemical Biology, 2016, 12, 1037-1045. 3.9 45

8475
Exposure to the widely used herbicide atrazine results in deregulation of global tissue-specific RNA
transcription in the third generation and is associated with a global decrease of histone
trimethylation in mice. Nucleic Acids Research, 2016, 44, gkw840.

6.5 47

8476 Discovery of functional module alignment. Neurocomputing, 2016, 206, 19-27. 3.5 1

8477 Circulating microRNA-192 as a diagnostic biomarker in human chronic lymphocytic leukemia. Cancer
Gene Therapy, 2016, 23, 327-332. 2.2 107

8478 Global Analysis of O-GlcNAc Glycoproteins in Activated Human T Cells. Journal of Immunology, 2016,
197, 3086-3098. 0.4 70

8479 Type 1 Diabetes Mellitus Donor Mesenchymal Stromal Cells Exhibit Comparable Potency to Healthy
Controls In Vitro. Stem Cells Translational Medicine, 2016, 5, 1485-1495. 1.6 51

8480 Cap-independent translation by DAP5 controls cell fate decisions in human embryonic stem cells.
Genes and Development, 2016, 30, 1991-2004. 2.7 49

8481 ChIP-seq Data Processing for PcG Proteins and Associated Histone Modifications. Methods in
Molecular Biology, 2016, 1480, 37-53. 0.4 2

8482 Overexpression of ZIC5 promotes proliferation in non-small cell lung cancer. Biochemical and
Biophysical Research Communications, 2016, 479, 502-509. 1.0 24

8483 Improving information retrieval in functional analysis. Computers in Biology and Medicine, 2016, 79,
10-20. 3.9 9



469

Citation Report

# Article IF Citations

8484 Interactomic landscape of PA-X-chicken protein complexes of H5N1 influenza A virus. Journal of
Proteomics, 2016, 148, 20-25. 1.2 16

8485 ARAP2 promotes GLUT1-mediated basal glucose uptake through regulation of sphingolipid metabolism.
Biochimica Et Biophysica Acta - Molecular and Cell Biology of Lipids, 2016, 1861, 1643-1651. 1.2 14

8486 Functional and cellular consequences of covalent target protein modification by furan in rat liver.
Toxicology, 2016, 361-362, 49-61. 2.0 11

8487 Revealing disease-associated pathways by network integration of untargeted metabolomics. Nature
Methods, 2016, 13, 770-776. 9.0 145

8488 A GWA study reveals genetic loci for body conformation traits in Chinese Laiwu pigs and its
implications for human BMI. Mammalian Genome, 2016, 27, 610-621. 1.0 26

8489 A comparative analysis reveals the dosage sensitivity and regulatory patterns of lncRNA in prostate
cancer. Molecular BioSystems, 2016, 12, 3176-3185. 2.9 3

8490 A Transcript-Specific eIF3 Complex Mediates Global Translational Control of Energy Metabolism. Cell
Reports, 2016, 16, 1891-1902. 2.9 52

8491 Comparative Proteomic Analysis of Extracellular Vesicles Isolated by Acoustic Trapping or
Differential Centrifugation. Analytical Chemistry, 2016, 88, 8577-8586. 3.2 36

8492 Dynamic co-expression network analysis of lncRNAs and mRNAs associated with venous congestion.
Molecular Medicine Reports, 2016, 14, 2045-2051. 1.1 9

8493 Distinctive micro<scp>RNA</scp> expression in early stage nasopharyngeal carcinoma patients.
Journal of Cellular and Molecular Medicine, 2016, 20, 2259-2268. 1.6 15

8494 A simple biomarker scoring matrix for early gastric cancer detection. Proteomics, 2016, 16, 2921-2930. 1.3 20

8495 Protein SUMOylation Is Required for Regulatory T Cell Expansion and Function. Cell Reports, 2016, 16,
1055-1066. 2.9 54

8496 Ion Current-Based Proteomic Profiling for Understanding the Inhibitory Effect of Tumor Necrosis
Factor Alpha on Myogenic Differentiation. Journal of Proteome Research, 2016, 15, 3147-3157. 1.8 5

8497 Molecular Programming of Tumor-Infiltrating CD8+ T Cells and IL15 Resistance. Cancer Immunology
Research, 2016, 4, 799-811. 1.6 25

8498 Identification of prognostic microRNA candidates for head and neck squamous cell carcinoma.
Oncology Reports, 2016, 35, 3321-3330. 1.2 32

8499 Asymmetric Inheritance of Aggregated Proteins and Age Reset in Yeast Are Regulated by
Vac17-Dependent Vacuolar Functions. Cell Reports, 2016, 16, 826-838. 2.9 66

8500 Transcriptome sequencing analysis of novel sRNAs of Kineococcus radiotolerans in response to
ionizing radiation. Microbiological Research, 2016, 192, 122-129. 2.5 5

8501 <i><scp>NOD</scp>1</i> in the modulation of hostâ€“microbe interactions and inflammatory bone
resorption in the periodontal disease model. Immunology, 2016, 149, 374-385. 2.0 23



470

Citation Report

# Article IF Citations

8502 An approach to comprehensive genome and proteome expression analyses in Schwann cells and
neurons during peripheral nerve myelin formation. Journal of Neurochemistry, 2016, 138, 830-844. 2.1 10

8503 Transcriptome analysis and identification of genes associated with Ï‰-3 fatty acid biosynthesis in Perilla
frutescens (L.) var. frutescens. BMC Genomics, 2016, 17, 474. 1.2 35

8504
Differential expression of store-operated calcium- and proliferation-related genes in hepatocellular
carcinoma cells following TRPC1 ion channel silencing. Molecular and Cellular Biochemistry, 2016,
420, 129-140.

1.4 16

8505 Pharmacological properties of microneurotrophin drugs developed for treatment of amyotrophic
lateral sclerosis. Biochemical Pharmacology, 2016, 117, 68-77. 2.0 21

8506 An omics approach to rational feed. Journal of Biotechnology, 2016, 234, 127-138. 1.9 23

8507 Advancing Clinical Proteomics via Analysis Based on Biological Complexes: A Tale of Five Paradigms.
Journal of Proteome Research, 2016, 15, 3167-3179. 1.8 37

8508 Genomics of Natural Populations: How Differentially Expressed Genes Shape the Evolution of
Chromosomal Inversions in <i>Drosophila pseudoobscura</i>. Genetics, 2016, 204, 287-301. 1.2 61

8509 Normal human mitral valve proteome: A preliminary investigation by gelâ€•based and gelâ€•free proteomic
approaches. Electrophoresis, 2016, 37, 2633-2643. 1.3 3

8510 Analysis of protein profiling studies of Î²â€•thalassemia/Hb E disease. Proteomics - Clinical Applications,
2016, 10, 1093-1102. 0.8 6

8511 The methylome and transcriptome of fetal skin: implications for scarless healing. Epigenomics, 2016, 8,
1331-1345. 1.0 13

8512 Accumulation of Palmitoylcarnitine and Its Effect on Proâ€•Inflammatory Pathways and Calcium Influx
in Prostate Cancer. Prostate, 2016, 76, 1326-1337. 1.2 24

8513 NRF2 Promotes Tumor Maintenance by Modulating mRNA Translation in Pancreatic Cancer. Cell, 2016,
166, 963-976. 13.5 294

8514 The microRNA network is altered in anterior cingulate cortex of patients with unipolar and bipolar
depression. Journal of Psychiatric Research, 2016, 82, 58-67. 1.5 61

8515
<i>FAR-RED ELONGATED HYPOCOTYL3</i> activates <i>SEPALLATA2</i> but inhibits <i>CLAVATA3</i> to
regulate meristem determinacy and maintenance in <i>Arabidopsis</i>. Proceedings of the National
Academy of Sciences of the United States of America, 2016, 113, 9375-9380.

3.3 36

8516 Identification of Stage-Specific Surface Markers in Early B Cell Development Provides Novel Tools for
Identification of Progenitor Populations. Journal of Immunology, 2016, 197, 1937-1944. 0.4 13

8517 Highâ€•Content Microscopy Analysis of Subcellular Structures: Assay Development and Application to
Focal Adhesion Quantification. Current Protocols in Cytometry, 2016, 77, 12.43.1-12.43.44. 3.7 5

8518 Highâ€•Throughput Tagâ€•Sequencing Analysis of Early Events Induced by Ochratoxin A in HepGâ€•2 Cells.
Journal of Biochemical and Molecular Toxicology, 2016, 30, 29-36. 1.4 4

8519
RNAâ€•Seq Reveals Acute Manganese Exposure Increases Endoplasmic Reticulum Related and Lipocalin
mRNAs in <i>Caenorhabditis elegans</i>. Journal of Biochemical and Molecular Toxicology, 2016, 30,
97-105.

1.4 17



471

Citation Report

# Article IF Citations

8520 Proteomic analysis of integrinâ€•associated complexes from mesenchymal stem cells. Proteomics -
Clinical Applications, 2016, 10, 51-57. 0.8 31

8521 Process Pharmacology: A Pharmacological Data Science Approach to Drug Development and Therapy.
CPT: Pharmacometrics and Systems Pharmacology, 2016, 5, 192-200. 1.3 12

8522
A Primitive Growth Factor, NME7AB, Is Sufficient to Induce Stable NaÃ¯ve State Human Pluripotency;
Reprogramming in This Novel Growth Factor Confers Superior Differentiation. Stem Cells, 2016, 34,
847-859.

1.4 25

8523 Jun-Mediated Changes in Cell Adhesion Contribute to Mouse Embryonic Stem Cell Exit from Ground
State Pluripotency. Stem Cells, 2016, 34, 1213-1224. 1.4 14

8524 Transcriptome-wide mega-analyses reveal joint dysregulation of immunologic genes and transcription
regulators in brain and blood in schizophrenia. Schizophrenia Research, 2016, 176, 114-124. 1.1 74

8525 Transcriptomic landscape for lymphocyte count variation in poly <scp>I</scp>:<scp>C</scp>â€•induced
porcine peripheral blood. Animal Genetics, 2016, 47, 49-61. 0.6 3

8526 Prognostic significance of CpG island methylator phenotype in surgically resected small cell lung
carcinoma. Cancer Science, 2016, 107, 320-325. 1.7 22

8527
Neuronal <scp>DNA</scp> damage responseâ€•associated dysregulation of signalling pathways and
cholesterol metabolism at the earliest stages of <scp>A</scp>lzheimerâ€•type pathology.
Neuropathology and Applied Neurobiology, 2016, 42, 167-179.

1.8 28

8528 Reversal of Pathologic Lipid Accumulation in NPC1-Deficient Neurons by Drug-Promoted Release of
LAMP1-Coated Lamellar Inclusions. Journal of Neuroscience, 2016, 36, 8012-8025. 1.7 26

8529 MicroRNAs Provide Feedback Regulation of Epithelialâ€•Mesenchymal Transition Induced by Growth
Factors. Journal of Cellular Physiology, 2016, 231, 120-129. 2.0 30

8530 Pathways Implicated in Tadalafil Amelioration of Duchenne Muscular Dystrophy. Journal of Cellular
Physiology, 2016, 231, 224-232. 2.0 22

8531 New insights on the mitochondrial proteome plasticity in Parkinson's disease. Proteomics - Clinical
Applications, 2016, 10, 416-429. 0.8 11

8532 Srebp-1 Interacts with c-Myc to Enhance Somatic Cell Reprogramming. Stem Cells, 2016, 34, 83-92. 1.4 52

8533 Computational Intelligence Methods for Bioinformatics and Biostatistics. Lecture Notes in Computer
Science, 2016, , . 1.0 1

8534 Identification of aldolase A as a potential diagnostic biomarker for colorectal cancer based on
proteomic analysis using formalin-fixed paraffin-embedded tissue. Tumor Biology, 2016, 37, 13595-13606. 0.8 40

8535 RNAâ€•Seq data analysis identifies the comprehensive profile of <i>inÂ vivo</i> interferonâ€•Î²â€•stimulated genes
in multiple sclerosis. Clinical and Experimental Neuroimmunology, 2016, 7, 39-51. 0.5 7

8536 Renal micro<scp>RNA</scp>â€• and <scp>RNA</scp>â€•profiles in progressive chronic kidney disease.
European Journal of Clinical Investigation, 2016, 46, 213-226. 1.7 96

8537 Loss of Asxl1 Alters Self-Renewal and Cell Fate of Bone Marrow Stromal Cells, Leading to
Bohring-Opitz-like Syndrome in Mice. Stem Cell Reports, 2016, 6, 914-925. 2.3 18



472

Citation Report

# Article IF Citations

8538 Long-term ambient particle exposures and blood DNA methylation age: findings from the VA normative
aging study. Environmental Epigenetics, 2016, 2, dvw006. 0.9 68

8539
Comprehensive Characterization of Minichromosome Maintenance Complex (MCM) Protein
Interactions Using Affinity and Proximity Purifications Coupled to Mass Spectrometry. Journal of
Proteome Research, 2016, 15, 2924-2934.

1.8 18

8540 Genomeâ€•wide methylation profile following prenatal and postnatal dietary omegaâ€•3 fatty acid
supplementation in pigs. Animal Genetics, 2016, 47, 658-671. 0.6 26

8541 Systematic characterization of novel lncRNAs responding to phosphate starvation in Arabidopsis
thaliana. BMC Genomics, 2016, 17, 655. 1.2 113

8542 Microarray-based identification of genes associated with cancer progression and prognosis in
hepatocellular carcinoma. Journal of Experimental and Clinical Cancer Research, 2016, 35, 127. 3.5 33

8543 Crosstalk pathway inference using topological information and biclustering of gene expression data.
BioSystems, 2016, 150, 1-12. 0.9 6

8544 Gene Expression Profile Regulated by CREB in K562 Cell Line. Transplantation Proceedings, 2016, 48,
2221-2234. 0.3 2

8545 Impact of outdated gene annotations on pathway enrichment analysis. Nature Methods, 2016, 13,
705-706. 9.0 113

8546 FUM2, a Cytosolic Fumarase, Is Essential for Acclimation to Low Temperature in <i>Arabidopsis
thaliana</i>. Plant Physiology, 2016, 172, 118-127. 2.3 48

8547
Seasonal changes in brown adipose tissue mitochondria in a mammalian hibernator: from gene
expression to function. American Journal of Physiology - Regulatory Integrative and Comparative
Physiology, 2016, 311, R325-R336.

0.9 29

8548 EpCAM-Regulated Transcription Exerts Influences on Nanomechanical Properties of Endometrial
Cancer Cells That Promote Epithelial-to-Mesenchymal Transition. Cancer Research, 2016, 76, 6171-6182. 0.4 46

8549 High-Throughput RNAi Screening. Methods in Molecular Biology, 2016, , . 0.4 2

8550 Impact of Low Dose Oral Exposure to Bisphenol A (BPA) on the Neonatal Rat Hypothalamic and
Hippocampal Transcriptome: A CLARITY-BPA Consortium Study. Endocrinology, 2016, 157, 3856-3872. 1.4 71

8551 Adipocyte Browning and Higher Mitochondrial Function in Periadrenal But Not SC Fat in
Pheochromocytoma. Journal of Clinical Endocrinology and Metabolism, 2016, 101, 4440-4448. 1.8 44

8552 Epigenomic Regulation of Schwann Cell Reprogramming in Peripheral Nerve Injury. Journal of
Neuroscience, 2016, 36, 9135-9147. 1.7 71

8553 Comparison of gene expression profiles of T cells in porcine colostrum and peripheral blood.
American Journal of Veterinary Research, 2016, 77, 961-968. 0.3 7

8554
An inhaled dose of budesonide induces genes involved in transcription and signaling in the human
airways: enhancement of antiâ€• and proinflammatory effector genes. Pharmacology Research and
Perspectives, 2016, 4, e00243.

1.1 46

8555 A Genome-Wide Analysis of mRNA Expression in Human Tooth Germ Stem Cells Treated with Pluronic
P85. BioNanoScience, 2016, 6, 392-402. 1.5 0



473

Citation Report

# Article IF Citations

8556 Molecular signatures associated with ZIKV exposure in human cortical neural progenitors. Nucleic
Acids Research, 2016, 44, 8610-8620. 6.5 155

8557 Detection of selection signatures of populationâ€•specific genomic regions selected during
domestication process in Jinhua pigs. Animal Genetics, 2016, 47, 672-681. 0.6 17

8558 <scp>RNA</scp>â€•sequencing profiles hippocampal gene expression in a validated model of
cancerâ€•induced depression. Genes, Brain and Behavior, 2016, 15, 711-721. 1.1 10

8559 High-Throughput, Liquid-Based Genome-Wide RNAi Screening in C. elegans. Methods in Molecular
Biology, 2016, 1470, 151-162. 0.4 6

8560 Design and Methods of Large-Scale RNA Interference Screens in Drosophila. Methods in Molecular
Biology, 2016, 1470, 163-169. 0.4 4

8561 GPR41 modulates insulin secretion and gene expression in pancreatic Î²â€•cells and modifies metabolic
homeostasis in fed and fasting states. FASEB Journal, 2016, 30, 3860-3869. 0.2 68

8562
Phenotypically anchored transcriptome profiling of developmental exposure to the antimicrobial
agent, triclosan, reveals hepatotoxicity in embryonic zebrafish. Toxicology and Applied Pharmacology,
2016, 308, 32-45.

1.3 45

8563 Nuclear autophagy: An evolutionarily conserved mechanism of nuclear degradation in the cytoplasm.
Autophagy, 2016, 12, 1973-1983. 4.3 70

8564 Transcriptome and in Vitro Differentiation Profile of Human Embryonic Stem Cell Derived
NKX2.1-Positive Neural Progenitors. Stem Cell Reviews and Reports, 2016, 12, 744-756. 5.6 9

8565 The role of microRNA in periodontal tissue: A review of the literature. Archives of Oral Biology, 2016,
72, 66-74. 0.8 46

8566 Characterization of BioPlex network by topological properties. Journal of Theoretical Biology, 2016,
409, 148-154. 0.8 0

8567 Understanding the Streptococcus mutans Cid/Lrg System through CidB Function. Applied and
Environmental Microbiology, 2016, 82, 6189-6203. 1.4 35

8568 A small molecule inhibitor of mutant IDH2 rescues cardiomyopathy in a Dâ€•2â€•hydroxyglutaric aciduria
type II mouse model. Journal of Inherited Metabolic Disease, 2016, 39, 807-820. 1.7 11

8569 Human INO80/YY1 chromatin remodeling complex transcriptionally regulates the BRCA2- and
CDKN1A-interacting protein (BCCIP) in cells. Protein and Cell, 2016, 7, 749-760. 4.8 14

8570 Association between differential gene expression and body mass index among endometrial cancers
from The Cancer Genome Atlas Project. Gynecologic Oncology, 2016, 142, 317-322. 0.6 27

8571 Recurrent somatic mutations in POLR2A define a distinct subset of meningiomas. Nature Genetics, 2016,
48, 1253-1259. 9.4 265

8572 Silver nanoparticleâ€“protein interactions in intact rainbow trout gill cells. Environmental Science:
Nano, 2016, 3, 1174-1185. 2.2 39

8573 A high resolution map of the <i>Arabidopsis thaliana</i> developmental transcriptome based on
<scp>RNA</scp>â€•seq profiling. Plant Journal, 2016, 88, 1058-1070. 2.8 630



474

Citation Report

# Article IF Citations

8574 Identification of key genes associated with gastric cancer based on DNA microarray data. Oncology
Letters, 2016, 11, 525-530. 0.8 48

8575 Proteomics and transcriptomics of peripheral nerve tissue and cells unravel new aspects of the
human Schwann cell repair phenotype. Glia, 2016, 64, 2133-2153. 2.5 77

8576 miRNA Profiling in Plants: Current Identification and Expression Approaches. , 2016, , 189-215. 0

8577 Differentiation-inducing and anti-proliferative activities of isoliquiritigenin and all-trans-retinoic
acid on B16F0 melanoma cells: Mechanisms profiling by RNA-seq. Gene, 2016, 592, 86-98. 1.0 19

8578 The cancer/testis-antigen PRAME supports the pluripotency network and represses somatic and germ
cell differentiation programs in seminomas. British Journal of Cancer, 2016, 115, 454-464. 2.9 48

8579 A developmental coordinate of pluripotency among mice, monkeys and humans. Nature, 2016, 537, 57-62. 13.7 419

8580 Cell-Type-Specific Alternative Splicing Governs Cell Fate in the Developing Cerebral Cortex. Cell, 2016,
166, 1147-1162.e15. 13.5 276

8581 Colossolactone H, a new Ganoderma triterpenoid exhibits cytotoxicity and potentiates drug efficacy
of gefitinib in lung cancer. FÃ¬toterapÃ¬Ã¢, 2016, 114, 81-91. 1.1 14

8582 Expression profiling identifies Sertoli and Leydig cell genes as Fsh targets in adult zebrafish testis.
Molecular and Cellular Endocrinology, 2016, 437, 237-251. 1.6 58

8583 The arginylation branch of the N-end rule pathway positively regulates cellular autophagic flux and
clearance of proteotoxic proteins. Autophagy, 2016, 12, 2197-2212. 4.3 22

8584 Aberrant Endometrial DNA Methylome and Associated Gene Expression in Women with Endometriosis.
Biology of Reproduction, 2016, 95, 93-93. 1.2 91

8585 In silico dissection of miRNA targetome polymorphisms and their role in regulating miRNA-mediated
gene expression in esophageal cancer. Cell Biochemistry and Biophysics, 2016, 74, 483-497. 0.9 18

8586 Late-Exponential Gene Expression in codY-Deficient Bacillus anthracis in a Host-Like Environment.
Current Microbiology, 2016, 73, 714-720. 1.0 3

8587 Deep Proteome Analysis Identifies Age-Related Processes in C.Â elegans. Cell Systems, 2016, 3, 144-159. 2.9 90

8588 SoxF Transcription Factors Are Positive Feedback Regulators of VEGF Signaling. Circulation Research,
2016, 119, 839-852. 2.0 59

8589
Global gene expression profiles in brain regions reflecting abnormal neuronal and glial functions
targeting myelin sheaths after 28-day exposure to cuprizone in rats. Toxicology and Applied
Pharmacology, 2016, 310, 20-31.

1.3 1

8590 Yeast rRNA Expansion Segments: Folding and Function. Journal of Molecular Biology, 2016, 428,
4048-4059. 2.0 18

8591 A largeâ€•scale analysis of alternative splicing reveals a key role of QKI in lung cancer. Molecular
Oncology, 2016, 10, 1437-1449. 2.1 60



475

Citation Report

# Article IF Citations

8592 Extensive Supporting Cell Proliferation and Mitotic Hair Cell Generation by <i>In Vivo</i> Genetic
Reprogramming in the Neonatal Mouse Cochlea. Journal of Neuroscience, 2016, 36, 8734-8745. 1.7 59

8593 A combined analysis of genome-wide expression profiling of bipolar disorder in human prefrontal
cortex. Journal of Psychiatric Research, 2016, 82, 23-29. 1.5 6

8594 Systems Analysis of the Complement-Induced Priming Phase of Liver Regeneration. Journal of
Immunology, 2016, 197, 2500-2508. 0.4 22

8595 Proteome-wide alterations on adipose tissue from obese patients as age-, diabetes- and gender-specific
hallmarks. Scientific Reports, 2016, 6, 25756. 1.6 61

8596 Cell type-dependent Erk-Akt pathway crosstalk regulates the proliferation of fetal neural progenitor
cells. Scientific Reports, 2016, 6, 26547. 1.6 36

8597 MathIOmica: An Integrative Platform for Dynamic Omics. Scientific Reports, 2016, 6, 37237. 1.6 35

8598 A transcriptome-based model of central memory CD4 T cell death in HIV infection. BMC Genomics, 2016,
17, 956. 1.2 11

8599 DNA methylation patterns associated with oxidative stress in an ageing population. BMC Medical
Genomics, 2016, 9, 72. 0.7 37

8600 Candidate methylated genes in osteoarthritis explored by bioinformatics analysis. Knee, 2016, 23,
1035-1043. 0.8 5

8601 Proteome Analysis of Renoprotection Mediated by a Novel Cyclic Helix B Peptide in Acute Kidney Injury.
Scientific Reports, 2016, 5, 18045. 1.6 18

8602
Upregulations of metallothionein gene expressions and tolerance to heavy metal toxicity by three
dimensional cultivation of HepG2 cells on VECELL 3-D inserts. Journal of Toxicological Sciences, 2016,
41, 147-153.

0.7 2

8603 82-kDa choline acetyltransferase and SATB1 localize to Î²-amyloid induced matrix attachment regions.
Scientific Reports, 2016, 6, 23914. 1.6 10

8604 Transcriptional and functional characterization of CD137L-dendritic cells identifies a novel dendritic
cell phenotype. Scientific Reports, 2016, 6, 29712. 1.6 10

8605 Comparative proteomic analysis of extracellular vesicles isolated from porcine adipose tissue-derived
mesenchymal stem/stromal cells. Scientific Reports, 2016, 6, 36120. 1.6 112

8606 Brain microbiota disruption within inflammatory demyelinating lesions in multiple sclerosis.
Scientific Reports, 2016, 6, 37344. 1.6 85

8607 EWSR 1/ ELF 5 induces acute myeloid leukemia by inhibiting p53/p21 pathway. Cancer Science, 2016, 107,
1745-1754. 1.7 17

8608 HE4 promotes collateral resistance to cisplatin and paclitaxel in ovarian cancer cells. Journal of
Ovarian Research, 2016, 9, 28. 1.3 54

8609 Intra-individual changes in DNA methylation not mediated by cell-type composition are correlated
with aging during childhood. Clinical Epigenetics, 2016, 8, 110. 1.8 17



476

Citation Report

# Article IF Citations

8610 Sternopygus macrurus electric organ transcriptome and cell size exhibit insensitivity to short-term
electrical inactivity. Journal of Physiology (Paris), 2016, 110, 233-244. 2.1 2

8611 Whole-genome sequencing of the endangered bovine species Gayal (Bos frontalis) provides new
insights into its genetic features. Scientific Reports, 2016, 6, 19787. 1.6 32

8612 Acetylome analysis reveals the involvement of lysine acetylation in diverse biological processes in
Phytophthora sojae. Scientific Reports, 2016, 6, 29897. 1.6 59

8613 Lipopolysaccharide treatment induces genome-wide pre-mRNA splicing pattern changes in mouse bone
marrow stromal stem cells. BMC Genomics, 2016, 17, 509. 1.2 7

8614 Identification of Differential Gene Expression Patterns after Acute Exposure to High and Low Doses of
Low-LET Ionizing Radiation in a Reconstituted Human Skin Tissue. Radiation Research, 2016, 186, 531. 0.7 18

8615 Identifying disease modules and components of viral infections based on multi-layer networks.
Science China Information Sciences, 2016, 59, 1. 2.7 14

8616 p53 Regulates Progenitor Cell Quiescence and Differentiation in the Airway. Cell Reports, 2016, 17,
2173-2182. 2.9 62

8617 Functional characterization of the 12p12.1 renal cancer-susceptibility locus implicates BHLHE41.
Nature Communications, 2016, 7, 12098. 5.8 30

8618 Quantitative secretomic analysis of pancreatic cancer cells in serum-containing conditioned medium.
Scientific Reports, 2016, 6, 37606. 1.6 39

8619 Mergeomics: multidimensional data integration to identify pathogenic perturbations to biological
systems. BMC Genomics, 2016, 17, 874. 1.2 106

8620 Transcriptomic analysis of instinctive and learned reward-related behaviors in honey bees. Journal of
Experimental Biology, 2016, 219, 3554-3561. 0.8 17

8621 Identfication of key miRNAs in pancreatitis using bioinformatics analysis of microarray data.
Molecular Medicine Reports, 2016, 14, 5451-5460. 1.1 8

8622 Local Cellular and Cytokine Cues in the Spleen Regulate In Situ T Cell Receptor Affinity, Function, and
Fate of CD8 + T Cells. Immunity, 2016, 45, 988-998. 6.6 25

8623 Shifting transcriptional machinery is required for long-term memory maintenance and modification in
Drosophila mushroom bodies. Nature Communications, 2016, 7, 13471. 5.8 65

8624 Sex-Specific Effects of Testosterone on the Sexually Dimorphic Transcriptome and Epigenome of
Embryonic Neural Stem/Progenitor Cells. Scientific Reports, 2016, 6, 36916. 1.6 41

8625 Inhibition of the nuclear export of p65 and IQCG in leukemogenesis by NUP98-IQCG. Frontiers of
Medicine, 2016, 10, 410-419. 1.5 5

8626 Monocyte-derived macrophages exhibit distinct and more restricted HIV-1 integration site repertoire
than CD4+ T cells. Scientific Reports, 2016, 6, 24157. 1.6 21

8627 Hsa-miR-137, hsa-miR-520e and hsa-miR-590-3p perform crucial roles in Lynch syndrome. Oncology
Letters, 2016, 12, 2011-2017. 0.8 11



477

Citation Report

# Article IF Citations

8628 Distinct features of H3K4me3 and H3K27me3 chromatin domains in pre-implantation embryos. Nature,
2016, 537, 558-562. 13.7 538

8629
Macrophage adaptation leads to parallel evolution of genetically diverse <i>Escherichia coli</i>
smallâ€•colony variants with increased fitness in vivo and antibiotic collateral sensitivity. Evolutionary
Applications, 2016, 9, 994-1004.

1.5 21

8630 NeuCode Proteomics Reveals Bap1 Regulation of Metabolism. Cell Reports, 2016, 16, 583-595. 2.9 57

8631 A High-Throughput Targeted Proteomic Approach for Comprehensive Profiling of
Methylglyoxal-Induced Perturbations of the Human Kinome. Analytical Chemistry, 2016, 88, 9773-9779. 3.2 23

8632 A proteomic analysis of chondrogenic, osteogenic and tenogenic constructs from ageing
mesenchymal stem cells. Stem Cell Research and Therapy, 2016, 7, 133. 2.4 24

8633 Comparative analysis of housekeeping and tissue-specific driver nodes in human protein interaction
networks. BMC Bioinformatics, 2016, 17, 358. 1.2 14

8634
Rewiring cellular metabolism via the AKT/mTOR pathway contributes to host defence against
<i>Mycobacterium tuberculosis</i> in human and murine cells. European Journal of Immunology, 2016,
46, 2574-2586.

1.6 118

8635 Overexpression of Interleukin-4 in the Thyroid of Transgenic Mice Upregulates the Expression
of<i>Duox1</i>and the Anion Transporter Pendrin. Thyroid, 2016, 26, 1499-1512. 2.4 15

8636 Corrected Genome Annotations Reveal Gene Loss and Antibiotic Resistance as Drivers in the Fitness
Evolution of Salmonella enterica Serovar Typhimurium. Journal of Bacteriology, 2016, 198, 3152-3161. 1.0 13

8637 MIST1 Links Secretion and Stress as both Target and Regulator of the Unfolded Protein Response.
Molecular and Cellular Biology, 2016, 36, 2931-2944. 1.1 33

8638 mRNA expression profile of mouse oligodendrocytes in inflammatory conditions. Doklady
Biochemistry and Biophysics, 2016, 469, 264-268. 0.3 1

8639 Correlation-based iterative clustering methods for time course data: The identification of temporal
gene response modules for influenza infection in humans. Infectious Disease Modelling, 2016, 1, 28-39. 1.2 12

8640
Spermatozoa from infertile patients exhibit differences of DNA methylation associated with
spermatogenesis-related processes: an array-based analysis. Reproductive BioMedicine Online, 2016, 33,
709-719.

1.1 40

8641 Novel Insights into Chromosome Evolution in Birds, Archosaurs, and Reptiles. Genome Biology and
Evolution, 2016, 8, 2442-2451. 1.1 66

8642 Analysis of<i>C. elegans</i>muscle transcriptome using trans-splicing-based RNA tagging (SRT).
Nucleic Acids Research, 2016, 44, gkw734. 6.5 19

8643 Mutations in Human Accelerated Regions Disrupt Cognition and Social Behavior. Cell, 2016, 167,
341-354.e12. 13.5 280

8644 End Sequence Analysis Toolkit (ESAT) expands the extractable information from single-cell RNA-seq
data. Genome Research, 2016, 26, 1397-1410. 2.4 63

8645 Tissue enrichment analysis for C. elegans genomics. BMC Bioinformatics, 2016, 17, 366. 1.2 155



478

Citation Report

# Article IF Citations

8646 Gene expression profiling analysis of MENX-associated rat pituitary adenomas contributes to
understand molecular mechanisms of human pituitary adenomas. Oncology Letters, 2016, 11, 125-133. 0.8 9

8647 Calpain Activity Is Essential for ATP-Driven Unconventional Vesicle-Mediated Protein Secretion and
Inflammasome Activation in Human Macrophages. Journal of Immunology, 2016, 197, 3315-3325. 0.4 49

8648
Enrichment of Metabolite-Binding Proteins by Affinity Elution in Tandem Hydrophobic Interaction
Chromatography (AETHIC) Reveals RKIP Regulating ERK Signaling in an ATP-Dependent Manner. Journal
of Proteome Research, 2016, 15, 3574-3584.

1.8 2

8649 Coordinate redeployment of PRC1 proteins suppresses tumor formation during Drosophila
development. Nature Genetics, 2016, 48, 1436-1442. 9.4 70

8650 Clinical Response of a Patient to Antiâ€“PD-1 Immunotherapy and the Immune Landscape of Testicular
Germ Cell Tumors. Cancer Immunology Research, 2016, 4, 903-909. 1.6 45

8651 Positive Selection Linked with Generation of Novel Mammalian Dentition Patterns. Genome Biology
and Evolution, 2016, 8, 2748-2759. 1.1 9

8652 Integrative Genomic Analysis Identifies the Core Transcriptional Hallmarks of Human Hepatocellular
Carcinoma. Cancer Research, 2016, 76, 6374-6381. 0.4 48

8653 Polycomb-dependent epigenetic landscape in adult T-cell leukemia. Blood, 2016, 127, 1790-1802. 0.6 135

8654 The Role of BDNF in Age-Dependent Changes of Excitatory and Inhibitory Synaptic Markers in the
Human Prefrontal Cortex. Neuropsychopharmacology, 2016, 41, 3080-3091. 2.8 74

8655 TNIP2 is a Hub Protein in the NF-ÎºB Network with Both Protein and RNA Mediated Interactions.
Molecular and Cellular Proteomics, 2016, 15, 3435-3449. 2.5 27

8656 Reactive Oxygen Speciesâ€“Associated Molecular Signature Predicts Survival in Patients with Sepsis.
Pulmonary Circulation, 2016, 6, 196-201. 0.8 25

8657 mTAIL-seq reveals dynamic poly(A) tail regulation in oocyte-to-embryo development. Genes and
Development, 2016, 30, 1671-1682. 2.7 146

8658 An integrative approach predicted co-expression sub-networks regulating properties of stem cells and
differentiation. Computational Biology and Chemistry, 2016, 64, 250-262. 1.1 16

8659 Contextual fear conditioning induces differential alternative splicing. Neurobiology of Learning and
Memory, 2016, 134, 221-235. 1.0 28

8660 Drug Resistance in Colorectal Cancer Cell Lines is Partially Associated with Aneuploidy Status in
Light of Profiling Gene Expression. Journal of Proteome Research, 2016, 15, 4047-4059. 1.8 14

8661 Evaluation and Application of Dimethylated Amino Acids as Isobaric Tags for Quantitative Proteomics
of the TGF-Î²/Smad3 Signaling Pathway. Journal of Proteome Research, 2016, 15, 3420-3431. 1.8 18

8662 Expression Profiling Elucidates a Molecular Gene Signature for Pulmonary Hypertension in
Sarcoidosis. Pulmonary Circulation, 2016, 6, 465-471. 0.8 10

8663
Pleiotropic effect of thyroid hormones on gene expression in fish as exemplified from the blue bream
Ballerus ballerus (Cyprinidae): Results of transcriptomic analysis. Doklady Biochemistry and
Biophysics, 2016, 467, 124-127.

0.3 10



479

Citation Report

# Article IF Citations

8664 Study on material base and action mechanism of compound Danshen dripping pills for treatment of
atherosclerosis based on modularity analysis. Journal of Ethnopharmacology, 2016, 193, 36-44. 2.0 17

8665 <i>In vitro</i>maturation alters gene expression in bovine oocytes. Zygote, 2016, 24, 624-633. 0.5 20

8666 Responses of bovine early embryos to S-adenosyl methionine supplementation in culture. Epigenomics,
2016, 8, 1039-1060. 1.0 18

8667 Mechanical Stretching Promotes Skin Tissue Regeneration via Enhancing Mesenchymal Stem Cell
Homing and Transdifferentiation. Stem Cells Translational Medicine, 2016, 5, 960-969. 1.6 47

8668 The changes of gene expression profiling between segmental vitiligo, generalized vitiligo and healthy
individual. Journal of Dermatological Science, 2016, 84, 40-49. 1.0 23

8669 Global deceleration of gene evolution following recent genome hybridizations in fungi. Genome
Research, 2016, 26, 1081-1090. 2.4 29

8670 Genomic Effect of Triclosan on the Fetal Hypothalamus: Evidence for Altered Neuropeptide
Regulation. Endocrinology, 2016, 157, 2686-2697. 1.4 15

8671 Quantitative mass spectrometry-based multiplexing compares the abundance of 5000 S. cerevisiae
proteins across 10 carbon sources. Journal of Proteomics, 2016, 148, 85-93. 1.2 173

8672 Patient Mutations of the Intellectual Disability Gene KDM5C Downregulate Netrin G2 and Suppress
Neurite Growth in Neuro2a Cells. Journal of Molecular Neuroscience, 2016, 60, 33-45. 1.1 20

8673 Locus- and cell type-specific epigenetic switching during cellular differentiation in mammals.
Frontiers in Biology, 2016, 11, 311-322. 0.7 6

8674 Identification of key target genes and pathways in laryngeal carcinoma. Oncology Letters, 2016, 12,
1279-1286. 0.8 7

8675
Transcriptome sequencing reveals that LPS-triggered transcriptional responses in established
microglia BV2 cell lines are poorly representative of primary microglia. Journal of
Neuroinflammation, 2016, 13, 182.

3.1 104

8676 Epigenetic Plasticity Drives Adipogenic and Osteogenic Differentiation of Marrow-derived
Mesenchymal Stem Cells. Journal of Biological Chemistry, 2016, 291, 17829-17847. 1.6 150

8677 A comprehensive transcriptional map of primate brain development. Nature, 2016, 535, 367-375. 13.7 341

8678 Histone deacetylase inhibitor induces cell apoptosis and cycle arrest in lung cancer cells via
mitochondrial injury and p53 up-acetylation. Cell Biology and Toxicology, 2016, 32, 469-482. 2.4 81

8679 Deregulation of miRNA-181c potentially contributes to the pathogenesis of AD by targeting collapsin
response mediator protein 2 in mice. Journal of the Neurological Sciences, 2016, 367, 3-10. 0.3 25

8680 Male-lineage transmission of an acquired metabolic phenotype induced by grand-paternal obesity.
Molecular Metabolism, 2016, 5, 699-708. 3.0 154

8681
Genome-wide placental DNA methylation analysis of severely growth-discordant monochorionic
twins reveals novel epigenetic targets for intrauterine growth restriction. Clinical Epigenetics, 2016,
8, 70.

1.8 51



480

Citation Report

# Article IF Citations

8682 Inferring active regulatory networks from gene expression data using a combination of prior
knowledge and enrichment analysis. BMC Bioinformatics, 2016, 17, 181. 1.2 30

8683 The transcription factor, Nuclear factor, erythroid 2 (Nfe2), is a regulator of the oxidative stress
response during Danio rerio development. Aquatic Toxicology, 2016, 180, 141-154. 1.9 13

8684
Activation of the pro-migratory bone morphogenetic protein receptor 1B gene in human MDA-MB-468
triple-negative breast cancer cells that over-express CYP2J2. International Journal of Biochemistry and
Cell Biology, 2016, 80, 173-178.

1.2 10

8685 A Mouse Model of Hyperproliferative Human Epithelium Validated by Keratin Profiling Shows an
Aberrant Cytoskeletal Response to Injury. EBioMedicine, 2016, 9, 314-323. 2.7 27

8686 Deciphering the cross-talking of human competitive endogenous RNAs in K562 chronic myelogenous
leukemia cell line. Molecular BioSystems, 2016, 12, 3633-3642. 2.9 4

8687 Widespread brain transcriptome alterations underlie the neuroprotective actions of dietary saffron.
Journal of Neurochemistry, 2016, 139, 858-871. 2.1 14

8688 Skin Adipocyte Stem Cell Self-Renewal Is Regulated by a PDGFA/AKT-Signaling Axis. Cell Stem Cell, 2016,
19, 738-751. 5.2 105

8689 Differentiation of human embryonic stem cells to HOXA+ hemogenic vasculature that resembles the
aorta-gonad-mesonephros. Nature Biotechnology, 2016, 34, 1168-1179. 9.4 150

8690 Antibiotic-mediated gut microbiome perturbation accelerates development of type 1 diabetes in mice.
Nature Microbiology, 2016, 1, 16140. 5.9 275

8691 Discovery of candidate tumor biomarkers for treatment with intraperitoneal chemotherapy for
ovarian cancer. Scientific Reports, 2016, 6, 21591. 1.6 18

8692 Proteomics analysis of human tears from aqueous-deficient and evaporative dry eye patients.
Scientific Reports, 2016, 6, 29629. 1.6 98

8693 A cross-species bi-clustering approach to identifying conserved co-regulated genes. Bioinformatics,
2016, 32, i137-i146. 1.8 9

8694 Gene Expression Analysis Through Network Biology: Bioinformatics Approaches. Advances in
Biochemical Engineering/Biotechnology, 2016, 160, 15-32. 0.6 2

8695 Stem cell and neurogenic gene-expression profiles link prostate basal cells to aggressive prostate
cancer. Nature Communications, 2016, 7, 10798. 5.8 166

8696 Cell freezing protocol suitable for ATAC-Seq on motor neurons derived from human induced
pluripotent stem cells. Scientific Reports, 2016, 6, 25474. 1.6 49

8697 Proteomic characterization of neuromelanin granules isolated from human substantia nigra by
laser-microdissection. Scientific Reports, 2016, 6, 37139. 1.6 35

8698
Hyperactivation of the Insulin Signaling Pathway Improves Intracellular Proteostasis by Coordinately
Up-regulating the Proteostatic Machinery in Adipocytes. Journal of Biological Chemistry, 2016, 291,
25629-25640.

1.6 15

8699 Macrophage Proliferation Sustains Adipose Tissue Inflammation in Formerly Obese Mice. Diabetes, 2017,
66, 392-406. 0.3 111



481

Citation Report

# Article IF Citations

8700
Quantitative Identification of Compoundâ€•Dependent Onâ€•Modules and Differential Allosteric Modules
From Homologous Ischemic Networks. CPT: Pharmacometrics and Systems Pharmacology, 2016, 5,
575-584.

1.3 9

8701 Î²-Glucan Reverses the Epigenetic State of LPS-Induced Immunological Tolerance. Cell, 2016, 167,
1354-1368.e14. 13.5 467

8702 CD8 + T Cells from Human Neonates Are Biased toward an Innate Immune Response. Cell Reports, 2016,
17, 2151-2160. 2.9 64

8703 Epigenomic Deconvolution of Breast Tumors Reveals Metabolic Coupling between Constituent Cell
Types. Cell Reports, 2016, 17, 2075-2086. 2.9 84

8704 Pancreatic Inflammation Redirects Acinar to Î² Cell Reprogramming. Cell Reports, 2016, 17, 2028-2041. 2.9 24

8705
Proteomic analysis and translational perspective of hepatocellular carcinoma: Identification of
diagnostic protein biomarkers by an oncoâ€•proteogenomics approach. Kaohsiung Journal of Medical
Sciences, 2016, 32, 535-544.

0.8 15

8706 Generation and characterization of rat liver stem cell lines and their engraftment in a rat model of
liver failure. Scientific Reports, 2016, 6, 22154. 1.6 50

8707
Transcriptome sequencing reveals e-cigarette vapor and mainstream-smoke from tobacco cigarettes
activate different gene expression profiles in human bronchial epithelial cells. Scientific Reports,
2016, 6, 23984.

1.6 72

8708 Transcriptome analysis of Arabidopsis mutants suggests a crosstalk between ABA, ethylene and GSH
against combined cold and osmotic stress. Scientific Reports, 2016, 6, 36867. 1.6 32

8709 Increased expression of proenkephalin and prodynorphin mRNAs in the nucleus accumbens of
compulsive methamphetamine taking rats. Scientific Reports, 2016, 6, 37002. 1.6 22

8710 Mammalian comparative genomics reveals genetic and epigenetic features associated with genome
reshuffling in Rodentia. Genome Biology and Evolution, 2016, 8, evw276. 1.1 21

8711 CisMapper: predicting regulatory interactions from transcription factor ChIP-seq data. Nucleic Acids
Research, 2016, 45, gkw956. 6.5 23

8712 Australian black field crickets show changes in neural gene expression associated with
socially-induced morphological, life-history, and behavioral plasticity. BMC Genomics, 2016, 17, 827. 1.2 13

8713 Fetal Exposure to Low Levels of the Plasticizer DEHP Predisposes the Adult Male Adrenal Gland for
Endocrine Disruption. Endocrinology, 2017, 158, en.2016-1604. 1.4 11

8714 <i>Setd5</i>is essential for mammalian development and co-transcriptional regulation of histone
acetylation. Development (Cambridge), 2016, 143, 4595-4607. 1.2 54

8715 RNASET2 silencing affects miRNAs and target gene expression pattern in a human ovarian cancer cell
model. International Journal of Oncology, 2016, 49, 2637-2646. 1.4 3

8716 A novel model for identification of prognostic indicator for clinical outcome of squamous cell lung
carcinoma. Tumor Biology, 2016, 37, 15873-15881. 0.8 0

8717 Dynamically reorganized chromatin is the key for the reprogramming of somatic cells to pluripotent
cells. Scientific Reports, 2016, 5, 17691. 1.6 20



482

Citation Report

# Article IF Citations

8718 Novel role of Vav1-Rac1 pathway in actin cytoskeleton regulation in interleukin-13-induced minimal
change-like nephropathy. Clinical Science, 2016, 130, 2317-2327. 1.8 8

8719 Immediate-early alcohol-responsive miRNA expression in <i>Drosophila</i>. Journal of Neurogenetics,
2016, 30, 195-204. 0.6 10

8720 Epigenetic regulation of intestinal stem cells by Tet1-mediated DNA hydroxymethylation. Genes and
Development, 2016, 30, 2433-2442. 2.7 46

8721 Identification of more objective biomarkers for Blood-Stasis syndrome diagnosis. BMC Complementary
and Alternative Medicine, 2016, 16, 371. 3.7 31

8722
Tumor immune microenvironment characterization in clear cell renal cell carcinoma identifies
prognostic and immunotherapeutically relevant messenger RNA signatures. Genome Biology, 2016, 17,
231.

3.8 746

8723 Distinct Sets of lncRNAs are Differentially Modulated after Exposure to High and Low Doses of X
Rays. Radiation Research, 2016, 186, 549. 0.7 6

8724 Identification of molecular pathway changes after spinal cord injury by microarray analysis. Journal
of Orthopaedic Surgery and Research, 2016, 11, 101. 0.9 17

8725
Deletion of the transcriptional coactivator PGC1Î± in skeletal muscles is associated with reduced
expression of genes related to oxidative muscle function. Biochemical and Biophysical Research
Communications, 2016, 481, 251-258.

1.0 12

8726 5-Methylcytosine (5mC) and 5-Hydroxymethylcytosine (5hmC) Enhance the DNA Binding of CREB1 to the
C/EBP Half-Site Tetranucleotide GCAA. Biochemistry, 2016, 55, 6940-6948. 1.2 21

8727 Control of mitochondrial function and cell growth by the atypical cadherin Fat1. Nature, 2016, 539,
575-578. 13.7 52

8728 An interactive web-based application for Comprehensive Analysis of RNAi-screen Data. Nature
Communications, 2016, 7, 10578. 5.8 13

8729 Genome-wide assessment of differential translations with ribosome profiling data. Nature
Communications, 2016, 7, 11194. 5.8 179

8730 Genome-Wide Transcriptome and Binding Sites Analyses Identify Early FOX Expressions for Enhancing
Cardiomyogenesis Efficiency of hESC Cultures. Scientific Reports, 2016, 6, 31068. 1.6 8

8731 The Seminal fluid proteome of the polyandrous Red junglefowl offers insights into the molecular
basis of fertility, reproductive ageing and domestication. Scientific Reports, 2016, 6, 35864. 1.6 41

8732
Constitutive cyclic GMP accumulation in Arabidopsis thaliana compromises systemic acquired
resistance induced by an avirulent pathogen by modulating local signals. Scientific Reports, 2016, 6,
36423.

1.6 27

8733 How well can morphology assess cell death modality? A proteomics study. Cell Death Discovery, 2016,
2, 16068. 2.0 6

8734 Clinicopathological Analysis and Multipronged Quantitative Proteomics Reveal Oxidative Stress and
Cytoskeletal Proteins as Possible Markers for Severe Vivax Malaria. Scientific Reports, 2016, 6, 24557. 1.6 31

8735 Regulation of Transcription Factor Yin Yang 1 by SET7/9-mediated Lysine Methylation. Scientific
Reports, 2016, 6, 21718. 1.6 29



483

Citation Report

# Article IF Citations

8736 Roles of Distal and Genic Methylation in the Development of Prostate Tumorigenesis Revealed by
Genome-wide DNA Methylation Analysis. Scientific Reports, 2016, 6, 22051. 1.6 19

8737 Bacterial regulon modeling and prediction based on systematic cis regulatory motif analyses.
Scientific Reports, 2016, 6, 23030. 1.6 25

8738 Genomic analyses identify recurrent MEF2D fusions in acute lymphoblastic leukaemia. Nature
Communications, 2016, 7, 13331. 5.8 218

8739 Tracking Cancer Genetic Evolution using OncoTrack. Scientific Reports, 2016, 6, 29647. 1.6 5

8740 REST is a hypoxia-responsive transcriptional repressor. Scientific Reports, 2016, 6, 31355. 1.6 60

8741 Quantitative Persulfide Site Identification (qPerS-SID) Reveals Protein Targets of H2S Releasing
Donors in Mammalian Cells. Scientific Reports, 2016, 6, 29808. 1.6 74

8742 Genome-Wide Analysis and Functional Characterization of the Polyadenylation Site in Pigs Using
RNAseq Data. Scientific Reports, 2016, 6, 36388. 1.6 9

8743 Synergistically acting agonists and antagonists of G proteinâ€“coupled receptors prevent
photoreceptor cell degeneration. Science Signaling, 2016, 9, ra74. 1.6 33

8744 Chromosomal inversions and ecotypic differentiation in <i>Anopheles gambiae</i>: the perspective
from wholeâ€•genome sequencing. Molecular Ecology, 2016, 25, 5889-5906. 2.0 35

8745 Ras and TGF-Î² signaling enhance cancer progression by promoting the Î”Np63 transcriptional program.
Science Signaling, 2016, 9, ra84. 1.6 33

8746 Inhibition of ileal bile acid uptake protects against nonalcoholic fatty liver disease in high-fat
dietâ€“fed mice. Science Translational Medicine, 2016, 8, 357ra122. 5.8 160

8747 Human Microbiome <i>Fusobacterium Nucleatum</i> in Esophageal Cancer Tissue Is Associated with
Prognosis. Clinical Cancer Research, 2016, 22, 5574-5581. 3.2 322

8748 Subtelomeric Copy Number Variations: The Importance of 4p/4q Deletions in Patients with Congenital
Anomalies and Developmental Disability. Cytogenetic and Genome Research, 2016, 149, 241-246. 0.6 6

8749 SCOUP: a probabilistic model based on the Ornsteinâ€“Uhlenbeck process to analyze single-cell
expression data during differentiation. BMC Bioinformatics, 2016, 17, 232. 1.2 50

8750 Characterization of Phenotypic and Transcriptional Differences in Human Pluripotent Stem Cells
under 2D and 3D Culture Conditions. Advanced Healthcare Materials, 2016, 5, 2951-2958. 3.9 32

8751 Nonâ€•canonical expression patterns and evolutionary rates of sexâ€•biased genes in a seasonal fish.
Molecular Reproduction and Development, 2016, 83, 1102-1115. 1.0 13

8752 A Web Resource on Skeletal Muscle Transcriptome of Primates. Lecture Notes in Computer Science,
2016, , 273-284. 1.0 1

8753 Vitamin D Promotes Protein Homeostasis and Longevity via the Stress Response Pathway Genes skn-1,
ire-1, and xbp-1. Cell Reports, 2016, 17, 1227-1237. 2.9 65



484

Citation Report

# Article IF Citations

8754 Ubiquitin-specific Protease-7 Inhibition Impairs Tip60-dependent Foxp3 + T-regulatory Cell Function and
Promotes Antitumor Immunity. EBioMedicine, 2016, 13, 99-112. 2.7 86

8755 Cajal bodies are linked to genome conformation. Nature Communications, 2016, 7, 10966. 5.8 127

8756 Genome-culture coevolution promotes rapid divergence of killer whale ecotypes. Nature
Communications, 2016, 7, 11693. 5.8 222

8757 RNA-binding protein CPEB1 remodels host and viral RNA landscapes. Nature Structural and Molecular
Biology, 2016, 23, 1101-1110. 3.6 40

8758 Gene expression profiling of white adipose tissue reveals paternal transmission of proneness to
obesity. Scientific Reports, 2016, 6, 21693. 1.6 8

8759 Identification of circulating microRNAs during the liver neoplastic process in a murine model of
hereditary tyrosinemia type 1. Scientific Reports, 2016, 6, 27464. 1.6 3

8760 GeLC-MS-based proteomics of Chromobacterium violaceum: comparison of proteome changes elicited
by hydrogen peroxide. Scientific Reports, 2016, 6, 28174. 1.6 5

8761 Chromatin remodeling during the in vivo glial differentiation in early Drosophila embryos. Scientific
Reports, 2016, 6, 33422. 1.6 10

8762 RNA-binding profiles of <i>Drosophila</i> CPEB proteins Orb and Orb2. Proceedings of the National
Academy of Sciences of the United States of America, 2016, 113, E7030-E7038. 3.3 49

8763 Genetic architecture of natural variation in visual senescence in <i>Drosophila</i>. Proceedings of
the National Academy of Sciences of the United States of America, 2016, 113, E6620-E6629. 3.3 46

8764 Lentiviral hematopoietic stem cell gene therapy for X-linked severe combined immunodeficiency.
Science Translational Medicine, 2016, 8, 335ra57. 5.8 229

8765
TGFÎ²-induced switch from adipogenic to osteogenic differentiation of human mesenchymal stem cells:
identification of drug targets for prevention of fat cell differentiation. Stem Cell Research and
Therapy, 2016, 7, 123.

2.4 56

8766 Analysis of the molecular mechanism of osteosarcoma using a bioinformatics approach. Oncology
Letters, 2016, 12, 3075-3080. 0.8 13

8767 Big Data Analytics in Genomics. , 2016, , . 7

8768 ATF7IP-Mediated Stabilization of the Histone Methyltransferase SETDB1 Is Essential for
Heterochromatin Formation by the HUSH Complex. Cell Reports, 2016, 17, 653-659. 2.9 94

8769 A Gata2-Dependent Transcription Network Regulates Uterine Progesterone Responsiveness and
Endometrial Function. Cell Reports, 2016, 17, 1414-1425. 2.9 65

8770 Liver ubiquitome uncovers nutrient-stress-mediated trafficking and secretion of complement C3. Cell
Death and Disease, 2016, 7, e2411-e2411. 2.7 4

8771 LEGO: a novel method for gene set over-representation analysis by incorporating network-based gene
weights. Scientific Reports, 2016, 6, 18871. 1.6 37



485

Citation Report

# Article IF Citations

8772 Spatiotemporal transcriptome provides insights into early fruit development of tomato (Solanum) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 742 Td (lycopersicum). Scientific Reports, 2016, 6, 23173.1.6 39

8773 Childhood gene-environment interactions and age-dependent effects of genetic variants associated
with refractive error and myopia: The CREAM Consortium. Scientific Reports, 2016, 6, 25853. 1.6 80

8774 Interplay between hepatic mitochondria-associated membranes, lipid metabolism and caveolin-1 in mice.
Scientific Reports, 2016, 6, 27351. 1.6 131

8775 Pleiotropic roles of the matricellular protein Sparc in tendon maturation and ageing. Scientific
Reports, 2016, 6, 32635. 1.6 42

8776 HIPSTR and thousands of lncRNAs are heterogeneously expressed in human embryos, primordial germ
cells and stable cell lines. Scientific Reports, 2016, 6, 32753. 1.6 35

8777 Enhanced T cell responses to IL-6 in type 1 diabetes are associated with early clinical disease and
increased IL-6 receptor expression. Science Translational Medicine, 2016, 8, 356ra119. 5.8 82

8778 Identification of key player genes in gene regulatory networks. BMC Systems Biology, 2016, 10, 88. 3.0 32

8779 Identification of candidate genes for myeloma-induced osteocyte death based on microarray data.
Journal of Orthopaedic Surgery and Research, 2016, 11, 81. 0.9 3

8780
Pro-adhesive phenotype of normal endothelial cells responding to metastatic breast cancer cell
conditioned medium is linked to NFÎºB-mediated transcriptomic regulation. International Journal of
Oncology, 2016, 49, 2173-2185.

1.4 5

8781 Effects of ADMA on gene expression and metabolism in serum-starved LoVo cells. Scientific Reports,
2016, 6, 25892. 1.6 16

8782 Applications of Systems Biology to Improve Pig Health. , 2016, , 33-59. 0

8783
The gene expression profile of non-cultured, highly purified human adipose tissue pericytes:
Transcriptomic evidence that pericytes are stem cells in human adipose tissue. Experimental Cell
Research, 2016, 349, 239-254.

1.2 19

8784
ZIKA virus elicits P53 activation and genotoxic stress in human neural progenitors similar to
mutations involved in severe forms of genetic microcephaly and p53. Cell Death and Disease, 2016, 7,
e2440-e2440.

2.7 88

8785 The severity of hereditary porphyria is modulated by the porphyrin exporter and Lan antigen ABCB6.
Nature Communications, 2016, 7, 12353. 5.8 37

8786 Polycomb Group Protein Pcgf6 Acts as a Master Regulator to Maintain Embryonic Stem Cell Identity.
Scientific Reports, 2016, 6, 26899. 1.6 28

8787 RNA sequencing from neural ensembles activated during fear conditioning in the mouse temporal
association cortex. Scientific Reports, 2016, 6, 31753. 1.6 28

8788 MiR-146b negatively regulates migration and delays progression of T-cell acute lymphoblastic leukemia.
Scientific Reports, 2016, 6, 31894. 1.6 38

8789 Systems Pharmacology Dissection of the Integrated Treatment for Cardiovascular and
Gastrointestinal Disorders by Traditional Chinese Medicine. Scientific Reports, 2016, 6, 32400. 1.6 48



486

Citation Report

# Article IF Citations

8790 Progressive muscle proteome changes in a clinically relevant pig model of Duchenne muscular
dystrophy. Scientific Reports, 2016, 6, 33362. 1.6 60

8791
ALTERED MERISTEM PROGRAM1 has conflicting effects on the tolerance to heat shock and symptom
development after Pseudomonas syringae infection. Biochemical and Biophysical Research
Communications, 2016, 480, 296-301.

1.0 2

8792 Integrated computational approach to the analysis of RNA-seq data reveals new transcriptional
regulators of psoriasis. Experimental and Molecular Medicine, 2016, 48, e268-e268. 3.2 19

8793 Prolonged sleep restriction induces changes in pathways involved in cholesterol metabolism and
inflammatory responses. Scientific Reports, 2016, 6, 24828. 1.6 72

8794 An Integrated Human/Murine Transcriptome and Pathway Approach To Identify Prenatal Treatments
For Down Syndrome. Scientific Reports, 2016, 6, 32353. 1.6 65

8795 Parental vitamin deficiency affects the embryonic gene expression of immune-, lipid transport- and
apolipoprotein genes. Scientific Reports, 2016, 6, 34535. 1.6 37

8796 Red raspberry decreases heart biomarkers of cardiac remodeling associated with oxidative and
inflammatory stress in obese diabetic db/db mice. Food and Function, 2016, 7, 4944-4955. 2.1 38

8797 A Novel Role for Pyruvate Kinase M2 as a Corepressor for P53 during the DNA Damage Response in
Human Tumor Cells. Journal of Biological Chemistry, 2016, 291, 26138-26150. 1.6 29

8798 Autophagy flux in CA1 neurons of Alzheimer hippocampus: Increased induction overburdens failing
lysosomes to propel neuritic dystrophy. Autophagy, 2016, 12, 2467-2483. 4.3 252

8799 ARID3B: a Novel Regulator of the Kaposi's Sarcoma-Associated Herpesvirus Lytic Cycle. Journal of
Virology, 2016, 90, 9543-9555. 1.5 10

8800 Twenty-six circulating antigens and two novel diagnostic candidate molecules identified in the serum
of canines with experimental acute toxoplasmosis. Parasites and Vectors, 2016, 9, 374. 1.0 10

8801 Possible molecular mechanism underlying cadmium-induced circadian rhythms disruption in
zebrafish. Biochemical and Biophysical Research Communications, 2016, 481, 201-205. 1.0 21

8802 Cells Respond to Distinct Nanoparticle Properties with Multiple Strategies As Revealed by Single-Cell
RNA-Seq. ACS Nano, 2016, 10, 10173-10185. 7.3 21

8803 Canonical Notch signaling plays an instructive role in auditory supporting cell development.
Scientific Reports, 2016, 6, 19484. 1.6 29

8804
Comparative transcriptomic profiling of hydrogen peroxide signaling networks in zebrafish and
human keratinocytes: Implications toward conservation, migration and wound healing. Scientific
Reports, 2016, 6, 20328.

1.6 51

8805 HMGB4 is expressed by neuronal cells and affects the expression of genes involved in neural
differentiation. Scientific Reports, 2016, 6, 32960. 1.6 14

8806 To Unveil the Molecular Mechanisms of Qi and Blood through Systems Biology-Based Investigation
into Si-Jun-Zi-Tang and Si-Wu-Tang formulae. Scientific Reports, 2016, 6, 34328. 1.6 24

8807 Systems-biology dissection of mechanisms and chemical basis of herbal formula in treating chronic
myocardial ischemia. Pharmacological Research, 2016, 114, 196-208. 3.1 31



487

Citation Report

# Article IF Citations

8808 Direct reprogramming of fibroblasts into renal tubular epithelial cells by defined transcription
factors. Nature Cell Biology, 2016, 18, 1269-1280. 4.6 113

8809 Integrative analysis of cancer genes in a functional interactome. Scientific Reports, 2016, 6, 29228. 1.6 6

8810 Identify signature regulatory network for glioblastoma prognosis by integrative mRNA and miRNA
coâ€•expression analysis. IET Systems Biology, 2016, 10, 244-251. 0.8 22

8811 Entropy-based divergent and convergent modular pattern reveals additive and synergistic
anticerebral ischemia mechanisms. Experimental Biology and Medicine, 2016, 241, 2063-2074. 1.1 12

8812 Comparison of carnivore, omnivore, and herbivore mammalian genomes with a new leopard assembly.
Genome Biology, 2016, 17, 211. 3.8 101

8813 Identification of a RAI1-associated disease network through integration of exome sequencing,
transcriptomics, and 3D genomics. Genome Medicine, 2016, 8, 105. 3.6 20

8814 Systematic protein-protein interaction and pathway analyses in the idiopathic inflammatory
myopathies. Arthritis Research and Therapy, 2016, 18, 156. 1.6 4

8815 Mycolactone subverts immunity by selectively blocking the Sec61 translocon. Journal of Experimental
Medicine, 2016, 213, 2885-2896. 4.2 101

8816 The stepwise evolution of the exome during acquisition of docetaxel resistance in breast cancer
cells. BMC Genomics, 2016, 17, 442. 1.2 25

8817 Transcriptional and cellular effects of Non-Steroidal Anti-Inflammatory Drugs (NSAIDs) in
experimentally exposed mussels, Mytilus galloprovincialis. Aquatic Toxicology, 2016, 180, 306-319. 1.9 42

8818 Autophagy deficient melanocytes display a senescence associated secretory phenotype that includes
oxidized lipid mediators. International Journal of Biochemistry and Cell Biology, 2016, 81, 375-382. 1.2 46

8819 Gene Function Prediction Based on Developmental Transcriptomes of the Two Sexes in C.Â elegans. Cell
Reports, 2016, 17, 917-928. 2.9 30

8820 Toxicogenomic Assessment of 6-OH-BDE47-Induced Developmental Toxicity in Chicken Embryos.
Environmental Science &amp; Technology, 2016, 50, 12493-12503. 4.6 17

8821 SURVIV for survival analysis of mRNA isoform variation. Nature Communications, 2016, 7, 11548. 5.8 85

8822 Endothelial to mesenchymal transition is common in atherosclerotic lesions and is associated with
plaque instability. Nature Communications, 2016, 7, 11853. 5.8 406

8823 Non-coding RNAs profiling in head and neck cancers. Npj Genomic Medicine, 2016, 1, 15004. 1.7 21

8824 Acute Exposure to Tris(1,3-dichloro-2-propyl) Phosphate (TDCIPP) Causes Hepatic Inflammation and
Leads to Hepatotoxicity in Zebrafish. Scientific Reports, 2016, 6, 19045. 1.6 45

8825 Differentially expressed lncRNAs and mRNAs identified by microarray analysis in GBS patients vs
healthy controls. Scientific Reports, 2016, 6, 21819. 1.6 15



488

Citation Report

# Article IF Citations

8826 Cellular responses to HSV-1 infection are linked to specific types of alterations in the host
transcriptome. Scientific Reports, 2016, 6, 28075. 1.6 61

8827 Genome-wide analysis of HIF-2Î± chromatin binding sites under normoxia in human bronchial epithelial
cells (BEAS-2B) suggests its diverse functions. Scientific Reports, 2016, 6, 29311. 1.6 11

8828 Trophoblastic debris modifies endothelial cell transcriptome in vitro: a mechanism by which fetal
cells might control maternal responses to pregnancy. Scientific Reports, 2016, 6, 30632. 1.6 18

8829 Identification of DNA methylation changes associated with disease progression in subchondral bone
with site-matched cartilage in knee osteoarthritis. Scientific Reports, 2016, 6, 34460. 1.6 33

8830 Genome-wide analysis of alternative splicing during human heart development. Scientific Reports,
2016, 6, 35520. 1.6 29

8831 Mechanistic evaluation and transcriptional signature of a glutathione S-transferase omega 1
inhibitor. Nature Communications, 2016, 7, 13084. 5.8 53

8832 RYR2, PTDSS1 and AREG genes are implicated in a Lebanese population-based study of copy number
variation in autism. Scientific Reports, 2016, 6, 19088. 1.6 27

8833 Modeling Doxorubicin-Induced Cardiotoxicity in Human Pluripotent Stem Cell
Derived-Cardiomyocytes. Scientific Reports, 2016, 6, 25333. 1.6 130

8834 Identifying novel genes and chemicals related to nasopharyngeal cancer in a heterogeneous network.
Scientific Reports, 2016, 6, 25515. 1.6 8

8835 Genetic architecture dissection by genome-wide association analysis reveals avian eggshell
ultrastructure traits. Scientific Reports, 2016, 6, 28836. 1.6 12

8836 Screening differential circular RNA expression profiles reveals the regulatory role of
circTCF25-miR-103a-3p/miR-107-CDK6 pathway in bladder carcinoma. Scientific Reports, 2016, 6, 30919. 1.6 379

8837 Hypoxia alters testicular functions of marine medaka through microRNAs regulation. Aquatic
Toxicology, 2016, 180, 266-273. 1.9 34

8838 C9orf72 Dipeptide Repeats Impair the Assembly, Dynamics, and Function of Membrane-Less Organelles.
Cell, 2016, 167, 774-788.e17. 13.5 577

8839 High-Resolution Mapping of RNA-Binding Regions in the Nuclear Proteome of Embryonic Stem Cells.
Molecular Cell, 2016, 64, 416-430. 4.5 226

8840 Prediction of new drug indications based on clinical data and network modularity. Scientific Reports,
2016, 6, 32530. 1.6 39

8841 Ultrasonic Surgical Aspirate is a Reliable Source For Culturing Glioblastoma Stem Cells. Scientific
Reports, 2016, 6, 32788. 1.6 11

8842 SMAR1 binds to T(C/G) repeat and inhibits tumor progression by regulating miR-371-373 cluster.
Scientific Reports, 2016, 6, 33779. 1.6 12

8843 Postnatal onset of retinal degeneration by loss of embryonic Ezh2 repression of Six1. Scientific
Reports, 2016, 6, 33887. 1.6 26



489

Citation Report

# Article IF Citations

8844 FUS/TLS acts as an aggregation-dependent modifier of polyglutamine disease model mice. Scientific
Reports, 2016, 6, 35236. 1.6 17

8845 Identification of candidate biomarkers and analysis of prognostic values in ovarian cancer by
integrated bioinformatics analysis. Medical Oncology, 2016, 33, 130. 1.2 75

8846
Quantitative Proteomics Reveals the Dynamics of Protein Phosphorylation in Human Bronchial
Epithelial Cells during Internalization, Phagosomal Escape, and Intracellular Replication of
<i>Staphylococcus aureus</i>. Journal of Proteome Research, 2016, 15, 4369-4386.

1.8 8

8847 Quantitative Proteomics Illuminates a Functional Interaction between mDia2 and the Proteasome.
Journal of Proteome Research, 2016, 15, 4624-4637. 1.8 11

8848 Blocking miR396 increases rice yield by shaping inflorescence architecture. Nature Plants, 2016, 2,
15196. 4.7 180

8849 Novel high throughput pooled shRNA screening identifies NQO1 as a potential drug target for host
directed therapy for tuberculosis. Scientific Reports, 2016, 6, 27566. 1.6 16

8850 A VEGF-dependent gene signature enriched in mesenchymal ovarian cancer predicts patient prognosis.
Scientific Reports, 2016, 6, 31079. 1.6 18

8851 In Utero Caffeine Exposure Induces Transgenerational Effects on the Adult Heart. Scientific Reports,
2016, 6, 34106. 1.6 8

8852
Inositol polyphosphates intersect with signaling and metabolic networks via two distinct
mechanisms. Proceedings of the National Academy of Sciences of the United States of America, 2016,
113, E6757-E6765.

3.3 77

8853 Enhancer of Zeste Homolog 2 Inhibition Stimulates Bone Formation and Mitigates Bone Loss Caused by
Ovariectomy in Skeletally Mature Mice. Journal of Biological Chemistry, 2016, 291, 24594-24606. 1.6 78

8854
Identification of Specific Long Non-Coding RNA Expression: Profile and Analysis of Association with
Clinicopathologic Characteristics and <i>BRAF</i> Mutation in Papillary Thyroid Cancer. Thyroid,
2016, 26, 1719-1732.

2.4 24

8855 Inhibition of HDAC8 and HDAC9 by microbial short-chain fatty acids breaks immune tolerance of the
epidermis to TLR ligands. Science Immunology, 2016, 1, . 5.6 109

8856 A Bioinformatics Approach for Understanding Genotypeâ€“Phenotype Correlation in Breast Cancer. ,
2016, , 397-428. 1

8857 Perspectives of Machine Learning Techniques in Big Data Mining of Cancer. , 2016, , 317-336. 0

8858
Phosphoproteome Profiling Reveals Molecular Mechanisms of Growth-Factor-Mediated Kinase
Inhibitor Resistance in EGFR-Overexpressing Cancer Cells. Journal of Proteome Research, 2016, 15,
4490-4504.

1.8 18

8859 Spatial and temporal homogeneity of driver mutations in diffuse intrinsic pontine glioma. Nature
Communications, 2016, 7, 11185. 5.8 197

8860 Mechanical cell competition kills cells via induction of lethal p53 levels. Nature Communications,
2016, 7, 11373. 5.8 162

8861 Heme drives hemolysis-induced susceptibility to infection via disruption of phagocyte functions.
Nature Immunology, 2016, 17, 1361-1372. 7.0 114



490

Citation Report

# Article IF Citations

8862 Physiological basis for low-temperature survival and storage of quiescent larvae of the fruit fly
Drosophila melanogaster. Scientific Reports, 2016, 6, 32346. 1.6 36

8863 HMGB2 orchestrates the chromatin landscape of senescence-associated secretory phenotype gene
loci. Journal of Cell Biology, 2016, 215, 325-334. 2.3 132

8864 Effect of propofol on microRNA expression in rat primary embryonic neural stem cells. BMC
Anesthesiology, 2016, 16, 95. 0.7 16

8865
Identification and validation of multiple cell surface markers of clinical-grade adipose-derived
mesenchymal stromal cells as novel release criteria for good manufacturing practice-compliant
production. Stem Cell Research and Therapy, 2016, 7, 107.

2.4 130

8866 Systematic Quality Control Analysis of LINCS Data. CPT: Pharmacometrics and Systems Pharmacology,
2016, 5, 588-598. 1.3 15

8867 Robust Methods for Expression Quantitative Trait Loci Mapping. , 2016, , 25-88. 1

8868 Matched-Comparative Modeling of Normal and Diseased Human Airway Responses Using a
Microengineered Breathing Lung Chip. Cell Systems, 2016, 3, 456-466.e4. 2.9 227

8869
Novel insights into the response of Atlantic salmon ( Salmo salar ) to Piscirickettsia salmonis :
Interplay of coding genes and lncRNAs during bacterial infection. Fish and Shellfish Immunology, 2016,
59, 427-438.

1.6 61

8870 Nuclear RNA-seq of single neurons reveals molecular signatures of activation. Nature
Communications, 2016, 7, 11022. 5.8 343

8871 klf2a couples mechanotransduction and zebrafish valve morphogenesis through fibronectin
synthesis. Nature Communications, 2016, 7, 11646. 5.8 88

8872 CXXC finger protein 1 is critical for T-cell intrathymic development through regulating H3K4
trimethylation. Nature Communications, 2016, 7, 11687. 5.8 38

8873 Functional screening implicates miR-371-3p and peroxiredoxin 6 in reversible tolerance to cancer
drugs. Nature Communications, 2016, 7, 12351. 5.8 28

8874 Natural variation in non-coding regions underlying phenotypic diversity in budding yeast. Scientific
Reports, 2016, 6, 21849. 1.6 100

8875 Deciphering the Potential Pharmaceutical Mechanism of Chinese Traditional Medicine
(Gui-Zhi-Shao-Yao-Zhi-Mu) on Rheumatoid Arthritis. Scientific Reports, 2016, 6, 22602. 1.6 31

8876 Response of Human Osteoblast to n-HA/PEEKâ€”Quantitative Proteomic Study of Bio-effects of
Nano-Hydroxyapatite Composite. Scientific Reports, 2016, 6, 22832. 1.6 31

8877 Comprehensive and quantitative proteomic analyses of zebrafish plasma reveals conserved protein
profiles between genders and between zebrafish and human. Scientific Reports, 2016, 6, 24329. 1.6 59

8878 CTCF contributes in a critical way to spermatogenesis and male fertility. Scientific Reports, 2016, 6,
28355. 1.6 28

8879 Lysine-specific histone demethylase 1 inhibition promotes reprogramming by facilitating the expression
of exogenous transcriptional factors and metabolic switch. Scientific Reports, 2016, 6, 30903. 1.6 21



491

Citation Report

# Article IF Citations

8880 Long noncoding RNA linc00598 regulates CCND2 transcription and modulates the G1 checkpoint.
Scientific Reports, 2016, 6, 32172. 1.6 13

8881 Analysis of microRNA and Gene Expression Profiles in Multiple Sclerosis: Integrating Interaction Data
to Uncover Regulatory Mechanisms. Scientific Reports, 2016, 6, 34512. 1.6 63

8882 GlycoMinestruct: a new bioinformatics tool for highly accurate mapping of the human N-linked and
O-linked glycoproteomes by incorporating structural features. Scientific Reports, 2016, 6, 34595. 1.6 69

8883 DNA methylation landscape of fat deposits and fatty acid composition in obese and lean pigs. Scientific
Reports, 2016, 6, 35063. 1.6 20

8884 Laminin-guided highly efficient endothelial commitment from human pluripotent stem cells. Scientific
Reports, 2016, 6, 35680. 1.6 37

8885
Apolipoprotein E*4 (APOE*4) Genotype Is Associated with Altered Levels of Glutamate Signaling
Proteins and Synaptic Coexpression Networks in the Prefrontal Cortex in Mild to Moderate Alzheimer
Disease. Molecular and Cellular Proteomics, 2016, 15, 2252-2262.

2.5 26

8886 MET signaling in keratinocytes activates EGFR and initiates squamous carcinogenesis. Science
Signaling, 2016, 9, ra62. 1.6 27

8887 Topic model-based mass spectrometric data analysis in cancer biomarker discovery studies. BMC
Genomics, 2016, 17, 545. 1.2 1

8888 KLHL21, a novel gene that contributes to the progression of hepatocellular carcinoma. BMC Cancer,
2016, 16, 815. 1.1 44

8889 Integrative epigenomic analysis reveals unique epigenetic signatures involved in unipotency of mouse
female germline stem cells. Genome Biology, 2016, 17, 162. 3.8 61

8890 PageRank analysis reveals topologically expressed genes correspond to psoriasis and their functions
are associated with apoptosis resistance. Molecular Medicine Reports, 2016, 13, 3969-3976. 1.1 14

8891 Genome scan for postmortem carcass traits in Nellore cattle1. Journal of Animal Science, 2016, 94,
4087-4095. 0.2 31

8892 Bioinformatic Analysis of Genes and MicroRNAs Associated With Atrioventricular Septal Defect in
Down Syndrome Patients. International Heart Journal, 2016, 57, 490-495. 0.5 27

8893 Preparing for Winter: The Transcriptomic Response Associated with Different Day Lengths in
<i>Drosophila montana</i>. G3: Genes, Genomes, Genetics, 2016, 6, 1373-1381. 0.8 36

8894 Platelet functional and transcriptional changes induced by intralipid infusion. Thrombosis and
Haemostasis, 2016, 115, 1147-1156. 1.8 6

8895 Not just a colourful metaphor: modelling the landscape of cellular development using Hopfield
networks. Npj Systems Biology and Applications, 2016, 2, 16001. 1.4 30

8896 Maximal Neighbor Similarity Reveals Real Communities in Networks. Scientific Reports, 2016, 5, 18374. 1.6 24

8897 Blood-based gene expression signatures of medication-free outpatients with major depressive
disorder: integrative genome-wide and candidate gene analyses. Scientific Reports, 2016, 6, 18776. 1.6 25



492

Citation Report

# Article IF Citations

8898 Histone H4 lysine 20 acetylation is associated with gene repression in human cells. Scientific Reports,
2016, 6, 24318. 1.6 40

8899 Complexity and Specificity of the Neutrophil Transcriptomes in Juvenile Idiopathic Arthritis. Scientific
Reports, 2016, 6, 27453. 1.6 27

8900 A new strategy for exploring the hierarchical structure of cancers by adaptively partitioning
functional modules from gene expression network. Scientific Reports, 2016, 6, 28720. 1.6 13

8901 Obtaining Human Ischemic Stroke Gene Expression Biomarkers from Animal Models: A Cross-species
Validation Study. Scientific Reports, 2016, 6, 29693. 1.6 17

8902 Cell types differ in global coordination of splicing and proportion of highly expressed genes.
Scientific Reports, 2016, 6, 32249. 1.6 19

8903 Increased nicotine response in iPSC-derived human neurons carrying the CHRNA5 N398 allele.
Scientific Reports, 2016, 6, 34341. 1.6 32

8904
Rhizoma Dioscoreae extract protects against alveolar bone loss by regulating the cell cycle: A
predictive study based on the protein-protein interaction network. Molecular Medicine Reports, 2016,
13, 5342-5348.

1.1 1

8905 Lethal lung hypoplasia and vascular defects in mice with conditional<i>Foxf1</i>overexpression.
Biology Open, 2016, 5, 1595-1606. 0.6 20

8906
Transcriptomic signature of high dietary organic selenium supplementation in sheep: A nutrigenomic
insight using a custom microarray platform and gene set enrichment analysis1,2. Journal of Animal
Science, 2016, 94, 3169-3184.

0.2 27

8907 Genome-wide Analysis of WD40 Protein Family in Human. Scientific Reports, 2016, 6, 39262. 1.6 43

8908 Metabolisches Glykoengineering mit <i>N</i>â€•Acylâ€•Seitenâ€• kettenâ€•modifizierten Mannosaminen.
Angewandte Chemie, 2016, 128, 9632-9665. 1.6 29

8909 Nucleophosmin integrates within the nucleolus via multi-modal interactions with proteins displaying
R-rich linear motifs and rRNA. ELife, 2016, 5, . 2.8 395

8910 Identification of MyoD Interactome Using Tandem Affinity Purification Coupled to Mass Spectrometry.
Journal of Visualized Experiments, 2016, , . 0.2 2

8911 Novel Biomarker Candidates for Colorectal Cancer Metastasis: A Meta-analysis of In Vitro Studies.
Cancer Informatics, 2016, 15s4, CIN.S40301. 0.9 18

8912 Capturing the dynamic nascent transcriptome during acute cellular responses: The serum response.
Biology Open, 2016, 5, 837-847. 0.6 11

8913 Proteomic Changes in Chicken Plasma Induced by Salmonella typhimurium Lipopolysaccharides.
Proteomics Insights, 2016, 7, PRI.S31609. 2.0 10

8914 CRISPLD2 (LGL1) inhibits proinflammatory mediators in human fetal, adult, and COPD lung fibroblasts
and epithelial cells. Physiological Reports, 2016, 4, e12942. 0.7 24

8915
Most of the tight positional conservation of transcription factor binding sites near the
transcription start site reflects their co-localization within regulatory modules. BMC
Bioinformatics, 2016, 17, 479.

1.2 1



493

Citation Report

# Article IF Citations

8916 KCa1.1, a calcium-activated potassium channel subunit alpha 1, is targeted by miR-17-5p and modulates
cell migration in malignant pleural mesothelioma. Molecular Cancer, 2016, 15, 44. 7.9 46

8917 GAGA factor, a positive regulator of global gene expression, modulates transcriptional pausing and
organization of upstream nucleosomes. Epigenetics and Chromatin, 2016, 9, 32. 1.8 37

8918 Telomere shortening leads to an acceleration of synucleinopathy and impaired microglia response in a
genetic mouse model. Acta Neuropathologica Communications, 2016, 4, 87. 2.4 40

8919 Transcriptional, epigenetic and retroviral signatures identify regulatory regions involved in
hematopoietic lineage commitment. Scientific Reports, 2016, 6, 24724. 1.6 18

8920 Drug Repositioning in Inflammatory Bowel Disease Based on Genetic Information. Inflammatory Bowel
Diseases, 2016, 22, 2562-2570. 0.9 10

8921 Identification and quantification of novel RNA isoforms in horn cancer of Bos indicus by
comprehensive RNA-Seq. 3 Biotech, 2016, 6, 259. 1.1 3

8922 A comparative genomic analysis of targets of Hox protein Ultrabithorax amongst distant insect
species. Scientific Reports, 2016, 6, 27885. 1.6 28

8923 SwitchFinder â€“ a novel method and query facility for discovering dynamic gene expression patterns.
BMC Bioinformatics, 2016, 17, 532. 1.2 3

8924 Genes of susceptibility to early neurodegenerative changes in the rat retina and brain: analysis by
means of congenic strains. BMC Genetics, 2016, 17, 153. 2.7 12

8925 Evolutionary hallmarks of the human proteome: chasing the age and coregulation of protein-coding
genes. BMC Genomics, 2016, 17, 725. 1.2 4

8926 Global DNA methylation profiling uncovers distinct methylation patterns of protocadherin alpha4 in
metastatic and non-metastatic rhabdomyosarcoma. BMC Cancer, 2016, 16, 886. 1.1 13

8927 Conservation of immune gene signatures in solid tumors and prognostic implications. BMC Cancer,
2016, 16, 911. 1.1 70

8928 Gene-microRNA network module analysis for ovarian cancer. BMC Systems Biology, 2016, 10, 117. 3.0 16

8929 The extraction of drug-disease correlations based on module distance in incomplete human
interactome. BMC Systems Biology, 2016, 10, 111. 3.0 23

8930 Acute appendicitis: transcript profiling of blood identifies promising biomarkers and potential
underlying processes. BMC Medical Genomics, 2016, 9, 40. 0.7 20

8931 The hepatocyte proteome in organotypic rat liver models and the influence of the local
microenvironment. Proteome Science, 2016, 15, 12. 0.7 4

8932 Intermittent energy restriction induces changes in breast gene expression and systemic metabolism.
Breast Cancer Research, 2016, 18, 57. 2.2 37

8933 Autosomal genetic control of human gene expression does not differ across the sexes. Genome
Biology, 2016, 17, 248. 3.8 15



494

Citation Report

# Article IF Citations

8934 XGR software for enhanced interpretation of genomic summary data, illustrated by application to
immunological traits. Genome Medicine, 2016, 8, 129. 3.6 137

8935 Comparison of a teratogenic transcriptome-based predictive test based on human embryonic versus
inducible pluripotent stem cells. Stem Cell Research and Therapy, 2016, 7, 190. 2.4 34

8936
Proliferation and Migration of Peripheral Retinal Pigment Epithelial Cells Are Associated with the
Upregulation of Wingless-Related Integration and Bone Morphogenetic Protein Signaling in Dark
Agouti Rats. Medical Principles and Practice, 2016, 25, 408-416.

1.1 13

8937 MicroRNA-378 promotes myogenic differentiation by targeting BMP4. Molecular Medicine Reports,
2016, 13, 2194-2200. 1.1 14

8938 Integrative analysis of gene expression associated with epilepsy in human epilepsy and animal models.
Molecular Medicine Reports, 2016, 13, 4920-4926. 1.1 6

8939 Time-course microarray analysis for identifying candidate genes involved in obesity-associated
pathological changes in the mouse colon. Genes and Nutrition, 2016, 11, 30. 1.2 6

8940 Network-based bioinformatics analysis of spatio-temporal RNA-Seq data reveals transcriptional
programs underpinning normal and aberrant retinal development. BMC Genomics, 2016, 17, 495. 1.2 6

8941 Integrative transcriptome network analysis of iPSC-derived neurons from schizophrenia and
schizoaffective disorder patients with 22q11.2 deletion. BMC Systems Biology, 2016, 10, 105. 3.0 93

8942 Discovering gene expression signatures responding to tyrosine kinase inhibitor treatment in chronic
myeloid leukemia. BMC Medical Genomics, 2016, 9, 29. 0.7 9

8943 Principal component analysis based unsupervised feature extraction applied to budding yeast
temporally periodic gene expression. BioData Mining, 2016, 9, 22. 2.2 36

8944 Dual leucine zipper kinase regulates expression of axon guidance genes in mouse neuronal cells.
Neural Development, 2016, 11, 13. 1.1 6

8945 EpiMINE, a computational program for mining epigenomic data. Epigenetics and Chromatin, 2016, 9, 42. 1.8 12

8946 Metabolic clusters of breast cancer in relation to gene- and protein expression subtypes. Cancer &
Metabolism, 2016, 4, 12. 2.4 57

8947 Genome Evolution in Three Species of Cactophilic<i>Drosophila</i>. G3: Genes, Genomes, Genetics,
2016, 6, 3097-3105. 0.8 30

8948 Effects of High Hydrostatic Pressure on Expression Profiles of In Vitro Produced Vitrified Bovine
Blastocysts. Scientific Reports, 2016, 6, 21215. 1.6 19

8949
An integrative data analysis platform for gene set analysis and knowledge discovery in a data
warehouse framework. Database: the Journal of Biological Databases and Curation, 2016, 2016,
baw009.

1.4 34

8950 Placental Hypomethylation Is More Pronounced in Genomic Loci Devoid of Retroelements. G3: Genes,
Genomes, Genetics, 2016, 6, 1911-1921. 0.8 33

8951 Identified molecular mechanism of interaction between environmental risk factors and differential
expression genes in cartilage of Kashinâ€“Beck disease. Medicine (United States), 2016, 95, e5669. 0.4 22



495

Citation Report

# Article IF Citations

8952 Tristetraprolin binding site atlas in the macrophage transcriptome reveals a switch for
inflammationÂ resolution. Molecular Systems Biology, 2016, 12, 868. 3.2 74

8953 Transcriptomic Profiling of Extracellular RNAs Present in Cerebrospinal Fluid Identifies Differentially
Expressed Transcripts in Parkinsonâ€™s Disease. Journal of Parkinson's Disease, 2016, 6, 109-117. 1.5 40

8954 Differences in mRNA populations of short and long bovine conceptuses on Day 15 of gestation.
Molecular Reproduction and Development, 2016, 83, 424-441. 1.0 52

8955 Networkâ€•based proteomic analysis for postmenopausal osteoporosis in Caucasian females. Proteomics,
2016, 16, 12-28. 1.3 40

8956 Type 1 diabetes cadaveric human pancreata exhibit a unique exocrine tissue proteomic profile.
Proteomics, 2016, 16, 1432-1446. 1.3 21

8957 Polarityâ€•based fractionation in proteomics: hydrophilic interaction vs reversedâ€•phase liquid
chromatography. Biomedical Chromatography, 2016, 30, 1036-1041. 0.8 6

8958 Transcriptomic Changes in Osteoblasts Following Endothelial Cellâ€•Cocultivation Suggest a Role of
Extracellular Matrix in Cellular Interaction. Journal of Cellular Biochemistry, 2016, 117, 1869-1879. 1.2 13

8959 Antigen arrays for profiling autoantibody repertoires. Bioanalysis, 2016, 8, 1105-1126. 0.6 41

8960 Tollâ€•like Receptor 9 Signaling Is Augmented in Systemic Sclerosis and Elicits Transforming Growth
Factor Î²â€“Dependent Fibroblast Activation. Arthritis and Rheumatology, 2016, 68, 1989-2002. 2.9 50

8961 Activation of PI3K signaling prevents aminoglycoside-induced hair cell death in the murine cochlea.
Biology Open, 2016, 5, 698-708. 0.6 24

8962 Transcriptional profiling of subcutaneous adipose tissue in Italian Large White pigs divergent for
backfat thickness. Animal Genetics, 2016, 47, 306-323. 0.6 47

8963
The transcriptomic response of the coral <i>Acropora digitifera</i> to a competent
<i>Symbiodinium</i> strain: the symbiosome as an arrested early phagosome. Molecular Ecology, 2016,
25, 3127-3141.

2.0 88

8964 Protein composition of 6K2â€•induced membrane structures formed during <i>Potato virus A</i>
infection. Molecular Plant Pathology, 2016, 17, 943-958. 2.0 37

8965 Genome-wide transcriptome analysis of hypothalamus in rats with inherited stress-induced arterial
hypertension. BMC Genetics, 2016, 17, 13. 2.7 22

8966 Temporal Dysynchrony in brain connectivity gene expression following hypoxia. BMC Genomics, 2016,
17, 334. 1.2 3

8967 The effects of storage temperature on PBMC gene expression. BMC Immunology, 2016, 17, 6. 0.9 59

8968 Vascular endothelial growth factor A as predictive marker for mTOR inhibition in relapsing
high-grade serous ovarian cancer. BMC Systems Biology, 2016, 10, 33. 3.0 13

8969 Predicting multi-class responses to preoperative chemoradiotherapy in rectal cancer patients.
Radiation Oncology, 2016, 11, 50. 1.2 13



496

Citation Report

# Article IF Citations

8970 Widespread RNA binding by chromatin-associated proteins. Genome Biology, 2016, 17, 28. 3.8 197

8971 Long noncoding RNAs expressed in human hepatic stellate cells form networks with extracellular
matrix proteins. Genome Medicine, 2016, 8, 31. 3.6 59

8972 MYC interaction with the tumor suppressive SWI/SNF complex member INI1 regulates transcription and
cellular transformation. Cell Cycle, 2016, 15, 1693-1705. 1.3 37

8973 Integration of TP53, DREAM, MMB-FOXM1 and RB-E2F target gene analyses identifies cell cycle gene
regulatory networks. Nucleic Acids Research, 2016, 44, 6070-6086. 6.5 263

8974 Comparative transcriptomic analyses to scrutinize the assumption that genotoxic PAHs exert effects
via a common mode of action. Archives of Toxicology, 2016, 90, 2461-2480. 1.9 30

8975 Transcriptome Profiling Strategies. , 2016, , 69-104. 0

8976 Copy number analysis of whole-genome data using BIC-seq2 and its application to detection of cancer
susceptibility variants. Nucleic Acids Research, 2016, 44, 6274-6286. 6.5 117

8977 MicroRNA-1228* inhibit apoptosis in A549 cells exposed to fine particulate matter. Environmental
Science and Pollution Research, 2016, 23, 10103-10113. 2.7 30

8978 Sex differences in DNA methylation and expression in zebrafish brain: a test of an extended â€˜male sex
driveâ€™ hypothesis. Gene, 2016, 590, 307-316. 1.0 30

8979 Co-repressor CBFA2T2 regulates pluripotency and germline development. Nature, 2016, 534, 387-390. 13.7 61

8980 Dissecting direct reprogramming from fibroblast to neuron using single-cell RNA-seq. Nature, 2016,
534, 391-395. 13.7 413

8981 CARTâ€”a chemical annotation retrieval toolkit. Bioinformatics, 2016, 32, 2869-2871. 1.8 10

8982 Transcriptome analysis of human cumulus cells reveals hypoxia as the main determinant of follicular
senescence. Molecular Human Reproduction, 2016, 22, 866-876. 1.3 37

8983 Establishment and characterization of a new human myxoid liposarcoma cell line (DL-221) with the
FUS-DDIT3 translocation. Laboratory Investigation, 2016, 96, 885-894. 1.7 17

8984 Identification of RNA-binding Proteins in Macrophages by Interactome Capture. Molecular and
Cellular Proteomics, 2016, 15, 2699-2714. 2.5 88

8985 Oligodendrocyte heterogeneity in the mouse juvenile and adult central nervous system. Science, 2016,
352, 1326-1329. 6.0 817

8986 Genome-wide binding analysis of the transcriptional regulator TrmBL1 in Pyrococcus furiosus. BMC
Genomics, 2016, 17, 40. 1.2 37

8987 Comparing Alzheimerâ€™s and Parkinsonâ€™s diseases networks using graph communities structure. BMC
Systems Biology, 2016, 10, 25. 3.0 28



497

Citation Report

# Article IF Citations

8988 Efficient and biologically relevant consensus strategy for Parkinsonâ€™s disease gene prioritization.
BMC Medical Genomics, 2016, 9, 12. 0.7 29

8989 GEP analysis validates high risk MDS and acute myeloid leukemia post MDS mice models and highlights
novel dysregulated pathways. Journal of Hematology and Oncology, 2016, 9, 5. 6.9 10

8990 Identification of molecular signatures specific for distinct cranial sensory ganglia in the developing
chick. Neural Development, 2016, 11, 3. 1.1 18

8991 Chromatin-wide and transcriptome profiling integration uncovers p38Î± MAPK as a global regulator of
skeletal muscle differentiation. Skeletal Muscle, 2016, 6, 9. 1.9 29

8992 Transcriptomic comparison of <i>Drosophila</i> snRNP biogenesis mutants reveals mutant-specific
changes in pre-mRNA processing: implications for spinal muscular atrophy. Rna, 2016, 22, 1215-1227. 1.6 29

8993 Comparison of molecular mechanisms of rheumatoid arthritis and osteoarthritis using gene
microarrays. Molecular Medicine Reports, 2016, 13, 4599-4605. 1.1 8

8994 ADAR1 Activation Drives Leukemia Stem Cell Self-Renewal by Impairing Let-7 Biogenesis. Cell Stem Cell,
2016, 19, 177-191. 5.2 182

8995 Materials informatics: a journey towards material design and synthesis. Dalton Transactions, 2016, 45,
10497-10499. 1.6 91

8996
Understanding mechanism of sea cucumber Apostichopus japonicus aestivation: Insights from
TMT-based proteomic study. Comparative Biochemistry and Physiology Part D: Genomics and
Proteomics, 2016, 19, 78-89.

0.4 20

8997 Mechanism of dihydroartemisinin-induced apoptosis in prostate cancer PC3 cells: An iTRAQ-based
proteomic analysis. Life Sciences, 2016, 157, 1-11. 2.0 33

8998
Quantitative Proteomics Reveals Î²2 Integrin-mediated Cytoskeletal Rearrangement in Vascular
Endothelial Growth Factor (VEGF)-induced Retinal Vascular Hyperpermeability. Molecular and
Cellular Proteomics, 2016, 15, 1681-1691.

2.5 14

8999 Knockdown of DNA methyltransferase 3a alters gene expression and inhibits function of embryonic
cardiomyocytes. FASEB Journal, 2016, 30, 3238-3255. 0.2 27

9000 The methyltransferase <i>Setdb1</i> is essential for meiosis and mitosis in mouse oocytes and early
embryos. Development (Cambridge), 2016, 143, 2767-79. 1.2 64

9001 Convergent Evolution of Rumen Microbiomes in High-Altitude Mammals. Current Biology, 2016, 26,
1873-1879. 1.8 281

9002 A CRISPR screen defines a signal peptide processing pathway required by flaviviruses. Nature, 2016, 535,
164-168. 13.7 327

9003 Characterization of Somaticallyâ€•Eliminated Genes During Development of the Sea Lamprey
(<i>Petromyzon marinus</i>). Molecular Biology and Evolution, 2016, 33, 2337-2344. 3.5 40

9004 Tcof1-Related Molecular Networks in Treacher Collins Syndrome. Journal of Craniofacial Surgery,
2016, 27, 1420-1426. 0.3 13

9005 Phosphotyrosine profiling of curcumin-induced signaling. Clinical Proteomics, 2016, 13, 13. 1.1 19



498

Citation Report

# Article IF Citations

9006 Expression profile analysis based on DNA microarray for patients undergoing off-pump coronary
artery bypass surgery. Experimental and Therapeutic Medicine, 2016, 11, 864-872. 0.8 6

9007 Molecular pathways associated with the nutritional programming of plant-based diet acceptance in
rainbow trout following an early feeding exposure. BMC Genomics, 2016, 17, 449. 1.2 72

9008 Divergence of the diapause transcriptome in apple maggot flies: winter regulation and post-winter
transcriptional repression. Journal of Experimental Biology, 2016, 219, 2613-22. 0.8 38

9009 Type 1 Interferons Induce Changes in Core Metabolism that Are Critical for Immune Function.
Immunity, 2016, 44, 1325-1336. 6.6 248

9010 Cortical neurons gradually attain a post-mitotic state. Cell Research, 2016, 26, 1033-1047. 5.7 24

9011 Network pharmacology of cancer: From understanding of complex interactomes to the design of
multi-target specific therapeutics from nature. Pharmacological Research, 2016, 111, 290-302. 3.1 156

9012 HIV-1 and HIV-2 exhibit divergent interactions with HLTF and UNG2 DNA repair proteins. Proceedings of
the National Academy of Sciences of the United States of America, 2016, 113, E3921-30. 3.3 58

9013 Target identification in Fusobacterium nucleatum by subtractive genomics approach and enrichment
analysis of host-pathogen protein-protein interactions. BMC Microbiology, 2016, 16, 84. 1.3 49

9014 Vaccine-induced modulation of gene expression in turbot peritoneal cells. A microarray approach.
Molecular Immunology, 2016, 75, 188-199. 1.0 8

9015
Modeling Nonalcoholic Fatty Liver Disease with Human Pluripotent Stem Cell-Derived Immature
Hepatocyte-Like Cells Reveals Activation of PLIN2 and Confirms Regulatory Functions of Peroxisome
Proliferator-Activated Receptor Alpha. Stem Cells and Development, 2016, 25, 1119-1133.

1.1 85

9016 Transcriptional Profiling of Mycobacterium tuberculosis Exposed to<i>In Vitro</i>Lysosomal Stress.
Infection and Immunity, 2016, 84, 2505-2523. 1.0 50

9017 A complementâ€“microglial axis drives synapse loss during virus-induced memory impairment. Nature,
2016, 534, 538-543. 13.7 534

9018 Î²-Glucans Are Masked but Contribute to Pulmonary Inflammation
During<i>Pneumocystis</i>Pneumonia. Journal of Infectious Diseases, 2016, 214, 782-791. 1.9 35

9019 Nck2 Deficiency in Mice Results in Increased Adiposity Associated With Adipocyte Hypertrophy and
Enhanced Adipogenesis. Diabetes, 2016, 65, 2652-2666. 0.3 19

9020 Chicken cecal microRNAs in the response to Campylobacter jejuni inoculation by Solexa sequencing.
Poultry Science, 2016, 95, 2819-2823. 1.5 5

9021 Yeast two-hybrid screening identified WDR77 as a novel interacting partner of TSC22D2. Tumor
Biology, 2016, 37, 12503-12512. 0.8 30

9022 A Genome-Wide RNA Interference Screen Identifies a Role for Wnt/Î²-Catenin Signaling during Rift Valley
Fever Virus Infection. Journal of Virology, 2016, 90, 7084-7097. 1.5 32

9023 Novel ÃŸ-HPV49 Transgenic Mouse Model of Upper Digestive Tract Cancer. Cancer Research, 2016, 76,
4216-4225. 0.4 29



499

Citation Report

# Article IF Citations

9024 Identification of microRNA-mRNA interactions in atrial fibrillation using microarray expression
profiles and bioinformatics analysis. Molecular Medicine Reports, 2016, 13, 4535-4540. 1.1 12

9025 White-to-brite conversion in human adipocytes promotes metabolic reprogramming towards fatty
acid anabolic and catabolic pathways. Molecular Metabolism, 2016, 5, 352-365. 3.0 110

9026 RNA sequencing of pancreatic adenocarcinoma tumors yields novel expression patterns associated
with longâ€•term survival and reveals a role for <i>ANGPTL4</i>. Molecular Oncology, 2016, 10, 1169-1182. 2.1 70

9027 Combatting African Animal Trypanosomiasis (AAT) in livestock: The potential role of trypanotolerance.
Veterinary Parasitology, 2016, 225, 43-52. 0.7 83

9028 The influence of adiponectin on the transcriptomic profile of porcine luteal cells. Functional and
Integrative Genomics, 2016, 16, 101-114. 1.4 14

9029 Combined Genome-Wide CSF AÎ²-42â€™s Associations and Simple Network Properties Highlight New Risk
Factors for Alzheimerâ€™s Disease. Journal of Molecular Neuroscience, 2016, 58, 120-128. 1.1 11

9030 Characterization of innate immunity genes in the parasitic nematode Brugia malayi. Symbiosis, 2016, 68,
145-155. 1.2 3

9031 SENP3 regulates the global protein turnover and the Sp1 level via antagonizing SUMO2/3-targeted
ubiquitination and degradation. Protein and Cell, 2016, 7, 63-77. 4.8 21

9032 Transcriptional profiling of overwintering gene expression in the small carpenter bee, Ceratina
calcarata. Apidologie, 2016, 47, 572-582. 0.9 33

9033 FTY720 (Gilenya) treatment prevents spontaneous autoimmune myocarditis and dilated cardiomyopathy
in transgenic HLA-DQ8-BALB/c mice. Cardiovascular Pathology, 2016, 25, 353-361. 0.7 4

9034 Genome-wide analysis of TIAR RNA ligands in mouse macrophages before and after LPS stimulation.
Genomics Data, 2016, 7, 297-300. 1.3 6

9035 Exploration of high-density protein microarrays for antibody validation and autoimmunity profiling.
New Biotechnology, 2016, 33, 582-592. 2.4 50

9036 Prox1-Heterozygosis Sensitizes the Pancreas to Oncogenic Kras-Induced Neoplastic Transformation.
Neoplasia, 2016, 18, 172-184. 2.3 11

9037 Transcriptomic profile adaptations following exposure of equine satellite cells to nutriactive
phytochemical gamma-oryzanol. Genes and Nutrition, 2016, 11, 5. 1.2 13

9038 Genome-wide screen identifies novel machineries required for both ciliogenesis and cell cycle arrest
upon serum starvation. Biochimica Et Biophysica Acta - Molecular Cell Research, 2016, 1863, 1307-1318. 1.9 26

9039 Interaction of tau with the RNA-Binding Protein TIA1 Regulates tau Pathophysiology and Toxicity. Cell
Reports, 2016, 15, 1455-1466. 2.9 260

9040 Defining the Minimal Factors Required for Erythropoiesis through Direct Lineage Conversion. Cell
Reports, 2016, 15, 2550-2562. 2.9 48

9041 Proteomic analysis of SETD6 interacting proteins. Data in Brief, 2016, 6, 799-802. 0.5 6



500

Citation Report

# Article IF Citations

9042 Transcriptome composition of the preoptic area in mid-age and escitalopram treatment in male mice.
Neuroscience Letters, 2016, 622, 67-71. 1.0 5

9043 A ribosome-related signature in peripheral blood CLL B cells is linked to reduced survival following
treatment. Cell Death and Disease, 2016, 7, e2249-e2249. 2.7 24

9044 Identifying significant microRNAâ€“mRNA pairs associated with breast cancer subtypes. Molecular
Biology Reports, 2016, 43, 591-599. 1.0 2

9045 Transcriptomic analysis of porcine PBMCs infected with Toxoplasma gondii RH strain. Acta Tropica,
2016, 154, 82-88. 0.9 38

9046 The Potential Role of Amygdaloid MicroRNA-494 in Alcohol-Induced Anxiolysis. Biological Psychiatry,
2016, 80, 711-719. 0.7 39

9047 Hidden heterogeneity of transcription factor binding sites: A case study of SF-1. Computational
Biology and Chemistry, 2016, 64, 19-32. 1.1 6

9048 Systematic understanding the mechanisms of vitiligo pathogenesis and its treatment by Qubaibabuqi
formula. Journal of Ethnopharmacology, 2016, 190, 272-287. 2.0 74

9049
Homogenization of tissues via picosecond-infrared laser (PIRL) ablation: Giving a closer view on the
in-vivo composition of protein species as compared to mechanical homogenization. Journal of
Proteomics, 2016, 134, 193-202.

1.2 33

9050 EBF2 promotes the recruitment of beige adipocytes in white adipose tissue. Molecular Metabolism,
2016, 5, 57-65. 3.0 83

9051
Comparison of in vivo genotoxic and carcinogenic potency to augment mode of action analysis: Case
study with hexavalent chromium. Mutation Research - Genetic Toxicology and Environmental
Mutagenesis, 2016, 800-801, 28-34.

0.9 17

9052 Ribbon regulates morphogenesis of the Drosophila embryonic salivary gland through transcriptional
activation and repression. Developmental Biology, 2016, 409, 234-250. 0.9 7

9053 Cytoskeletal binding proteins distinguish cultured dental follicle cells and periodontal ligament
cells. Experimental Cell Research, 2016, 345, 6-16. 1.2 13

9054 Characterization of gene expression profiling of mouse tissues obtained during the postmortem
interval. Experimental and Molecular Pathology, 2016, 100, 482-492. 0.9 10

9055 PathwAX: a web server for network crosstalk based pathway annotation. Nucleic Acids Research, 2016,
44, W105-W109. 6.5 36

9056 miR-339-3p Is a Tumor Suppressor in Melanoma. Cancer Research, 2016, 76, 3562-3571. 0.4 65

9057 Reconstruction of gene regulatory networks reveals chromatin remodelers and key transcription
factors in tumorigenesis. Genome Medicine, 2016, 8, 57. 3.6 20

9058 Identification of novel gene and pathway targets for human epilepsy treatment. Biological Research,
2016, 49, 3. 1.5 10

9059 Chromatin remodeling enzyme Snf2h regulates embryonic lens differentiation and denucleation.
Development (Cambridge), 2016, 143, 1937-1947. 1.2 41



501

Citation Report

# Article IF Citations

9060 Deletion of inositol hexakisphosphate kinase 1 (IP6K1) reduces cell migration and invasion, conferring
protection from aerodigestive tract carcinoma in mice. Cellular Signalling, 2016, 28, 1124-1136. 1.7 44

9061 Transcriptomic responses in the fish intestine. Developmental and Comparative Immunology, 2016, 64,
103-117. 1.0 136

9062
Synergic stress in striped catfish (Pangasianodon hypophthalmus, S.) exposed to chronic salinity and
bacterial infection: Effects on kidney protein expression profile. Journal of Proteomics, 2016, 142,
91-101.

1.2 13

9063 An integrative data mining approach to identifying adverse outcome pathway signatures. Toxicology,
2016, 350-352, 49-61. 2.0 47

9064 Hypertrophy induced KIF5B controls mitochondrial localization and function in neonatal rat
cardiomyocytes. Journal of Molecular and Cellular Cardiology, 2016, 97, 70-81. 0.9 15

9065
The Forkhead box transcription factor FOXM1 is required for the maintenance of cell proliferation
and protection against oxidative stress in human embryonic stem cells. Stem Cell Research, 2016, 16,
651-661.

0.3 28

9066 Effect of a diet enriched with omega-6 and omega-3 fatty acids on the pig liver transcriptome. Genes
and Nutrition, 2016, 11, 9. 1.2 26

9067 Drug repositioning for non-small cell lung cancer by using machine learning algorithms and
topological graph theory. BMC Bioinformatics, 2016, 17, 2. 1.2 26

9068 Effects of Mecp2 loss of function in embryonic cortical neurons: a bioinformatics strategy to sort
out non-neuronal cells variability from transcriptome profiling. BMC Bioinformatics, 2016, 17, 14. 1.2 10

9069 A NMF based approach for integrating multiple data sources to predict HIV-1â€“human PPIs. BMC
Bioinformatics, 2016, 17, 121. 1.2 20

9070 Structured feature selection using coordinate descent optimization. BMC Bioinformatics, 2016, 17, 158. 1.2 27

9071 Sparse regression models for unraveling group and individual associations in eQTL mapping. BMC
Bioinformatics, 2016, 17, 136. 1.2 4

9072 DrugGenEx-Net: a novel computational platform for systems pharmacology and gene expression-based
drug repurposing. BMC Bioinformatics, 2016, 17, 202. 1.2 19

9073 Genome-wide analysis of long non-coding RNAs at early stage of skin pigmentation in goats (Capra) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 222 Td (hircus). BMC Genomics, 2016, 17, 67.1.2 139

9074 Comprehensive identification of sexually dimorphic genes in diverse cattle tissues using RNA-seq. BMC
Genomics, 2016, 17, 81. 1.2 20

9075
Impact of selenium supplementation on fish antiviral responses: a whole transcriptomic analysis in
rainbow trout (Oncorhynchus mykiss) fed supranutritional levels of Sel-PlexÂ®. BMC Genomics, 2016,
17, 116.

1.2 65

9076 Genome-wide studies reveal novel and distinct biological pathways regulated by SIN3 isoforms. BMC
Genomics, 2016, 17, 111. 1.2 25

9077 A novel comparative pattern analysis approach identifies chronic alcohol mediated dysregulation of
transcriptomic dynamics during liver regeneration. BMC Genomics, 2016, 17, 260. 1.2 16



502

Citation Report

# Article IF Citations

9078 Identification of mRNA isoform switching in breast cancer. BMC Genomics, 2016, 17, 181. 1.2 27

9079
Bioinformatic analyses in early host response to Porcine Reproductive and Respiratory Syndrome
virus (PRRSV) reveals pathway differences between pigs with alternate genotypes for a major host
response QTL. BMC Genomics, 2016, 17, 196.

1.2 24

9080 Differential responsiveness of Holstein and Angus dermal fibroblasts to LPS challenge occurs
without major differences in the methylome. BMC Genomics, 2016, 17, 258. 1.2 12

9081 Long genes and genes with multiple splice variants are enriched in pathways linked to cancer and
other multigenic diseases. BMC Genomics, 2016, 17, 225. 1.2 28

9082 Differential expression of conserved and novel microRNAs during tail regeneration in the lizard
Anolis carolinensis. BMC Genomics, 2016, 17, 339. 1.2 33

9083 Methamphetamine abuse affects gene expression in brain-derived microglia of SIV-infected macaques to
enhance inflammation and promote virus targets. BMC Immunology, 2016, 17, 7. 0.9 53

9084 Transgelin increases metastatic potential of colorectal cancer cells in vivo and alters expression of
genes involved in cell motility. BMC Cancer, 2016, 16, 55. 1.1 46

9085 Meta-analysis of sex differences in gene expression in schizophrenia. BMC Systems Biology, 2016, 10, 9. 3.0 31

9086 Transcriptome analysis reveals a ribosome constituents disorder involved in the RPL5 downregulated
zebrafish model of Diamond-Blackfan anemia. BMC Medical Genomics, 2016, 9, 13. 0.7 32

9087 Building a glaucoma interaction network using a text mining approach. BioData Mining, 2016, 9, 17. 2.2 4

9088 Reductions in hypothalamic Gfap expression, glial cells and Î±-tanycytes in lean and hypermetabolic
Gnasxl-deficient mice. Molecular Brain, 2016, 9, 39. 1.3 10

9089 The leukemogenic fusion gene MLL-AF9 alters microRNA expression pattern and inhibits monoblastic
differentiation via miR-511 repression. Journal of Experimental and Clinical Cancer Research, 2016, 35, 9. 3.5 12

9090 An integrated genomics analysis of epigenetic subtypes in human breast tumors links DNA methylation
patterns to chromatin states in normal mammary cells. Breast Cancer Research, 2016, 18, 27. 2.2 67

9091 RISC-mediated control of selected chromatin regulators stabilizes ground state pluripotency of
mouse embryonic stem cells. Genome Biology, 2016, 17, 94. 3.8 12

9092 The histone demethylase dKDM5/LID interacts with the SIN3 histone deacetylase complex and shares
functional similarities with SIN3. Epigenetics and Chromatin, 2016, 9, 4. 1.8 34

9093 In silico analyses of heparin binding proteins expression in human periodontal tissues. BMC Research
Notes, 2016, 9, 53. 0.6 4

9094 Global histone modification profiling reveals the epigenomic dynamics during malignant
transformation in a four-stage breast cancer model. Clinical Epigenetics, 2016, 8, 34. 1.8 61

9095 Live and inactivated Salmonella enterica serovar Typhimurium stimulate similar but distinct
transcriptome profiles in bovine macrophages and dendritic cells. Veterinary Research, 2016, 47, 46. 1.1 9



503

Citation Report

# Article IF Citations

9096 Selection signatures in Canchim beef cattle. Journal of Animal Science and Biotechnology, 2016, 7, 29. 2.1 49

9097 NaCl stress-induced transcriptomics analysis of Salix linearistipularis (syn. Salix mongolica). Journal
of Biological Research, 2016, 23, 1. 2.2 14

9098 Analysis of Long Non-Coding RNA Expression Profiles in Non-Small Cell Lung Cancer. Cellular
Physiology and Biochemistry, 2016, 38, 2389-2400. 1.1 63

9099 Elevated paternal glucocorticoid exposure alters the small noncoding RNA profile in sperm and
modifies anxiety and depressive phenotypes in the offspring. Translational Psychiatry, 2016, 6, e837-e837. 2.4 190

9100 Systems Level Analysis of Histone H3 Post-translational Modifications (PTMs) Reveals Features of PTM
Crosstalk in Chromatin Regulation. Molecular and Cellular Proteomics, 2016, 15, 2715-2729. 2.5 76

9101 Autophagy regulates spermatid differentiation via degradation of PDLIM1. Autophagy, 2016, 12, 1575-1592. 4.3 103

9102 Rapid and specific hypomethylation of enhancers in endothelial cells during adaptation to cell
culturing. Epigenetics, 2016, 11, 614-624. 1.3 5

9103 Heterogeneity of transcription factor binding specificity models within and across cell lines. Genome
Research, 2016, 26, 1110-1123. 2.4 7

9104 rs11895168 C allele and the increased risk of breast cancer in Isfahan population. Breast, 2016, 28, 89-94. 0.9 22

9105 Inhibition of MNK pathways enhances cancer cell response to chemotherapy with temozolomide and
targeted radionuclide therapy. Cellular Signalling, 2016, 28, 1412-1421. 1.7 48

9106
Regulation of Platelet Derived Growth Factor Signaling by Leukocyte Common Antigen-related (LAR)
Protein Tyrosine Phosphatase: A Quantitative Phosphoproteomics Study. Molecular and Cellular
Proteomics, 2016, 15, 1823-1836.

2.5 10

9107 Antiinflammatory Effects of Budesonide in Human Fetal Lung. American Journal of Respiratory Cell
and Molecular Biology, 2016, 55, 623-632. 1.4 33

9108 Electronic Sorting of Immune Cell Subpopulations Based on Highly Plastic Genes. Journal of
Immunology, 2016, 197, 665-673. 0.4 13

9109 Selection pressure on human STR loci and its relevance in repeat expansion disease. Molecular
Genetics and Genomics, 2016, 291, 1851-1869. 1.0 15

9110
Expression signature distinguishing two tumour transcriptome classes associated with
progression-free survival among rare histological types of epithelial ovarian cancer. British Journal
of Cancer, 2016, 114, 1412-1420.

2.9 8

9111 Gene Networks in the Wild: Identifying Transcriptional Modules that Mediate Coral Resistance to
Experimental Heat Stress. Genome Biology and Evolution, 2016, 8, 243-252. 1.1 73

9112 Detection of Allelic Frequency Differences between the Sexes in Humans: A Signature of Sexually
Antagonistic Selection. Genome Biology and Evolution, 2016, 8, 1489-1500. 1.1 61

9113 ELAVL2-regulated transcriptional and splicing networks in human neurons link neurodevelopment
and autism. Human Molecular Genetics, 2016, 25, ddw110. 1.4 63



504

Citation Report

# Article IF Citations

9114 Viable<i>RNaseH1</i>knockout mice show RNaseH1 is essential for R loop processing, mitochondrial
and liver function. Nucleic Acids Research, 2016, 44, 5299-5312. 6.5 84

9115 Does AL amyloidosis have a unique genomic profile? Gene expression profiling meta-analysis and
literature overview. Gene, 2016, 591, 490-498. 1.0 6

9116 Systematic tracking of coordinated differential network motifs identifies novel disease-related genes
by integrating multiple data. Neurocomputing, 2016, 206, 3-12. 3.5 4

9117 Aerobic exercise augments muscle transcriptome profile of resistance exercise. American Journal of
Physiology - Regulatory Integrative and Comparative Physiology, 2016, 310, R1279-R1287. 0.9 33

9118 Natural selection in a population of Drosophila melanogaster explained by changes in gene expression
caused by sequence variation in core promoter regions. BMC Evolutionary Biology, 2016, 16, 35. 3.2 12

9119 Comparative transcriptional profiling of renal cortex in rats with inherited stress-induced arterial
hypertension and normotensive Wistar Albino Glaxo rats. BMC Genetics, 2016, 17, 12. 2.7 20

9120 IÎºBÎ± mediates prostate cancer cell death induced by combinatorial targeting of the androgen receptor.
BMC Cancer, 2016, 16, 141. 1.1 10

9121 TLR7-mediated skin inflammation remotely triggers chemokine expression and leukocyte accumulation
in the brain. Journal of Neuroinflammation, 2016, 13, 102. 3.1 30

9122 Molecular subtyping and improved treatment of neurodevelopmental disease. Genome Medicine, 2016,
8, 22. 3.6 17

9123 A Rat Model to Study the Effects of Diet-Induced Obesity on Radiation-Induced Mammary
Carcinogenesis. Radiation Research, 2016, 185, 505. 0.7 7

9124 Identification of novel proliferative diabetic retinopathy related genes on proteinâ€“protein
interaction network. Neurocomputing, 2016, 217, 63-72. 3.5 33

9126 Detailed Characterization of Human Induced Pluripotent Stem Cells Manufactured for Therapeutic
Applications. Stem Cell Reviews and Reports, 2016, 12, 394-420. 5.6 65

9127
Relationship between spatial organization and biological function, analyzed using gene ontology and
chromosome conformation capture of human and fission yeast genomes. Genes and Genomics, 2016, 38,
693-705.

0.5 0

9128 Improvement of core-fucosylated glycoproteome coverage via alternating HCD and ETD
fragmentation. Journal of Proteomics, 2016, 146, 90-98. 1.2 14

9129 A reduction in Drp1-mediated fission compromises mitochondrial health in autosomal recessive
spastic ataxia of Charlevoix Saguenay. Human Molecular Genetics, 2016, 25, 3232-3244. 1.4 51

9130 Block-Constraint Robust Principal Component Analysis and its Application to Integrated Analysis of
TCGA Data. IEEE Transactions on Nanobioscience, 2016, 15, 510-516. 2.2 17

9131 Next generation sequencing technology and genomewide data analysis: Perspectives for retinal
research. Progress in Retinal and Eye Research, 2016, 55, 1-31. 7.3 58

9132 Electrophysiology of glioma: a Rho GTPase-activating protein reduces tumor growth and spares
neuron structure and function. Neuro-Oncology, 2016, 18, 1634-1643. 0.6 21



505

Citation Report

# Article IF Citations

9133 Exploring the glycosaminoglycanâ€“protein interaction network by glycanâ€•mediated pullâ€•down
proteomics. Electrophoresis, 2016, 37, 1437-1447. 1.3 18

9134 Proteomic profiling of eccrine sweat reveals its potential as a diagnostic biofluid for active
tuberculosis. Proteomics - Clinical Applications, 2016, 10, 547-553. 0.8 45

9135 Histone Chaperone SSRP1 is Essential for Wnt Signaling Pathway Activity During Osteoblast
Differentiation. Stem Cells, 2016, 34, 1369-1376. 1.4 32

9136 The impact of quality control in RNA-seq experiments. Journal of Physics: Conference Series, 2016, 705,
012003. 0.3 12

9137 HNdb: an integrated database of gene and protein information on head and neck squamous cell
carcinoma. Database: the Journal of Biological Databases and Curation, 2016, 2016, baw026. 1.4 10

9138 Transcriptomic differences between euryhaline and stenohaline malaria vector sibling species in
response to salinity stress. Molecular Ecology, 2016, 25, 2210-2225. 2.0 17

9139 Microsensor and transcriptomic signatures of oxygen depletion in biofilms associated with chronic
wounds. Wound Repair and Regeneration, 2016, 24, 373-383. 1.5 96

9140 PCBP1/HNRNP E1 Protects Chromosomal Integrity by Translational Regulation of CDC27. Molecular
Cancer Research, 2016, 14, 634-646. 1.5 22

9141 Mechanistic underpinnings of dehydration stress in the American dog tick revealed through RNA-Seq
and metabolomics. Journal of Experimental Biology, 2016, 219, 1808-1819. 0.8 41

9142
Grid-like surface structures in thermoplastic polyurethane induce anti-inflammatory and anti-fibrotic
processes in bone marrow-derived mesenchymal stem cells. Colloids and Surfaces B: Biointerfaces,
2016, 148, 104-115.

2.5 13

9143 MicroRNA-511 Binds to FKBP5 mRNA, Which Encodes a Chaperone Protein, and Regulates Neuronal
Differentiation. Journal of Biological Chemistry, 2016, 291, 17897-17906. 1.6 46

9144 Androgen-induced Long Noncoding RNA (lncRNA) SOCS2-AS1 Promotes Cell Growth and Inhibits
Apoptosis in Prostate Cancer Cells. Journal of Biological Chemistry, 2016, 291, 17861-17880. 1.6 122

9145 DNA methylation profiles in preeclampsia and healthy control placentas. American Journal of
Physiology - Heart and Circulatory Physiology, 2016, 310, H1295-H1303. 1.5 75

9146 Peptide affinity analysis of proteins that bind to an unstructured NH2-terminal region of the
osmoprotective transcription factor NFAT5. Physiological Genomics, 2016, 48, 290-305. 1.0 8

9147 Transcriptome profiling indicating canine parvovirus type 2a as a potential immune activator. Virus
Genes, 2016, 52, 768-779. 0.7 7

9148 Network-based pathway enrichment analysis with incomplete network information. Bioinformatics,
2016, 32, 3165-3174. 1.8 46

9149 Different Endosymbiotic Interactions in Two Hydra Species Reflect the Evolutionary History of
Endosymbiosis. Genome Biology and Evolution, 2016, 8, 2155-2163. 1.1 24

9150 LAR protein tyrosine phosphatase regulates focal adhesions via CDK1. Journal of Cell Science, 2016, 129,
2962-71. 1.2 52



506

Citation Report

# Article IF Citations

9151 Identification of novel biomarkers for preeclampsia on the basis of differential expression network
analysis. Experimental and Therapeutic Medicine, 2016, 12, 201-207. 0.8 4

9152 Single-Cell Transcriptomics of the Human Endocrine Pancreas. Diabetes, 2016, 65, 3028-3038. 0.3 346

9153 Chemoproteomic Approach to Explore the Target Profile of GPCR ligands: Application to
5â€•HT<sub>1A</sub> and 5â€•HT<sub>6</sub> Receptors. Chemistry - A European Journal, 2016, 22, 1313-1321. 1.7 15

9154 An Aromatic Hydroxyamide Attenuates Multiresistant <i>Staphylococcus aureus</i> Toxin Expression.
Chemistry - A European Journal, 2016, 22, 1622-1630. 1.7 6

9155
Plasma-induced signatures reveal an extracellular milieu possessing an immunoregulatory bias in
treatment-naive paediatric inflammatory bowel disease. Clinical and Experimental Immunology, 2016,
184, 36-49.

1.1 11

9156
Comparison of P<sub>75</sub><scp>NTR</scp>â€•positive and â€•negative etcomesenchymal stem cell
odontogenic differentiation through epithelialâ€“mesenchymal interaction. Cell Proliferation, 2016,
49, 185-194.

2.4 23

9157 Alcohol resistance in <i>Drosophila</i> is modulated by the Toll innate immune pathway. Genes, Brain
and Behavior, 2016, 15, 382-394. 1.1 24

9158 DOT1L-mediated H3K79me2 modification critically regulates gene expression during cardiomyocyte
differentiation. Cell Death and Differentiation, 2016, 23, 555-564. 5.0 57

9159 Cortical Tubers: Windows into Dysregulation of Epilepsy Risk and Synaptic Signaling Genes by
MicroRNAs. Cerebral Cortex, 2016, 26, 1059-1071. 1.6 32

9160 Gene expression and proteinâ€“protein interaction data for identification of colon cancer related
genes using f-information measures. Natural Computing, 2016, 15, 449-463. 1.8 10

9161 Blocking miRNA Biogenesis in Adult Forebrain Neurons Enhances Seizure Susceptibility, Fear Memory,
and Food Intake by Increasing Neuronal Responsiveness. Cerebral Cortex, 2016, 26, 1619-1633. 1.6 44

9162 A hepatic stellate cell gene expression signature associated with outcomes in hepatitis C cirrhosis
and hepatocellular carcinoma after curative resection. Gut, 2016, 65, 1754-1764. 6.1 108

9163 The embryonic Brachyury transcription factor is a novel biomarker of GIST aggressiveness and poor
survival. Gastric Cancer, 2016, 19, 651-659. 2.7 18

9164 How to Characterize Fetal Cells from the Maternal Circulation?. Fetal Diagnosis and Therapy, 2016, 39,
238-240. 0.6 0

9165 Individualized identification of disease-associated pathways with disrupted coordination of gene
expression. Briefings in Bioinformatics, 2016, 17, 78-87. 3.2 24

9166 Molecular anatomy of the thalamic complex and the underlying transcription factors. Brain
Structure and Function, 2016, 221, 2493-2510. 1.2 56

9167 DNA methylation analysis of the temporal artery microenvironment in giant cell arteritis. Annals of
the Rheumatic Diseases, 2016, 75, 1196-1202. 0.5 55

9168 Translating Proteomic Into Functional Data: An High Mobility Group A1 (HMGA1) Proteomic Signature
Has Prognostic Value in Breast Cancer. Molecular and Cellular Proteomics, 2016, 15, 109-123. 2.5 41



507

Citation Report

# Article IF Citations

9169 Interaction between dietary lipids and gut microbiota regulates hepatic cholesterol metabolism.
Journal of Lipid Research, 2016, 57, 474-481. 2.0 72

9170 H2A.Z.1 Monoubiquitylation Antagonizes BRD2 to Maintain Poised Chromatin in ESCs. Cell Reports,
2016, 14, 1142-1155. 2.9 55

9171 Trans-Omics: How To Reconstruct Biochemical Networks Across Multiple â€˜Omicâ€™ Layers. Trends in
Biotechnology, 2016, 34, 276-290. 4.9 221

9172 Novel Elements of the Chondrocyte Stress Response Identified Using an in Vitro Model of Mouse
Cartilage Degradation. Journal of Proteome Research, 2016, 15, 1033-1050. 1.8 27

9173 Systematic identification of genes with a cancer-testis expression pattern in 19 cancer types. Nature
Communications, 2016, 7, 10499. 5.8 124

9174 A Quantitative Proteomic Analysis of In Vitro Assembled Chromatin. Molecular and Cellular
Proteomics, 2016, 15, 945-959. 2.5 12

9175 USF1 deficiency activates brown adipose tissue and improves cardiometabolic health. Science
Translational Medicine, 2016, 8, 323ra13. 5.8 58

9176 Upcoming therapeutic targets in cutaneous lupus erythematous. Expert Review of Clinical
Pharmacology, 2016, 9, 567-578. 1.3 19

9177 Identification of important genes associated with total cholesterol using bioinformatics analysis.
Pharmacogenomics, 2016, 17, 219-230. 0.6 2

9178 Alcohol-free fermented blueberryâ€“blackberry beverage phenolic extract attenuates diet-induced
obesity and blood glucose in C57BL/6J mice. Journal of Nutritional Biochemistry, 2016, 31, 45-59. 1.9 40

9179
Ion-Current-Based Temporal Proteomic Profiling of Influenza-A-Virus-Infected Mouse Lungs Revealed
Underlying Mechanisms of Altered Integrity of the Lung Microvascular Barrier. Journal of Proteome
Research, 2016, 15, 540-553.

1.8 11

9180 ConceptMetab: exploring relationships among metabolite sets to identify links among biomedical
concepts. Bioinformatics, 2016, 32, 1536-1543. 1.8 10

9181 Postponing the Hypoglycemic Response to Partial Hepatectomy Delays Mouse Liver Regeneration.
American Journal of Pathology, 2016, 186, 587-599. 1.9 28

9182 Identification of transcription factors and gene clusters in rabbit smooth muscle cells during high
flow-induced vascular remodeling via microarray. Gene, 2016, 575, 407-414. 1.0 2

9183
Characterization of in vitro genotoxic, cytotoxic and transcriptomic responses following exposures
to amorphous silica of different sizes. Mutation Research - Genetic Toxicology and Environmental
Mutagenesis, 2016, 796, 8-22.

0.9 49

9184
Quantitative proteomics and phosphoproteomics on serial tumor biopsies from a sorafenib-treated
HCC patient. Proceedings of the National Academy of Sciences of the United States of America, 2016,
113, 1381-1386.

3.3 64

9185 Subtype-specific addiction of the activated B-cell subset of diffuse large B-cell lymphoma to FOXP1.
Proceedings of the National Academy of Sciences of the United States of America, 2016, 113, E577-E586. 3.3 36

9186 MicroRNA Species in Follicular Fluid Associating With Polycystic Ovary Syndrome and Related
Intermediary Phenotypes. Journal of Clinical Endocrinology and Metabolism, 2016, 101, 1579-1589. 1.8 58



508

Citation Report

# Article IF Citations

9187 Differential lncRNA-mRNA co-expression network analysis revealing the potential regulatory roles of
lncRNAs in myocardial infarction. Molecular Medicine Reports, 2016, 13, 1195-1203. 1.1 23

9188 Integrative bioinformatics and proteomics-based discovery of an eEF2K inhibitor (cefatrizine) with ER
stress modulation in breast cancer cells. Molecular BioSystems, 2016, 12, 729-736. 2.9 17

9189
The Dendritic Cell Major Histocompatibility Complex II (MHC II) Peptidome Derives from a Variety of
Processing Pathways and Includes Peptides with a Broad Spectrum of HLA-DM Sensitivity. Journal of
Biological Chemistry, 2016, 291, 5576-5595.

1.6 54

9190 Pervasive polymorphic imprinted methylation in the human placenta. Genome Research, 2016, 26,
756-767. 2.4 107

9191 HNF1 regulates critical processes in the human epididymis epithelium. Molecular and Cellular
Endocrinology, 2016, 425, 94-102. 1.6 16

9192 Regulated Formation of lncRNA-DNA Hybrids Enables Faster Transcriptional Induction and
Environmental Adaptation. Molecular Cell, 2016, 61, 393-404. 4.5 91

9193 Genomics of Preterm Birthâ€”Evidence of Association and Evolving Investigations. American Journal of
Perinatology, 2016, 33, 222-228. 0.6 8

9194 Dicer and microRNA expression in multiple sclerosis and response to interferon therapy. Journal of
Neuroimmunology, 2016, 292, 68-78. 1.1 29

9195
Transcriptional, translational, and physiological signatures of undernourished honey bees (Apis) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 427 Td (mellifera) suggest a role for hormonal factors in hypopharyngeal gland degradation. Journal of

Insect Physiology, 2016, 85, 65-75.
0.9 32

9196 Emerging systems biology approaches in nanotoxicology: Towards a mechanism-based understanding
of nanomaterial hazard and risk. Toxicology and Applied Pharmacology, 2016, 299, 101-111. 1.3 117

9197 Autophagy and modular restructuring of metabolism control germline tumor differentiation and
proliferation in<i>C. elegans</i>. Autophagy, 2016, 12, 529-546. 4.3 25

9198 Cumulus Cell Transcripts Transit to the Bovine Oocyte in Preparation for Maturation1. Biology of
Reproduction, 2016, 94, 16. 1.2 122

9199 Generation and Application of Mouse-Rat Allodiploid Embryonic Stem Cells. Cell, 2016, 164, 279-292. 13.5 46

9200
Genomic incompatibilities in the diploid and tetraploid offspring of the goldfish Ã— common carp
cross. Proceedings of the National Academy of Sciences of the United States of America, 2016, 113,
1327-1332.

3.3 119

9201 High-throughput analyses of hnRNP H1 dissects its multi-functional aspect. RNA Biology, 2016, 13,
400-411. 1.5 50

9202 Novel insights into human respiratory syncytial virus-host factor interactions through integrated
proteomics and transcriptomics analysis. Expert Review of Anti-Infective Therapy, 2016, 14, 285-297. 2.0 24

9203 Transcriptomic Analysis of the Host Response and Innate Resilience to Enterotoxigenic<i>Escherichia
coli</i>Infection in Humans. Journal of Infectious Diseases, 2016, 213, 1495-1504. 1.9 11

9204 COPD subtypes identified by network-based clustering of blood gene expression. Genomics, 2016, 107,
51-58. 1.3 49



509

Citation Report

# Article IF Citations

9205
Quantitative phosphoproteomics reveals genistein as a modulator of cell cycle and DNA damage
response pathways in triple-negative breast cancer cells. International Journal of Oncology, 2016, 48,
1016-1028.

1.4 41

9206 Cross-species proteomics in analysis of mammalian sperm proteins. Journal of Proteomics, 2016, 135,
38-50. 1.2 31

9207 MicroRNA-7 Regulates the Function of Mitochondrial Permeability Transition Pore by Targeting VDAC1
Expression. Journal of Biological Chemistry, 2016, 291, 6483-6493. 1.6 100

9208 MicroRNA Expression is Altered in Granulosa Cells of Ovarian Hyperresponders. Reproductive
Sciences, 2016, 23, 1001-1010. 1.1 17

9209 Tolerogenic dendritic cells show gene expression profiles that are different from those of
immunogenic dendritic cells in DBA/1 mice. Autoimmunity, 2016, 49, 90-101. 1.2 7

9210 Singlet Oxygen-Induced Cell Death in Arabidopsis under High-Light Stress Is Controlled by OXI1 Kinase.
Plant Physiology, 2016, 170, 1757-1771. 2.3 100

9211 Inhibition of Class I Histone Deacetylases 1 and 2 Promotes Urothelial Carcinoma Cell Death by
Various Mechanisms. Molecular Cancer Therapeutics, 2016, 15, 299-312. 1.9 48

9212 Methyl-CpG-binding domain protein 3-like 2 (MBD3L2) promotes Tet2 enzymatic activity for mediating
5mC oxidation. Journal of Cell Science, 2016, 129, 1059-71. 1.2 18

9213 Targeted deletion of miR-132/-212 impairs memory and alters the hippocampal transcriptome. Learning
and Memory, 2016, 23, 61-71. 0.5 93

9214 ADAMTS3 activity is mandatory for embryonic lymphangiogenesis and regulates placental
angiogenesis. Angiogenesis, 2016, 19, 53-65. 3.7 77

9215 Genetic Variability Overrides the Impact of Parental Cell Type and Determines iPSC Differentiation
Potential. Stem Cell Reports, 2016, 6, 200-212. 2.3 211

9216 Microglial brain regionâˆ’dependent diversity and selective regional sensitivities to aging. Nature
Neuroscience, 2016, 19, 504-516. 7.1 919

9217
Systematic identification and annotation of human methylation marks based on bisulfite sequencing
methylomes reveals distinct roles of cell type-specific hypomethylation in the regulation of cell
identity genes. Nucleic Acids Research, 2016, 44, 75-94.

6.5 83

9218
Internal tandem duplication of FLT3 deregulates proliferation and differentiation and confers
resistance to the FLT3 inhibitor AC220 by Up-regulating RUNX1 expression in hematopoietic cells.
International Journal of Hematology, 2016, 103, 95-106.

0.7 13

9219 Systems Approaches to Understanding Aging. , 2016, , 241-261. 1

9220 Integrative Genomics of Aging. , 2016, , 263-285. 6

9221 Human NUP98-IQCG fusion protein induces acute myelomonocytic leukemia in mice by dysregulating
the Hox/Pbx3 pathway. Leukemia, 2016, 30, 1590-1593. 3.3 6

9222 Novel Morphologic and Genetic Analysis of Cancer Cells in a 3D Microenvironment Identifies STAT3 as
a Regulator of Tumor Permeability Barrier Function. Cancer Research, 2016, 76, 1044-1054. 0.4 19



510

Citation Report

# Article IF Citations

9223 Age, Sexual Dimorphism, and Disease Associations in the Developing Human Fetal Lung Transcriptome.
American Journal of Respiratory Cell and Molecular Biology, 2016, 54, 814-821. 1.4 28

9224 Bottom-Up Proteomics (2013â€“2015): Keeping up in the Era of Systems Biology. Analytical Chemistry, 2016,
88, 95-121. 3.2 52

9225 Interactome analysis of gene expression profile reveals potential novel key transcriptional regulators
of skin pathology in vitiligo. Genes and Immunity, 2016, 17, 30-45. 2.2 23

9226 Bioinformatic tools for microRNA dissection. Nucleic Acids Research, 2016, 44, 24-44. 6.5 182

9227 EHMT2 directs DNA methylation for efficient gene silencing in mouse embryos. Genome Research, 2016,
26, 192-202. 2.4 60

9228 Genetic heterogeneity after first-line chemotherapy in high-grade serous ovarian cancer. European
Journal of Cancer, 2016, 53, 51-64. 1.3 45

9229 Mycoplasma Infection Alters Cancer Stem Cell Properties in Vitro. Stem Cell Reviews and Reports,
2016, 12, 156-161. 5.6 13

9230 A Transcriptome Atlas of Physcomitrella patens Provides Insights into the Evolution and Development
of Land Plants. Molecular Plant, 2016, 9, 205-220. 3.9 197

9231 Optimized procedure of extraction, purification and proteomic analysis of nuclear proteins from
mouse brain. Journal of Neuroscience Methods, 2016, 261, 1-9. 1.3 12

9232 Sensing Small Changes in Protein Abundance: Stimulation of Caco-2 Cells by Human Whey Proteins.
Journal of Proteome Research, 2016, 15, 125-143. 1.8 4

9233 Deep Quantitative Proteomics Reveals Extensive Metabolic Reprogramming and Cancer-Like Changes of
Ectopic Endometriotic Stromal Cells. Journal of Proteome Research, 2016, 15, 572-584. 1.8 36

9234 Out of southern East Asia: the natural history of domestic dogs across the world. Cell Research,
2016, 26, 21-33. 5.7 271

9235 Polygenic associations of neurodevelopmental genes in suicide attempt. Molecular Psychiatry, 2016,
21, 1381-1390. 4.1 84

9236
RNA-seq reveals post-transcriptional regulation of<i>Drosophila</i>insulin-like
peptide<i>dilp8</i>and the neuropeptide-like precursor<i>Nplp2</i>by the exoribonuclease
Pacman/XRN1. Nucleic Acids Research, 2016, 44, 267-280.

6.5 45

9237 Cytoplasmic poly(A) binding protein-1 binds to genomically encoded sequences within mammalian
mRNAs. Rna, 2016, 22, 61-74. 1.6 44

9238 Antiviral innate immunity through the lens of systems biology. Virus Research, 2016, 218, 10-17. 1.1 10

9239
Genome-Wide Studies Reveal that H3K4me3 Modification in Bivalent Genes Is Dynamically Regulated
during the Pluripotent Cell Cycle and Stabilized upon Differentiation. Molecular and Cellular
Biology, 2016, 36, 615-627.

1.1 53

9240 Multilocus Inherited Neoplasia Alleles Syndrome. JAMA Oncology, 2016, 2, 373. 3.4 43



511

Citation Report

# Article IF Citations

9241 Purification and Characterization of Progenitor and Mature Human Astrocytes Reveals
Transcriptional and Functional Differences with Mouse. Neuron, 2016, 89, 37-53. 3.8 1,741

9242 Identifying Novel Transcriptional Regulators with Circadian Expression. Molecular and Cellular
Biology, 2016, 36, 545-558. 1.1 13

9243 Genome-wide profiling in treatment-naive early rheumatoid arthritis reveals DNA methylome changes
in T and B lymphocytes. Epigenomics, 2016, 8, 209-224. 1.0 55

9244 Promoter targeted bisulfite sequencing reveals DNA methylation profiles associated with low sperm
motility in asthenozoospermia. Human Reproduction, 2016, 31, 24-33. 0.4 47

9245 A flow cytometry-based reporter assay identifies macrolide antibiotics as nonsense mutation
read-through agents. Journal of Molecular Medicine, 2016, 94, 469-482. 1.7 23

9246 Expression of mitochondria-related genes is elevated in overfeeding-induced goose fatty liver.
Comparative Biochemistry and Physiology - B Biochemistry and Molecular Biology, 2016, 192, 30-37. 0.7 22

9247 Obesity and Bariatric Surgery Drive Epigenetic Variation of Spermatozoa in Humans. Cell Metabolism,
2016, 23, 369-378. 7.2 435

9248 Inefficient megakaryopoiesis in mouse hematopoietic stemâ€“progenitor cells lacking T-bet. Experimental
Hematology, 2016, 44, 194-206.e17. 0.2 1

9249 Comparative transcriptome analysis of atrial septal defect identifies dysregulated genes during heart
septum morphogenesis. Gene, 2016, 575, 303-312. 1.0 19

9250 A novel framework for inferring condition-specific TF and miRNA co-regulation of proteinâ€“protein
interactions. Gene, 2016, 577, 55-64. 1.0 8

9251
Expression of growth-related genes in the mouse placenta is influenced by interactions between
intestinal nematode (Heligmosomoides bakeri) infection and dietary protein deficiency. International
Journal for Parasitology, 2016, 46, 97-104.

1.3 6

9252 Sequential Notch activation regulates ventricular chamber development. Nature Cell Biology, 2016, 18,
7-20. 4.6 156

9253 Temporal lobe in human aging: A quantitative protein profiling study of samples from Chinese Human
Brain Bank. Experimental Gerontology, 2016, 73, 31-41. 1.2 22

9254 Next-Generation mRNA Sequencing Reveals Pyroptosis-Induced CD4 <sup>+</sup> T Cell Death in Early
Simian Immunodeficiency Virus-Infected Lymphoid Tissues. Journal of Virology, 2016, 90, 1080-1087. 1.5 18

9255
Adipogenic placenta-derived mesenchymal stem cells are not lineage restricted by withdrawing
extrinsic factors: developing a novel visual angle in stem cell biology. Cell Death and Disease, 2016, 7,
e2141-e2141.

2.7 9

9256 GeneAnalytics: An Integrative Gene Set Analysis Tool for Next Generation Sequencing, RNAseq and
Microarray Data. OMICS A Journal of Integrative Biology, 2016, 20, 139-151. 1.0 187

9257 Measure transcript integrity using RNA-seq data. BMC Bioinformatics, 2016, 17, 58. 1.2 187

9258
Genomewide comparison of the inducible transcriptomes of nuclear receptors CAR, PXR and PPARÎ± in
primary human hepatocytes. Biochimica Et Biophysica Acta - Gene Regulatory Mechanisms, 2016, 1859,
1218-1227.

0.9 67



512

Citation Report

# Article IF Citations

9259 A favorable role of prolactin in human breast cancer reveals novel pathway-based gene signatures
indicative of tumor differentiation and favorable patient outcome. Human Pathology, 2016, 53, 142-152. 1.1 33

9260 Uterine responses to feeding soy protein isolate and treatment with 17Î²-estradiol differ in
ovariectomized female rats. Toxicology and Applied Pharmacology, 2016, 297, 68-80. 1.3 11

9261 Genome-Wide Profiles of Extra-cranial Malignant Rhabdoid Tumors Reveal Heterogeneity and
Dysregulated Developmental Pathways. Cancer Cell, 2016, 29, 394-406. 7.7 105

9262 Saturated Fatty Acids Engage an IRE1Î±-Dependent Pathway to Activate the NLRP3 Inflammasome in
Myeloid Cells. Cell Reports, 2016, 14, 2611-2623. 2.9 154

9263 An integrated model of clinical information and gene expression for prediction of survival in ovarian
cancer patients. Translational Research, 2016, 172, 84-95.e11. 2.2 14

9264 Engineering EMT using 3D micro-scaffold to promote hepatic functions for drug hepatotoxicity
evaluation. Biomaterials, 2016, 91, 11-22. 5.7 45

9265 The Effect of Sustained Inflammation on Hepatic Mevalonate Pathway Results in Hyperglycemia. Cell,
2016, 165, 343-356. 13.5 92

9266 Genomic and Transcriptomic Features of Response to Anti-PD-1 Therapy in Metastatic Melanoma. Cell,
2016, 165, 35-44. 13.5 2,437

9267 Risk assessment of Soulatrolide and Mammea (A/BA+A/BB) coumarins from Calophyllum brasiliense by a
toxicogenomic and toxicological approach. Food and Chemical Toxicology, 2016, 91, 117-129. 1.8 9

9268 The macrophage IRF8/IRF1 regulome is required for protection against infections and is associated
with chronic inflammation. Journal of Experimental Medicine, 2016, 213, 585-603. 4.2 194

9269 Detecting critical state before phase transition of complex biological systems by hidden Markov
model. Bioinformatics, 2016, 32, 2143-2150. 1.8 50

9270
A cross-study analysis of prenatal exposures to environmental contaminants and the epigenome:
support for stress-responsive transcription factor occupancy as a mediator of gene-specific CpG
methylation patterning. Environmental Epigenetics, 2016, 2, dvv011.

0.9 36

9271 The protein and lipid composition of the membrane of milk fat globules depends on their size. Journal
of Dairy Science, 2016, 99, 4726-4738. 1.4 65

9272 TRAPLINE: a standardized and automated pipeline for RNA sequencing data analysis, evaluation and
annotation. BMC Bioinformatics, 2016, 17, 21. 1.2 35

9273 Transcriptional networks of murine diabetic peripheral neuropathy and nephropathy: common and
distinct gene expression patterns. Diabetologia, 2016, 59, 1297-1306. 2.9 34

9274 Oxidative stress-induced toxicity of CuO nanoparticles and related toxicogenomic responses in
Arabidopsis thaliana. Environmental Pollution, 2016, 212, 605-614. 3.7 95

9275 Mammalian Heat Shock Response and Mechanisms Underlying Its Genome-wide Transcriptional
Regulation. Molecular Cell, 2016, 62, 63-78. 4.5 322

9276 Learning to cope with stress modulates anterior cingulate cortex stargazin expression in monkeys
and mice. Neurobiology of Learning and Memory, 2016, 131, 95-100. 1.0 7



513

Citation Report

# Article IF Citations

9277 Cell-type-specific miR-431 dysregulation in a motor neuron model of spinal muscular atrophy. Human
Molecular Genetics, 2016, 25, 2168-2181. 1.4 38

9278 sRNATarBase 3.0: an updated database for sRNA-target interactions in bacteria. Nucleic Acids Research,
2016, 44, D248-D253. 6.5 37

9279 The Kub5-Hera/RPRD1B interactome: a novel role in preserving genetic stability by regulating DNA
mismatch repair. Nucleic Acids Research, 2016, 44, 1718-1731. 6.5 21

9280 Proteomic peptide phage display uncovers novel interactions of the PDZ1â€•2 supramodule of syntenin.
FEBS Letters, 2016, 590, 3-12. 1.3 24

9281 Altered acetylation and succinylation profiles in <i>Corynebacterium glutamicum</i> in response to
conditions inducing glutamate overproduction. MicrobiologyOpen, 2016, 5, 152-173. 1.2 50

9282 Genetic polymorphisms to predict gains in maximal O2 uptake and knee peak torque after a high
intensity training program in humans. European Journal of Applied Physiology, 2016, 116, 947-957. 1.2 8

9283 A temperature-sensitive allele of a putative mRNA splicing helicase down-regulates many cell wall
genes and causes radial swelling in Arabidopsis thaliana. Plant Molecular Biology, 2016, 91, 1-13. 2.0 16

9284 Copy number variations and genome-wide associations reveal putative genes and metabolic pathways
involved with the feed conversion ratio in beef cattle. Journal of Applied Genetics, 2016, 57, 495-504. 1.0 78

9285 Primary Cilium-Autophagy-Nrf2 (PAN) Axis Activation Commits Human Embryonic Stem Cells to a
Neuroectoderm Fate. Cell, 2016, 165, 410-420. 13.5 86

9286 Spatial Transcriptome for the Molecular Annotation of Lineage Fates and Cell Identity in Mid-gastrula
Mouse Embryo. Developmental Cell, 2016, 36, 681-697. 3.1 201

9287 Striatal mRNA expression patterns underlying peak dose l-DOPA-induced dyskinesia in the 6-OHDA
hemiparkinsonian rat. Neuroscience, 2016, 324, 238-251. 1.1 10

9288 5-Hydroxymethylcytosine-mediated alteration of transposon activity associated with the exposure to
adversein uteroenvironments in human. Human Molecular Genetics, 2016, 25, 2208-2219. 1.4 25

9289 Micro<scp>RNA</scp>â€•31 is a positive modulator of endothelialâ€“mesenchymal transition and
associated secretory phenotype induced by <scp>TGF</scp>â€•Î². Genes To Cells, 2016, 21, 99-116. 0.5 46

9290 Circulating microRNAs as Potential Biomarkers of Endothelial Dysfunction in Obese Children. Chest,
2016, 149, 786-800. 0.4 66

9291 Biclustering of human cancer microarray data using co-similarity based co-clustering. Expert Systems
With Applications, 2016, 55, 520-531. 4.4 22

9292 Osteoclast TGF-Î² Receptor Signaling Induces Wnt1 Secretion and Couples Bone Resorption to Bone
Formation. Journal of Bone and Mineral Research, 2016, 31, 76-85. 3.1 73

9293 Microâ€•proteomics with iterative data analysis: Proteome analysis in <i>C. elegans</i> at the single
worm level. Proteomics, 2016, 16, 381-392. 1.3 34

9294 Alteration of transcriptional networks in the entorhinal cortex after maternal immune activation
and adolescent cannabinoid exposure. Brain, Behavior, and Immunity, 2016, 56, 187-196. 2.0 24



514

Citation Report

# Article IF Citations

9295 Genome-wide Analysis Identifies Bcl6-Controlled Regulatory Networks during T Follicular Helper Cell
Differentiation. Cell Reports, 2016, 14, 1735-1747. 2.9 110

9296 Persistent Chromatin Modifications Induced by High Fat Diet*. Journal of Biological Chemistry, 2016,
291, 10446-10455. 1.6 71

9297 A network pharmacology approach reveals new candidate caloric restriction mimetics in <i>C.
elegans</i>. Aging Cell, 2016, 15, 256-266. 3.0 86

9298 Rapid evolution of the intersexual genetic correlation for fitness in<i>Drosophila melanogaster</i>.
Evolution; International Journal of Organic Evolution, 2016, 70, 781-795. 1.1 38

9299
Vitamin D Deficiency Is Associated With Increased Risk of Non-alcoholic Steatohepatitis in Adults With
Non-alcoholic Fatty Liver Disease: Possible Role for MAPK and NF-ÎºB?. American Journal of
Gastroenterology, 2016, 111, 852-863.

0.2 105

9300 Collagen-rich stroma in aggressive colon tumors induces mesenchymal gene expression and tumor
cell invasion. Oncogene, 2016, 35, 5263-5271. 2.6 87

9301 The tumor suppressor ING1b is a novel corepressor for the androgen receptor and induces cellular
senescence in prostate cancer cells. Journal of Molecular Cell Biology, 2016, 8, 207-220. 1.5 27

9302 Genome-wide analysis reveals<i>NRP1</i>as a direct HIF1Î±-E2F7 target in the regulation of motorneuron
guidance<i>in vivo</i>. Nucleic Acids Research, 2016, 44, 3549-3566. 6.5 29

9303
Bidirectional promoters link cAMP signaling with irreversible differentiation through
promoter-associated non-coding RNA (pancRNA) expression in PC12 cells. Nucleic Acids Research, 2016,
44, 5105-5122.

6.5 16

9304 Menthol Alone Upregulates Midbrain nAChRs, Alters nAChR Subtype Stoichiometry, Alters Dopamine
Neuron Firing Frequency, and Prevents Nicotine Reward. Journal of Neuroscience, 2016, 36, 2957-2974. 1.7 64

9305 <i>C9orf72</i> is required for proper macrophage and microglial function in mice. Science, 2016, 351,
1324-1329. 6.0 478

9306 Large-Scale, Ion-Current-Based Proteomic Investigation of the Rat Striatal Proteome in a Model of
Short- and Long-Term Cocaine Withdrawal. Journal of Proteome Research, 2016, 15, 1702-1716. 1.8 11

9307 Expression Profiling of Macrophages Reveals Multiple Populations with Distinct Biological Roles in
an Immunocompetent Orthotopic Model of Lung Cancer. Journal of Immunology, 2016, 196, 2847-2859. 0.4 86

9308 A single generation of domestication heritably alters the expression of hundreds of genes. Nature
Communications, 2016, 7, 10676. 5.8 191

9309 Transcriptional profiling of cortical versus cancellous bone from mechanically-loaded murine tibiae
reveals differential gene expression. Bone, 2016, 86, 22-29. 1.4 59

9310 Similar protein expression profiles of ovarian and endometrial high-grade serous carcinomas. British
Journal of Cancer, 2016, 114, 554-561. 2.9 22

9311 Secretory leukocyte protease inhibitor is a survival and proliferation factor for castration-resistant
prostate cancer. Oncogene, 2016, 35, 4807-4815. 2.6 32

9312 Chronic exposure to air pollution particles increases the risk of obesity and metabolic syndrome:
findings from a natural experiment in Beijing. FASEB Journal, 2016, 30, 2115-2122. 0.2 181



515

Citation Report

# Article IF Citations

9313 Site-Specific Identification of Lysine Acetylation Stoichiometries in Mammalian Cells. Journal of
Proteome Research, 2016, 15, 1103-1113. 1.8 41

9314 Peripheral viral infection induced microglial sensome genes and enhanced microglial cell activity in
the hippocampus of neonatal piglets. Brain, Behavior, and Immunity, 2016, 54, 243-251. 2.0 29

9315
Molecular characterization of Oryza sativa arsenic-induced RING E3 ligase 1 (OsAIR1): Expression
patterns, localization, functional interaction, and heterogeneous overexpression. Journal of Plant
Physiology, 2016, 191, 140-148.

1.6 23

9316 Genome-wide association study identifies multiple susceptibility loci for craniofacial microsomia.
Nature Communications, 2016, 7, 10605. 5.8 40

9317 Dynamics of Hippocampal Protein Expression During Long-term Spatial Memory Formation. Molecular
and Cellular Proteomics, 2016, 15, 523-541. 2.5 19

9318 Dysregulation of miRNA isoform level at 5Ê¹ end in Alzheimer's disease. Gene, 2016, 584, 167-172. 1.0 19

9319 Zebrafish embryos as a screen for DNA methylation modifications after compound exposure.
Toxicology and Applied Pharmacology, 2016, 291, 84-96. 1.3 59

9320 An epigenome-wide association meta-analysis of prenatal maternal stress in neonates: A model
approach for replication. Epigenetics, 2016, 11, 140-149. 1.3 80

9321
Twist induces epithelial-mesenchymal transition and cell motility in breast cancer via ITGB1-FAK/ILK
signaling axis and its associated downstream network. International Journal of Biochemistry and Cell
Biology, 2016, 71, 62-71.

1.2 75

9322 A Systems-Level Analysis of the Peripheral Nerve Intrinsic Axonal Growth Program. Neuron, 2016, 89,
956-970. 3.8 314

9323 Mood stabilizing drugs regulate transcription of immune, neuronal and metabolic pathway genes in
Drosophila. Psychopharmacology, 2016, 233, 1751-1762. 1.5 6

9324 Phenotypic and molecular analysis of the effect of 20-hydroxyecdysone on the human filarial parasite
Brugia malayi. International Journal for Parasitology, 2016, 46, 333-341. 1.3 12

9325 MicroRNA transcriptome profiling of mice brains infected with Japanese encephalitis virus by RNA
sequencing. Infection, Genetics and Evolution, 2016, 39, 249-257. 1.0 7

9326 Network stratification analysis for identifying function-specific network layers. Molecular
BioSystems, 2016, 12, 1232-1240. 2.9 1

9327 Lambda Interferon Restructures the Nasal Microbiome and Increases Susceptibility to Staphylococcus
aureus Superinfection. MBio, 2016, 7, e01939-15. 1.8 94

9328 Identification of protein complexes of microsomes in rat adipocytes by native gel coupled with
LC-ESI-QTOF. Molecular BioSystems, 2016, 12, 1313-1323. 2.9 1

9329 The Histone Variant MacroH2A1.2 Is Necessary for the Activation of Muscle Enhancers and
Recruitment of the Transcription Factor Pbx1. Cell Reports, 2016, 14, 1156-1168. 2.9 49

9330 The Cardiac TBX5 Interactome Reveals a Chromatin Remodeling Network Essential for Cardiac
Septation. Developmental Cell, 2016, 36, 262-275. 3.1 71



516

Citation Report

# Article IF Citations

9331 Hepatocyte nuclear factor 1 coordinates multiple processes in a model of intestinal epithelial cell
function. Biochimica Et Biophysica Acta - Gene Regulatory Mechanisms, 2016, 1859, 591-598. 0.9 13

9332
Blood Transcriptional Biomarkers for Active Tuberculosis among Patients in the United States: a
Case-Control Study with Systematic Cross-Classifier Evaluation. Journal of Clinical Microbiology,
2016, 54, 274-282.

1.8 55

9333 Host-Microbiota Interactions in the Pathogenesis of Antibiotic-Associated Diseases. Cell Reports, 2016,
14, 1049-1061. 2.9 92

9334 Effector T-cell trafficking between the leptomeninges and the cerebrospinal fluid. Nature, 2016, 530,
349-353. 13.7 305

9335 <i>miR-1343</i> attenuates pathways of fibrosis by targeting the TGF-Î² receptors. Biochemical Journal,
2016, 473, 245-256. 1.7 72

9336
Establishment of Functional Genomics Pipeline in Mouse Epiblast-Like Tissue by Combining
Transcriptomic Analysis and Gene Knockdown/Knockin/Knockout, Using RNA Interference and
CRISPR/Cas9. Human Gene Therapy, 2016, 27, 436-450.

1.4 11

9337 The transcriptional coregulator MAML1 affects DNA methylation and gene expression patterns in
human embryonic kidney cells. Molecular Biology Reports, 2016, 43, 141-150. 1.0 3

9338 Oxidative stress is associated with weight gain in recipients at 12-months following kidney
transplantation. Clinical Biochemistry, 2016, 49, 237-242. 0.8 6

9339
Controlled hydrostatic pressure stress downregulates the expression of ribosomal genes in
preimplantation embryos: a possible protection mechanism?. Reproduction, Fertility and Development,
2016, 28, 776.

0.1 4

9340 Knockdown of Five Genes Encoding Uncharacterized Proteins Inhibits Entamoeba histolytica
Phagocytosis of Dead Host Cells. Infection and Immunity, 2016, 84, 1045-1053. 1.0 10

9341 CD4+ Group 1 Innate Lymphoid Cells (ILC) Form a Functionally Distinct ILC Subset That Is Increased in
Systemic Sclerosis. Journal of Immunology, 2016, 196, 2051-2062. 0.4 103

9342 The phosphoproteome of human Jurkat T cell clones upon costimulation with anti-CD3/anti-CD28
antibodies. Journal of Proteomics, 2016, 131, 190-198. 1.2 19

9343
Proteomic characterization of macro-, micro- and nano-extracellular vesicles derived from the same
first trimester placenta: relevance for feto-maternal communication. Human Reproduction, 2016, 31,
687-699.

0.4 96

9344 Pathologically Relevant Prelamin A Interactions with Transcription Factors. Methods in Enzymology,
2016, 569, 485-501. 0.4 4

9345 Circular RNA expression alterations are involved in OGD/R-induced neuron injury. Biochemical and
Biophysical Research Communications, 2016, 471, 52-56. 1.0 147

9346 Applying network analysis and Nebula (neighbor-edges based and unbiased leverage algorithm) to
ToxCast data. Environment International, 2016, 89-90, 81-92. 4.8 6

9347 Transcriptome sequencing of hematopoietic stem cells and chronic myelgenous leukemia stem cells.
Genomics Data, 2016, 7, 57-59. 1.3 4

9348 Integrative analyses of leprosy susceptibility genes indicate a common autoimmune profile. Journal of
Dermatological Science, 2016, 82, 18-27. 1.0 22



517

Citation Report

# Article IF Citations

9349 Probabilistic modelling of chromatin code landscape reveals functional diversity of enhancer-like
chromatin states. Nature Communications, 2016, 7, 10528. 5.8 18

9350 Hair follicle aging is driven by transepidermal elimination of stem cells via COL17A1 proteolysis.
Science, 2016, 351, aad4395. 6.0 265

9351 Strategies in functional proteomics: Unveiling the pathways to precision oncology. Cancer Letters,
2016, 382, 86-94. 3.2 7

9352 Integrative analysis for identifying joint modular patterns of gene-expression and drug-response data.
Bioinformatics, 2016, 32, 1724-1732. 1.8 75

9353 Estrogen-regulated extracellular matrix remodeling genes in MCF-7 breast cancer cells. Gene Reports,
2016, 3, 14-21. 0.4 2

9354 Pronephric tubule morphogenesis in zebrafish depends on Mnx mediated repression of irx1b within
the intermediate mesoderm. Developmental Biology, 2016, 411, 101-114. 0.9 9

9355 RBM3 regulates temperature sensitive miR-142â€“5p and miR-143 (thermomiRs), which target immune genes
and control fever. Nucleic Acids Research, 2016, 44, 2888-2897. 6.5 50

9356 A survey of best practices for RNA-seq data analysis. Genome Biology, 2016, 17, 13. 3.8 1,898

9357
Polyclonal breast cancer metastases arise from collective dissemination of keratin 14-expressing
tumor cell clusters. Proceedings of the National Academy of Sciences of the United States of America,
2016, 113, E854-63.

3.3 576

9358
Higher expression of TNFÎ±-induced genes in the synovium of patients with early rheumatoid arthritis
correlates with disease activity, and predicts absence of response to first line therapy. Arthritis
Research and Therapy, 2016, 18, 19.

1.6 39

9359 Proteomic data reveals a physiological basis for costs and benefits associated with thermal
acclimation. Journal of Experimental Biology, 2016, 219, 969-76. 0.8 35

9360
Detection of Critical Genes Associated with Overall Survival (OS) and Progression-Free Survival (PFS)
in Reconstructed Canine B-Cell Lymphoma Gene Regulatory Network (GRN). Cancer Investigation, 2016,
34, 70-79.

0.6 10

9361 The DNA methylation profile of activated human natural killer cells. Epigenetics, 2016, 11, 363-380. 1.3 50

9362 Tripartite motif-containing 55 identified as functional candidate for spontaneous cardiac hypertrophy
in the rat locus cardiac mass 22. Journal of Hypertension, 2016, 34, 950-958. 0.3 5

9363 Analysis of copy number variations in Mexican Holstein cattle using axiom genome-wide Bos 1 array.
Genomics Data, 2016, 7, 97-100. 1.3 6

9364 Salmonella Typhimurium infection primes a nutriprive mechanism in piglets. Veterinary Microbiology,
2016, 186, 117-125. 0.8 2

9365 Mouse mesenchymal stem cells inhibit high endothelial cell activation and lymphocyte homing to
lymph nodes by releasing TIMP-1. Leukemia, 2016, 30, 1143-1154. 3.3 79

9366
Co-immunoprecipitation with Tau Isoform-specific Antibodies Reveals Distinct Protein Interactions
and Highlights a Putative Role for 2N Tau in Disease. Journal of Biological Chemistry, 2016, 291,
8173-8188.

1.6 117



518

Citation Report

# Article IF Citations

9367 The Expanding Landscape of the Thiol Redox Proteome. Molecular and Cellular Proteomics, 2016, 15,
1-11. 2.5 174

9368 Low birth weight associates with hippocampal gene expression. Neuroscience, 2016, 318, 190-205. 1.1 6

9369 Gene expression profiling reveals different molecular patterns in G-protein coupled receptor
signaling pathways between early- and late-onset preeclampsia. Placenta, 2016, 40, 52-59. 0.7 30

9370 Transcriptome-wide targets of alternative splicing by RBM4 and possible role in cancer. Genomics,
2016, 107, 138-144. 1.3 19

9371 Network analysis of the metabolome and transcriptome reveals novel regulation of potato
pigmentation. Journal of Experimental Botany, 2016, 67, 1519-1533. 2.4 149

9372 Differential RNA-seq analysis comparing APC-defective and APC-restored SW480 colorectal cancer
cells. Genomics Data, 2016, 7, 293-296. 1.3 6

9373 RNA-sequencing study of peripheral blood monocytes in chronic periodontitis. Gene, 2016, 581, 152-160. 1.0 21

9374 Fluoxetine treatment prevents the inflammatory response in a mouse model of posttraumatic stress
disorder. Journal of Psychiatric Research, 2016, 76, 74-83. 1.5 33

9375 Comparative analysis of microRNA expression in human mesenchymal stem cells from umbilical cord
and cord blood. Genomics, 2016, 107, 124-131. 1.3 19

9376 Systematic Evaluation of Genes and Genetic Variants Associated with Type 1 Diabetes Susceptibility.
Journal of Immunology, 2016, 196, 3043-3053. 0.4 47

9377 Proteomic identification of fat-browning markers in cultured white adipocytes treated with
curcumin. Molecular and Cellular Biochemistry, 2016, 415, 51-66. 1.4 24

9378 IL-15 boosts the function and migration of human terminally differentiated CD8+ T cells by inducing a
unique gene signature. International Immunology, 2016, 28, 293-305. 1.8 17

9379 Proteomic profiling of maize opaque endosperm mutants reveals selective accumulation of
lysine-enriched proteins. Journal of Experimental Botany, 2016, 67, 1381-1396. 2.4 30

9380 NIPBL Controls RNA Biogenesis to Prevent Activation of the Stress Kinase PKR. Cell Reports, 2016, 14,
93-102. 2.9 28

9381 Epigenome-wide DNA methylation patterns associated with fatigue in primary SjÃ¶grenâ€™s syndrome.
Rheumatology, 2016, 55, 1074-1082. 0.9 28

9382 miRNA profiling in serum and tissue samples to assess noninvasive biomarkers for NSCLC clinical
outcome. Tumor Biology, 2016, 37, 5503-5513. 0.8 16

9383 A patient with a novel homozygous missense mutation in FTO and concomitant nonsense mutation in
CETP. Journal of Human Genetics, 2016, 61, 395-403. 1.1 14

9384
MiRNA-Related Polymorphisms in miR-146a and <i>TCF21</i> Are Associated with Increased Susceptibility
to Coronary Artery Disease in an Iranian Population. Genetic Testing and Molecular Biomarkers, 2016,
20, 241-248.

0.3 38



519

Citation Report

# Article IF Citations

9385 Time-Series Transcriptomics Reveals That <i>AGAMOUS-LIKE22</i> Affects Primary Metabolism and
Developmental Processes in Drought-Stressed Arabidopsis. Plant Cell, 2016, 28, 345-366. 3.1 92

9386 Distinct transcriptomic responses of Caenorhabditis elegans to pristine and sulfidized silver
nanoparticles. Environmental Pollution, 2016, 213, 314-321. 3.7 44

9387 Active DNA demethylation at enhancers during the vertebrate phylotypic period. Nature Genetics, 2016,
48, 417-426. 9.4 210

9388 Resuscitation with Valproic Acid Alters Inflammatory Genes in a Porcine Model of Combined
Traumatic Brain Injury and Hemorrhagic Shock. Journal of Neurotrauma, 2016, 33, 1514-1521. 1.7 38

9389
Discovering Condition Specific Topological Pattern Changes in Coexpression Network: An Application
to HIV-1 Progression. IEEE/ACM Transactions on Computational Biology and Bioinformatics, 2016, 13,
1086-1099.

1.9 13

9390 Transcriptome analysis demonstrate widespread differential expression of long noncoding RNAs
involve in Larimichthys crocea immune response. Fish and Shellfish Immunology, 2016, 51, 1-8. 1.6 41

9391 Transcriptional Reprogramming and Resistance to Colonic Mucosal Injury in Poly(ADP-ribose)
Polymerase 1 (PARP1)-deficient Mice. Journal of Biological Chemistry, 2016, 291, 8918-8930. 1.6 35

9392 TRX-1 Regulates SKN-1 Nuclear Localization Cell Non-autonomously in <i>Caenorhabditis elegans</i>.
Genetics, 2016, 203, 387-402. 1.2 18

9393 Crosstalk of dynamic functional modules in lung development of rhesus macaques. Molecular
BioSystems, 2016, 12, 1342-1349. 2.9 9

9394 Global hypermethylation in fetal cortex of Down syndrome due to DNMT3L overexpression. Human
Molecular Genetics, 2016, 25, 1714-1727. 1.4 51

9395
Î”9-Tetrahydrocannabinol (Î”9-THC) Promotes Neuroimmune-Modulatory MicroRNA Profile in Striatum of
Simian Immunodeficiency Virus (SIV)-Infected Macaques. Journal of NeuroImmune Pharmacology, 2016,
11, 192-213.

2.1 19

9396 dbAARD &amp; AGP: A computational pipeline for the prediction of genes associated with age related
disorders. Journal of Biomedical Informatics, 2016, 60, 153-161. 2.5 11

9397 A dynamic intron retention program enriched in RNA processing genes regulates gene expression
during terminal erythropoiesis. Nucleic Acids Research, 2016, 44, 838-851. 6.5 162

9398 AMPK governs lineage specification through Tfeb-dependent regulation of lysosomes. Genes and
Development, 2016, 30, 535-552. 2.7 143

9399 Integrated analysis of proteome and transcriptome changes in the mucopolysaccharidosis type VII
mouse hippocampus. Molecular Genetics and Metabolism, 2016, 118, 41-54. 0.5 28

9400 Genomic analysis identifies new drivers and progression pathways in skin basal cell carcinoma. Nature
Genetics, 2016, 48, 398-406. 9.4 370

9401 Pathway Analysis of Genome-wide Association Study in Childhood Leukemia among Hispanics. Cancer
Epidemiology Biomarkers and Prevention, 2016, 25, 815-822. 1.1 11

9402 Clinical application of genomic profiling to find druggable targets for adolescent and young adult
(AYA) cancer patients with metastasis. BMC Cancer, 2016, 16, 170. 1.1 30



520

Citation Report

# Article IF Citations

9403 KMT2D regulates specific programs in heart development via histone H3 lysine 4 di-methylation.
Development (Cambridge), 2016, 143, 810-821. 1.2 100

9404 Proteins localised to human mitochondria show structural element enrichment in their
corresponding mRNA. International Journal of Computational Biology and Drug Design, 2016, 9, 120. 0.3 0

9405 Stable engineered vascular networks from human induced pluripotent stem cell-derived endothelial
cells cultured in synthetic hydrogels. Acta Biomaterialia, 2016, 35, 32-41. 4.1 86

9406 Functional Genomic Investigation of the Molecular Biological Impact of Electron Beam Radiation in
Lymphoma Cells. Clinical Lymphoma, Myeloma and Leukemia, 2016, 16, 253-263.e6. 0.2 0

9407 Strand-specific RNA-sequencing analysis of multiple system atrophy brain transcriptome.
Neuroscience, 2016, 322, 234-250. 1.1 24

9408 Link community detection based on line graphs with a novel link similarity measure. International
Journal of Modern Physics B, 2016, 30, 1650023. 1.0 2

9409 Deubiquitylation of Protein Cargo Is Not an Essential Step in Exosome Formation. Molecular and
Cellular Proteomics, 2016, 15, 1556-1571. 2.5 49

9410 CAF-like state in primary skin fibroblasts with constitutional <i>BRCA1</i> epimutation sheds new
light on tumor suppressor deficiency-related changes in healthy tissue. Epigenetics, 2016, 11, 120-131. 1.3 11

9411 The effect of heat stress on gene expression, synthesis of steroids, and apoptosis in bovine granulosa
cells. Cell Stress and Chaperones, 2016, 21, 467-475. 1.2 53

9412
Can ecological history influence response to pollutants? Transcriptomic analysis of Manila clam
collected in different Venice lagoon areas and exposed to heavy metal. Aquatic Toxicology, 2016, 174,
123-133.

1.9 27

9413 AP-1 Is a Key Regulator of Proinflammatory Cytokine TNFÎ±-mediated Triple-negative Breast Cancer
Progression. Journal of Biological Chemistry, 2016, 291, 5068-5079. 1.6 85

9414 Genomics and epigenetics: A study of ependymomas in pediatric patients.. Clinical Neurology and
Neurosurgery, 2016, 144, 53-58. 0.6 18

9415 Impact of high-fat diet on the proteome of mouse liver. Journal of Nutritional Biochemistry, 2016, 31,
10-19. 1.9 31

9416 Integrative analysis of microRNA and mRNA expression profiles in non-small-cell lung cancer. Cancer
Gene Therapy, 2016, 23, 90-97. 2.2 43

9417 Systematic study of the dynamics and half-lives of newly synthesized proteins in human cells.
Chemical Science, 2016, 7, 1393-1400. 3.7 64

9418 New insights into host-parasite ubiquitin proteome dynamics in P. falciparum infected red blood cells
using a TUBEs-MS approach. Journal of Proteomics, 2016, 139, 45-59. 1.2 20

9419 Effect of bexarotene on differentiation of glioblastoma multiforme compared with ATRA. Clinical and
Experimental Metastasis, 2016, 33, 417-429. 1.7 14

9420 Comprehensive profiling of EBV gene expression in nasopharyngeal carcinoma through paired-end
transcriptome sequencing. Frontiers of Medicine, 2016, 10, 61-75. 1.5 49



521

Citation Report

# Article IF Citations

9421 Deficiency of multidrug resistance 2 contributes to cell transformation through oxidative stress.
Carcinogenesis, 2016, 37, 39-48. 1.3 15

9422 Integrative transcriptomics and proteomics analysis of longissimus dorsi muscles of Canadian
double-muscled Large White pigs. Gene, 2016, 577, 14-23. 1.0 9

9423 Role of Tet1/3 Genes and Chromatin Remodeling Genes in Cerebellar Circuit Formation. Neuron, 2016,
89, 100-112. 3.8 72

9424 SPON2, a newly identified target gene of MACC1, drives colorectal cancer metastasis in mice and is
prognostic for colorectal cancer patient survival. Oncogene, 2016, 35, 5942-5952. 2.6 57

9425 FOXP3 can modulate TAL1 transcriptional activity through interaction with LMO2. Oncogene, 2016, 35,
4141-4148. 2.6 9

9426 Ectopic expression of<i>TAPETUM DETERMINANT1</i>affects ovule development in Arabidopsis. Journal
of Experimental Botany, 2016, 67, 1311-1326. 2.4 33

9427 Dynamic Regulation of Tandem 3â€² Untranslated Regions in Zebrafish Spleen Cells during Immune
Response. Journal of Immunology, 2016, 196, 715-725. 0.4 11

9428 Triple SILAC quantitative proteomic analysis reveals differential abundance of cell signaling proteins
between normal and lung cancer-derived exosomes. Journal of Proteomics, 2016, 133, 161-169. 1.2 112

9429 Network Analysis of Lung Transcriptomics Reveals a Distinct B-Cell Signature in Emphysema. American
Journal of Respiratory and Critical Care Medicine, 2016, 193, 1242-1253. 2.5 99

9430 The Female Post-Mating Response Requires Genes Expressed in the Secondary Cells of the Male
Accessory Gland in <i>Drosophila melanogaster</i>. Genetics, 2016, 202, 1029-1041. 1.2 61

9431 New Method for Joint Network Analysis Reveals Common and Different Coexpression Patterns among
Genes and Proteins in Breast Cancer. Journal of Proteome Research, 2016, 15, 743-754. 1.8 23

9432 Testing the kinship theory of intragenomic conflict in honey bees ( <i>Apis mellifera</i> ). Proceedings
of the National Academy of Sciences of the United States of America, 2016, 113, 1020-1025. 3.3 69

9433 Persistent Requirement and Alteration of the Key Targets of PRDM1 During Primordial Germ Cell
Development in Mice1. Biology of Reproduction, 2016, 94, 7. 1.2 16

9434
Quantitative Proteomic Analysis Reveals Molecular Adaptations in the Hippocampal Synaptic Active
Zone of Chronic Mild Stress-Unsusceptible Rats. International Journal of Neuropsychopharmacology,
2016, 19, pyv100.

1.0 27

9435 PBX3 and MEIS1 Cooperate in Hematopoietic Cells to Drive Acute Myeloid Leukemias Characterized by a
Core Transcriptome of the <i>MLL</i>-Rearranged Disease. Cancer Research, 2016, 76, 619-629. 0.4 45

9436
Autologous cell sources in therapeutic vasculogenesis: In vitro and in vivo comparison of
endothelial colonyâ€“forming cells from peripheral blood and endothelial cells isolated from adipose
tissue. Cytotherapy, 2016, 18, 242-252.

0.3 13

9437 moCluster: Identifying Joint Patterns Across Multiple Omics Data Sets. Journal of Proteome Research,
2016, 15, 755-765. 1.8 88

9438 Characterization of Two Distinct Nucleosome Remodeling and Deacetylase (NuRD) Complex Assemblies
in Embryonic Stem Cells. Molecular and Cellular Proteomics, 2016, 15, 878-891. 2.5 42



522

Citation Report

# Article IF Citations

9439 A microfluidic platform enabling single-cell RNA-seq of multigenerational lineages. Nature
Communications, 2016, 7, 10220. 5.8 137

9440
Tri-m-cresyl phosphate and PPAR/LXR interactions in seabream hepatocytes: revealed by computational
modeling (docking) and transcriptional regulation of signaling pathways. Toxicology Research, 2016,
5, 471-481.

0.9 16

9441
Protein Arginine Methyltransferase 6 (Prmt6) Is Essential for Early Zebrafish Development through
the Direct Suppression of gadd45Î±a Stress Sensor Gene. Journal of Biological Chemistry, 2016, 291,
402-412.

1.6 30

9442 N-Myristoylation of the Rpt2 subunit of the yeast 26S proteasome is implicated in the subcellular
compartment-specific protein quality control system. Journal of Proteomics, 2016, 130, 33-41. 1.2 22

9443 Hepatitis E virus ORF1 encoded non structural proteinâ€“host protein interaction network. Virus
Research, 2016, 213, 195-204. 1.1 15

9444
Microbiota regulate the ability of lung dendritic cells to induce IgA class-switch recombination and
generate protective gastrointestinal immune responses. Journal of Experimental Medicine, 2016, 213,
53-73.

4.2 94

9445
Genome-Wide Gene Expression Analysis Identifies the Proto-oncogene Tyrosine-Protein Kinase Src as a
Crucial Virulence Determinant of Infectious Laryngotracheitis Virus in Chicken Cells. Journal of
Virology, 2016, 90, 9-21.

1.5 10

9446 Recurrent Mutations of Chromatin-Remodeling Genes and Kinase Receptors in Pheochromocytomas
and Paragangliomas. Clinical Cancer Research, 2016, 22, 2301-2310. 3.2 136

9448 Systematic analyses of the ultraviolet radiation resistance-associated gene product (UVRAG) protein
interactome by tandem affinity purification. Archives of Pharmacal Research, 2016, 39, 370-379. 2.7 4

9449
Harvesting clues from genome wide transcriptome analysis for exploring thalidomide mediated
anomalies in eye development of chick embryo: Nitric oxide rectifies the thalidomide mediated
anomalies by swinging back the system to normal transcriptome pattern. Biochimie, 2016, 121, 253-267.

1.3 12

9450 Arabidopsis <i>HY1</i>-Modulated Stomatal Movement: An Integrative Hub Is Functionally Associated
with ABI4 in Dehydration-Induced ABA Responsiveness. Plant Physiology, 2016, 170, 1699-1713. 2.3 41

9451 DNA methylation in an engineered heart tissue model of cardiac hypertrophy: common signatures and
effects of DNA methylation inhibitors. Basic Research in Cardiology, 2016, 111, 9. 2.5 27

9452
Integrative computational in-depth analysis of dysregulated miRNA-mRNA interactions in
drug-resistant pediatric acute lymphoblastic leukemia cells: an attempt to obtain new potential
gene-miRNA pathways involved in response to treatment. Tumor Biology, 2016, 37, 7861-7872.

0.8 28

9453 Comparison of liver microRNA transcriptomes of Tibetan and Yorkshire pigs by deep sequencing. Gene,
2016, 577, 244-250. 1.0 19

9454 Systematic dissection of dysregulated transcription factorâ€“miRNA feed-forward loops across tumor
types. Briefings in Bioinformatics, 2016, 17, 996-1008. 3.2 54

9455
Dynamic recruitment of Ets1 to both nucleosome-occupied and -depleted enhancer regions mediates a
transcriptional program switch during early T-cell differentiation. Nucleic Acids Research, 2016, 44,
3567-3585.

6.5 39

9456 Nfib Regulates Transcriptional Networks That Control the Development of Prostatic Hyperplasia.
Endocrinology, 2016, 157, 1094-1109. 1.4 27

9457 Transcriptome profiling of two Iberian freshwater fish exposed to thermal stress. Journal of Thermal
Biology, 2016, 55, 54-61. 1.1 42



523

Citation Report

# Article IF Citations

9458 Quantitative Profiling of Protein S-Glutathionylation Reveals Redox-Dependent Regulation of
Macrophage Function during Nanoparticle-Induced Oxidative Stress. ACS Nano, 2016, 10, 524-538. 7.3 77

9459 Differential effects of metal ions on TCDD-induced cytotoxicity and cytochrome P4501A1 gene
expression in a zebrafish liver (ZFL) cell-line. Metallomics, 2016, 8, 236-251. 1.0 9

9460 The relationships among host transcriptional responses reveal distinct signatures underlying viral
infection-disease associations. Molecular BioSystems, 2016, 12, 653-665. 2.9 0

9461 Protein-leucine ingestion activates a regenerative inflammo-myogenic transcriptome in skeletal
muscle following intense endurance exercise. Physiological Genomics, 2016, 48, 21-32. 1.0 37

9462 The Sinocyclocheilus cavefish genome provides insights into cave adaptation. BMC Biology, 2016, 14, 1. 1.7 292

9463
Assessing similarity to primary tissue and cortical layer identity in induced pluripotent stem
cell-derived cortical neurons through single-cell transcriptomics. Human Molecular Genetics, 2016,
25, 989-1000.

1.4 86

9464 Microarray Analysis Gene Expression Profiles in Laryngeal Muscle After Recurrent Laryngeal Nerve
Injury. Annals of Otology, Rhinology and Laryngology, 2016, 125, 247-256. 0.6 5

9465
Genome-wide analysis of tunicamycin-induced endoplasmic reticulum stress response and the
protective effect of endoplasmic reticulum inhibitors in neonatal rat cardiomyocytes. Molecular and
Cellular Biochemistry, 2016, 413, 57-67.

1.4 16

9466 Identification of potential COPD genes based on multi-omics data at the functional level. Molecular
BioSystems, 2016, 12, 191-204. 2.9 8

9467 Genetic analysis of the clonal stability of Chinese hamster ovary cells for recombinant protein
production. Molecular BioSystems, 2016, 12, 102-109. 2.9 23

9468 Novel interactions of domain III from the envelope glycoprotein of dengue 2 virus with human plasma
proteins. Journal of Proteomics, 2016, 131, 205-213. 1.2 16

9469 Quantitative Proteomics Reveals Membrane Protein-Mediated Hypersaline Sensitivity and Adaptation in
Halophilic <i>Nocardiopsis xinjiangensis</i>. Journal of Proteome Research, 2016, 15, 68-85. 1.8 35

9470
Enteric lactoferrin attenuates the development of high-fat and high-cholesterol diet-induced
hypercholesterolemia and atherosclerosis in Microminipigs. Bioscience, Biotechnology and
Biochemistry, 2016, 80, 295-303.

0.6 24

9471
miR-27a and miR-214 exert opposite regulatory roles in Th17 differentiation via mediating different
signaling pathways in peripheral blood CD4+ T lymphocytes of patients with relapsingâ€“remitting
multiple sclerosis. Immunogenetics, 2016, 68, 43-54.

1.2 39

9472 Immune defense is the primary function associated with the differentially expressed genes in the
cochlea following acoustic trauma. Hearing Research, 2016, 333, 283-294. 0.9 62

9473 Enhancement of hypocotyl elongation by LOV KELCH PROTEIN2 production is mediated by auxin and
phytochrome-interacting factors in Arabidopsis thaliana. Plant Cell Reports, 2016, 35, 455-467. 2.8 11

9474 Quantitative proteomic analysis of anticancer drug RH1 resistance in liver carcinoma. Biochimica Et
Biophysica Acta - Proteins and Proteomics, 2016, 1864, 219-232. 1.1 13

9475 Genome wide classification and characterisation of CpG sites in cancer and normal cells. Computers
in Biology and Medicine, 2016, 68, 57-66. 3.9 4



524

Citation Report

# Article IF Citations

9476 Gene expression variance in hippocampal tissue of temporal lobe epilepsy patients corresponds to
differential memory performance. Neurobiology of Disease, 2016, 86, 121-130. 2.1 14

9477 Pan-cancer analysis of the extent and consequences of intratumor heterogeneity. Nature Medicine,
2016, 22, 105-113. 15.2 629

9478 Expression profiles of human epididymis epithelial cells reveal the functional diversity of caput,
corpus and cauda regions. Molecular Human Reproduction, 2016, 22, 69-82. 1.3 64

9479 <i>CDKN2B</i> Regulates <i>TGF</i> Î² Signaling and Smooth Muscle Cell Investment of Hypoxic
Neovessels. Circulation Research, 2016, 118, 230-240. 2.0 52

9480 C. elegansand mutants with chronic nicotine exposure as a novel model of cancer phenotype. Cancer
Biology and Therapy, 2016, 17, 91-103. 1.5 3

9481 Coxsackievirus B5 Infection Induces Dysregulation of microRNAs Predicted to Target Known Type 1
Diabetes Risk Genes in Human Pancreatic Islets. Diabetes, 2016, 65, 996-1003. 0.3 59

9482 Association between small heat shock protein B11 and the prognostic value of MGMT promoter
methylation in patients with high-grade glioma. Journal of Neurosurgery, 2016, 125, 7-16. 0.9 20

9483 MicroRNA expression is altered in lateral septum across reproductive stages. Neuroscience, 2016, 312,
130-140. 1.1 6

9484 Cyclin D1 Promotes Androgen-Dependent DNA Damage Repair in Prostate Cancer Cells. Cancer
Research, 2016, 76, 329-338. 0.4 39

9485 CD36 Is a Matrix Metalloproteinase-9 Substrate That Stimulates Neutrophil Apoptosis and Removal
During Cardiac Remodeling. Circulation: Cardiovascular Genetics, 2016, 9, 14-25. 5.1 78

9486 The CSB chromatin remodeler and CTCF architectural protein cooperate in response to oxidative
stress. Nucleic Acids Research, 2016, 44, 2125-2135. 6.5 33

9487
The Histone Methyltransferase Enzyme Enhancer of Zeste Homolog 2 Protects against Podocyte
Oxidative Stress and Renal Injury in Diabetes. Journal of the American Society of Nephrology: JASN,
2016, 27, 2021-2034.

3.0 72

9488 Identification of therapeutic targets for childhood severe asthmatics with DNA microarray.
Allergologia Et Immunopathologia, 2016, 44, 76-82. 1.0 3

9489 Alterations in the phosphoproteomic profile of cells expressing a non-functional form of the SHP2
phosphatase. New Biotechnology, 2016, 33, 524-536. 2.4 7

9490 A genome-wide analysis of the response to inhaled Î²2-agonists in chronic obstructive pulmonary
disease. Pharmacogenomics Journal, 2016, 16, 326-335. 0.9 27

9491 Multi-tissue transcriptome profiles for coho salmon ( Oncorhynchus kisutch ), a species undergoing
rediploidization following whole-genome duplication. Marine Genomics, 2016, 25, 33-37. 0.4 19

9492 Comprehensive transcriptomic analysis of the process of gonadal sex differentiation in the turbot () Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 102 Td (Scophthalmus maximus ). Molecular and Cellular Endocrinology, 2016, 422, 132-149.1.6 47

9493 RNA-Enrich: a cut-off free functional enrichment testing method for RNA-seq with improved detection
power. Bioinformatics, 2016, 32, 1100-1102. 1.8 48



525

Citation Report

# Article IF Citations

9494 1Î±,25-Dihydroxyvitamin D3 Regulates Mitochondrial Oxygen Consumption and Dynamics in Human
Skeletal Muscle Cells. Journal of Biological Chemistry, 2016, 291, 1514-1528. 1.6 164

9495 The Poly(C) Binding Protein Pcbp2 and Its Retrotransposed Derivative Pcbp1 Are Independently Essential
to Mouse Development. Molecular and Cellular Biology, 2016, 36, 304-319. 1.1 55

9496 Identification of key genes associated with the effect of estrogen on ovarian cancer using microarray
analysis. Archives of Gynecology and Obstetrics, 2016, 293, 421-427. 0.8 8

9497 Using Formal Concept Analysis to Identify Negative Correlations in Gene Expression Data. IEEE/ACM
Transactions on Computational Biology and Bioinformatics, 2016, 13, 380-391. 1.9 17

9498 Mining for novel tumor suppressor genes using a shortest path approach. Journal of Biomolecular
Structure and Dynamics, 2016, 34, 664-675. 2.0 24

9500 BONLAC: A combinatorial proteomic technique to measure stimulus-induced translational profiles in
brain slices. Neuropharmacology, 2016, 100, 76-89. 2.0 47

9501 Lxr regulates lipid metabolic and visual perception pathways during zebrafish development.
Molecular and Cellular Endocrinology, 2016, 419, 29-43. 1.6 30

9502 Genome-Scale Identification of Cell-Wall-Related Genes in Switchgrass through Comparative
Genomics and Computational Analyses of Transcriptomic Data. Bioenergy Research, 2016, 9, 172-180. 2.2 10

9503 High-throughput approaches to unravel hepatitis C virus-host interactions. Virus Research, 2016, 218,
18-24. 1.1 9

9504 Membrane gene ontology bias in sequencing and microarray obtained by housekeeping-gene analysis.
Gene, 2016, 575, 559-566. 1.0 10

9505 <i>Dlx5</i>and<i>Dlx6</i>control uterine adenogenesis during post-natal maturation: possible
consequences for endometriosis. Human Molecular Genetics, 2016, 25, 97-108. 1.4 29

9506 Comparative analysis of molecular mechanism of spinal cord injury with time based on bioinformatics
data. Spinal Cord, 2016, 54, 431-438. 0.9 13

9507 The discordant method: a novel approach for differential correlation. Bioinformatics, 2016, 32,
690-696. 1.8 30

9508 Transcriptomics and Gene Regulation. Translational Bioinformatics, 2016, , . 0.0 2

9509 Bayesian inference with historical data-based informative priors improves detection of differentially
expressed genes. Bioinformatics, 2016, 32, 682-689. 1.8 11

9510 Novel p53 target genes secreted by the liver are involved in non-cell-autonomous regulation. Cell
Death and Differentiation, 2016, 23, 509-520. 5.0 20

9511 Eukaryotic elongation factor 2 kinase regulates theÂ synthesis of microtubuleâ€•related proteins in
neurons. Journal of Neurochemistry, 2016, 136, 276-284. 2.1 42

9512 Differential expression profile of membrane proteins in L-02 cells exposed to trichloroethylene.
Toxicology and Industrial Health, 2016, 32, 1774-1783. 0.6 1



526

Citation Report

# Article IF Citations

9513 Microarray Analyses Reveal Marked Differences in Growth Factor and Receptor Expression Between
8-Cell Human Embryos and Pluripotent Stem Cells. Stem Cells and Development, 2016, 25, 160-177. 1.1 9

9514 CITED4 gene silencing in colorectal cancer cells modulates adherens/tight junction gene expression
and reduces cell proliferation. Journal of Cancer Research and Clinical Oncology, 2016, 142, 225-237. 1.2 15

9515 The combination of thymoquinone and paclitaxel shows anti-tumor activity through the interplay
with apoptosis network in triple-negative breast cancer. Tumor Biology, 2016, 37, 4467-4477. 0.8 59

9516 PPIXpress: construction of condition-specific protein interaction networks based on transcript
expression. Bioinformatics, 2016, 32, 571-578. 1.8 21

9517 Effect of Prolonged Simulated Microgravity on Metabolic Proteins in Rat Hippocampus: Steps toward
Safe Space Travel. Journal of Proteome Research, 2016, 15, 29-37. 1.8 34

9518 Tumour-suppression function of KLF12 through regulation of anoikis. Oncogene, 2016, 35, 3324-3334. 2.6 32

9519 Osteogenic Differentiation Gene Expression Profiling of hMSCs on Hydroxyapatite and Mineralized
Collagen. Tissue Engineering - Part A, 2016, 22, 170-181. 1.6 59

9520 Mapping the Transcriptome-Wide Landscape of RBP Binding Sites Using gPAR-CLIP-seq: Bioinformatic
Analysis. Methods in Molecular Biology, 2016, 1361, 91-104. 0.4 3

9521 Genome-wide analysis of differentially expressed miRNA in PLX4720-resistant and parental human
thyroid cancer cell lines. Surgery, 2016, 159, 152-162. 1.0 9

9522 Functional Interpretation of Genome-Wide Association Study Evidence in Alopecia Areata. Journal of
Investigative Dermatology, 2016, 136, 314-317. 0.3 40

9523 Single nucleotide polymorphism rs11669203 in TGFBR3L is associated with the risk of neuroblastoma in
a Chinese population. Tumor Biology, 2016, 37, 3739-3747. 0.8 11

9524 MOF maintains transcriptional programs regulating cellular stress response. Oncogene, 2016, 35,
2698-2710. 2.6 51

9525 Comparative proteomics of milk fat globule membrane in different species reveals variations in
lactation and nutrition. Food Chemistry, 2016, 196, 665-672. 4.2 84

9526 Effect of heparin on the biological properties and molecular signature of human mesenchymal stem
cells. Gene, 2016, 576, 292-303. 1.0 53

9527 Excessive Cytolytic Responses Predict Tuberculosis Relapse After Apparently Successful Treatment.
Journal of Infectious Diseases, 2016, 213, 485-495. 1.9 34

9528 Establishment of a novel human medulloblastoma cell line characterized by highly aggressive
stem-like cells. Cytotechnology, 2016, 68, 1545-1560. 0.7 15

9529 Over-expression of miR-31 or loss of KCNMA1 leads to increased cisplatin resistance in ovarian cancer
cells. Tumor Biology, 2016, 37, 2565-2573. 0.8 62

9530 4â€•protein signature predicting tamoxifen treatment outcome in recurrent breast cancer. Molecular
Oncology, 2016, 10, 24-39. 2.1 31



527

Citation Report

# Article IF Citations

9531 High-throughput sequencing and degradome analysis reveal neutral evolution of Cercis gigantea
microRNAs and their targets. Planta, 2016, 243, 83-95. 1.6 10

9532 Down-regulation of B cell-related genes in peripheral blood leukocytes of Parkinson's disease
patients with and without GBA mutations. Molecular Genetics and Metabolism, 2016, 117, 179-185. 0.5 21

9533 LncRNA HOTAIR enhances ER signaling and confers tamoxifen resistance in breast cancer. Oncogene,
2016, 35, 2746-2755. 2.6 359

9534 Transcriptome-Wide Differential Gene Expression inBicyclus anynanaButterflies: Female Vision-Related
Genes Are More Plastic. Molecular Biology and Evolution, 2016, 33, 79-92. 3.5 34

9535 miRNAâ€“mRNA Interaction Network in Non-small Cell Lung Cancer. Interdisciplinary Sciences,
Computational Life Sciences, 2016, 8, 209-219. 2.2 40

9536
Transcriptional Profiling of Breast Cancer Metastases Identifies Liver Metastasisâ€“Selective Genes
Associated with Adverse Outcome in Luminal A Primary Breast Cancer. Clinical Cancer Research, 2016,
22, 146-157.

3.2 38

9537 Gene set analysis approaches for RNA-seq data: performance evaluation and application guideline.
Briefings in Bioinformatics, 2016, 17, 393-407. 3.2 57

9538
Analysis of Proteins That Rapidly Change Upon Mechanistic/Mammalian Target of Rapamycin Complex 1
(mTORC1) Repression Identifies Parkinson Protein 7 (PARK7) as a Novel Protein Aberrantly Expressed in
Tuberous Sclerosis Complex (TSC). Molecular and Cellular Proteomics, 2016, 15, 412-430.

2.5 31

9539
Gene network analysis reveals the association of important functional partners involved in antibiotic
resistance: A report on an important pathogenic bacterium Staphylococcus aureus. Gene, 2016, 575,
253-263.

1.0 55

9540 Genomic and molecular mechanisms for efficient biodegradation of aromatic dye. Journal of
Hazardous Materials, 2016, 302, 286-295. 6.5 36

9541 The p53-p21-DREAM-CDE/CHR pathway regulates G<sub>2</sub>/M cell cycle genes. Nucleic Acids
Research, 2016, 44, 164-174. 6.5 318

9542 Toxicogenomic assessment of liver responses following subchronic exposure to furan in Fischer F344
rats. Archives of Toxicology, 2016, 90, 1351-1367. 1.9 48

9543 LRRC31 is induced by IL-13 and regulates kallikrein expression and barrier function in the esophageal
epithelium. Mucosal Immunology, 2016, 9, 744-756. 2.7 29

9544 Whole transcriptome profiling reveals the RNA content of motor axons. Nucleic Acids Research, 2016,
44, e33-e33. 6.5 111

9545 Evidence for Vitamin D Receptor Expression and Direct Effects of 1Î±,25(OH)2D3 in Human Skeletal
Muscle Precursor Cells. Endocrinology, 2016, 157, 98-111. 1.4 110

9546
Identification of <i>MEF2B</i> , <i>EBF1</i> , and <i>IL6R</i> as Direct Gene Targets of Epstein-Barr
Virus (EBV) Nuclear Antigen 1 Critical for EBV-Infected B-Lymphocyte Survival. Journal of Virology,
2016, 90, 345-355.

1.5 66

9547 Proteomic and bioinformatic analysis of a nuclear intrinsically disordered proteome. Journal of
Proteomics, 2016, 130, 76-84. 1.2 25

9548
Gene expression in the mammary gland of the tammar wallaby during the lactation cycle reveals
conserved mechanisms regulating mammalian lactation. Reproduction, Fertility and Development,
2016, 28, 1241.

0.1 6



528

Citation Report

# Article IF Citations

9549 Opposing Effects of NGF and proNGF on HIV Induced Macrophage Activation. Journal of NeuroImmune
Pharmacology, 2016, 11, 98-120. 2.1 13

9550
Increased TEAD4 expression and nuclear localization in colorectal cancer promote
epithelialâ€“mesenchymal transition and metastasis in a YAP-independent manner. Oncogene, 2016, 35,
2789-2800.

2.6 110

9551 Microarray analyses to quantify advantages of 2D and 3D hydrogel culture systems in maintaining the
native valvular interstitial cell phenotype. Biomaterials, 2016, 74, 31-41. 5.7 104

9552 An Integrative Genomic Study Implicates the Postsynaptic Density in the Pathogenesis of Bipolar
Disorder. Neuropsychopharmacology, 2016, 41, 886-895. 2.8 28

9553 The influence of genes on â€œpositive valence systemsâ€• constructs: A systematic review. American
Journal of Medical Genetics Part B: Neuropsychiatric Genetics, 2016, 171, 92-110. 1.1 13

9554 Grp78 Is Critical for Amelogeninâ€•Induced Cell Migration in a Multipotent Clonal Human Periodontal
Ligament Cell Line. Journal of Cellular Physiology, 2016, 231, 414-427. 2.0 12

9555 Analysis of differentially expressed genes between endometrial carcinosarcomas and endometrioid
endometrial carcinoma by bioinformatics. Archives of Gynecology and Obstetrics, 2016, 293, 1073-1079. 0.8 2

9556 The circadian<i>Clock</i>gene regulates acrosin activity of sperm through serine protease inhibitor
A3K. Experimental Biology and Medicine, 2016, 241, 205-215. 1.1 16

9557 Identification of the transcriptional regulators by expression profiling infected with hepatitis B
virus. Clinics and Research in Hepatology and Gastroenterology, 2016, 40, 57-72. 0.7 1

9558
Integrative systems analysis of diet-induced obesity identified a critical transition in the
transcriptomes of the murine liver and epididymal white adipose tissue. International Journal of
Obesity, 2016, 40, 338-345.

1.6 6

9559
Scavenger receptor class A member 5 ( SCARA5 ) and suprabasin ( SBSN ) are hub genes of coexpression
network modules associated with peripheral vein graft patency. Journal of Vascular Surgery, 2016, 64,
202-209.e6.

0.6 9

9560 Empirical comparison of structure-based pathway methods. Briefings in Bioinformatics, 2016, 17,
336-345. 3.2 27

9561 Regulation and function of SIRT1 in rheumatoid arthritis synovial fibroblasts. Journal of Molecular
Medicine, 2016, 94, 173-182. 1.7 44

9562
Increased levels of inflammatory cytokines in the female reproductive tract are associated with
altered expression of proteases, mucosal barrier proteins, and an influx of HIV-susceptible target
cells. Mucosal Immunology, 2016, 9, 194-205.

2.7 205

9563 Reversal of the Transcriptome by Prostaglandin E<sub>2</sub> during Myofibroblast
Dedifferentiation. American Journal of Respiratory Cell and Molecular Biology, 2016, 54, 114-127. 1.4 59

9564 Disruption of cytochrome c oxidase function induces the Warburg effect and metabolic
reprogramming. Oncogene, 2016, 35, 1585-1595. 2.6 75

9566 Circulating microRNA Signatures in Rodent Models of Pain. Molecular Neurobiology, 2016, 53,
3416-3427. 1.9 26

9567 Gene scanning and heart attack risk. Trends in Cardiovascular Medicine, 2016, 26, 260-265. 2.3 16



529

Citation Report

# Article IF Citations

9568 Acquisition of estrogen independence induces TOB1-related mechanisms supporting breast cancer cell
proliferation. Oncogene, 2016, 35, 1643-1656. 2.6 29

9569 XactMice: humanizing mouse bone marrow enables microenvironment reconstitution in a
patient-derived xenograft model of head and neck cancer. Oncogene, 2016, 35, 290-300. 2.6 112

9570 Mechanism of action of a WWTR1(TAZ)-CAMTA1 fusion oncoprotein. Oncogene, 2016, 35, 929-938. 2.6 90

9571
Gene expression profiling of the hippocampal dentate gyrus in an adult toxicity study captures a
variety of neurodevelopmental dysfunctions in rat models of hypothyroidism. Journal of Applied
Toxicology, 2016, 36, 24-34.

1.4 12

9572 Mitochondrial ATAD3A combines with GRP78 to regulate the WASF3 metastasis-promoting protein.
Oncogene, 2016, 35, 333-343. 2.6 75

9573 Cancer Progression Prediction Using Gene Interaction Regularized Elastic Net. IEEE/ACM Transactions
on Computational Biology and Bioinformatics, 2017, 14, 145-154. 1.9 25

9574 IL-36R signalling activates intestinal epithelial cells and fibroblasts and promotes mucosal healing in
vivo. Gut, 2017, 66, 823-838. 6.1 142

9575 Bioinformatic analyses reveal a distinct Notch activation induced by STAT3 phosphorylation in the
mesenchymal subtype of glioblastoma. Journal of Neurosurgery, 2017, 126, 249-259. 0.9 19

9576 Integrated Drug Expression Analysis for leukemia: an integrated in silico and in vivo approach to drug
discovery. Pharmacogenomics Journal, 2017, 17, 351-359. 0.9 4

9577 Strong Correlation of Genome-Wide Expression after Traumatic Brain InjuryIn VitroandIn
VivoImplicates a Role for SORLA. Journal of Neurotrauma, 2017, 34, 97-108. 1.7 15

9578 Genome-wide analysis of dorsal and ventral transcriptomes of the Xenopus laevis gastrula.
Developmental Biology, 2017, 426, 176-187. 0.9 39

9579 Overexpression of the immediate-early genes Egr1, Egr2, and Egr3 in two strains of rodents susceptible
to audiogenic seizures. Epilepsy and Behavior, 2017, 71, 226-237. 0.9 31

9580 An analysis of human microbeâ€“disease associations. Briefings in Bioinformatics, 2017, 18, 85-97. 3.2 173

9581 Functional genomics of candidate genes derived from genome-wide association studies for five
common neurological diseases. International Journal of Neuroscience, 2017, 127, 118-123. 0.8 14

9582 Models for Predicting Stage in Head and Neck Squamous Cell Carcinoma Using Proteomic and
Transcriptomic Data. IEEE Journal of Biomedical and Health Informatics, 2017, 21, 246-253. 3.9 7

9583 Modifications to the composition of the hyphal outer layer of Aspergillus fumigatus modulates
HUVEC proteins related to inflammatory and stress responses. Journal of Proteomics, 2017, 151, 83-96. 1.2 9

9584 Identification of Novel Key Molecules Involved in Spatial Memory Impairment in Triple Transgenic Mice
of Alzheimerâ€™s Disease. Molecular Neurobiology, 2017, 54, 3843-3858. 1.9 22

9585 Proteome analysis identifies L1CAM/CD171 and DPP4/CD26 as novel markers of human skin mast cells.
Allergy: European Journal of Allergy and Clinical Immunology, 2017, 72, 85-97. 2.7 25



530

Citation Report

# Article IF Citations

9586 Population genomic scans suggest novel genes underlie convergent flowering time evolution in the
introduced range of <i>Arabidopsis thaliana</i>. Molecular Ecology, 2017, 26, 92-106. 2.0 24

9587
<i>Polyamine oxidase 5</i> lossâ€•ofâ€•function mutations in <i>Arabidopsis thaliana</i> trigger metabolic
and transcriptional reprogramming and promote salt stress tolerance. Plant, Cell and Environment,
2017, 40, 527-542.

2.8 66

9588 Gene expression profiling of midbrain dopamine neurons upon gestational nicotine exposure. Medical
and Biological Engineering and Computing, 2017, 55, 467-482. 1.6 10

9589 Chromosomal contacts connect loci associated with autism, BMI and head circumference phenotypes.
Molecular Psychiatry, 2017, 22, 836-849. 4.1 68

9590 Proteomics analysis of zebrafish brain following chronically exposed to bisphenol A. Toxicological
and Environmental Chemistry, 2017, 99, 469-481. 0.6 15

9591 Inhalation of diesel exhaust and allergen alters human bronchial epithelium DNA methylation. Journal
of Allergy and Clinical Immunology, 2017, 139, 112-121. 1.5 110

9592 Comparative genomics of hormonal signaling in the chorioallantoic membrane of oviparous and
viviparous amniotes. General and Comparative Endocrinology, 2017, 244, 19-29. 0.8 29

9593 Lamin A/C Is Required for ChAT-Dependent Neuroblastoma Differentiation. Molecular Neurobiology,
2017, 54, 3729-3744. 1.9 5

9594 Kainic Acid Induces mTORC1-Dependent Expression of Elmo1 in Hippocampal Neurons. Molecular
Neurobiology, 2017, 54, 2562-2578. 1.9 11

9595 Differential Gene Expression in Menstrual Endometrium From Women With Self-Reported Heavy
Menstrual Bleeding. Reproductive Sciences, 2017, 24, 28-46. 1.1 7

9596 MicroRNA-338 Attenuates Cortical Neuronal Outgrowth by Modulating the Expression of Axon
Guidance Genes. Molecular Neurobiology, 2017, 54, 3439-3452. 1.9 21

9597 Integrative functional genomic analysis identifies epigenetically regulated fibromodulin as an
essential gene for glioma cell migration. Oncogene, 2017, 36, 71-83. 2.6 48

9598 A polymorphism in the norepinephrine transporter gene is associated with affective and
cardiovascular disease through a microRNA mechanism. Molecular Psychiatry, 2017, 22, 134-141. 4.1 38

9599
The schizophrenia risk gene MIR137 acts as a hippocampal gene network node orchestrating the
expression of genes relevant to nervous system development and function. Progress in
Neuro-Psychopharmacology and Biological Psychiatry, 2017, 73, 109-118.

2.5 27

9600 Prediction of Novel Drugs for Hepatocellular Carcinoma Based on Multi-Source Random Walk.
IEEE/ACM Transactions on Computational Biology and Bioinformatics, 2017, 14, 966-977. 1.9 42

9601 Major remodeling of brain microvessels during neonatal period in the mouse: A proteomic and
transcriptomic study. Journal of Cerebral Blood Flow and Metabolism, 2017, 37, 495-513. 2.4 15

9602 Molecular Evidence for Monoclonal Skip Progression in Main Duct Intraductal Papillary Mucinous
Neoplasms of the Pancreas. Annals of Surgery, 2017, 265, 969-977. 2.1 25

9603
Human periodontal ligament stem cells suppress Tâ€•cell proliferation via downâ€•regulation of
nonâ€•classical major histocompatibility complexâ€•like glycoprotein <scp>CD</scp>1b on dendritic cells.
Journal of Periodontal Research, 2017, 52, 135-146.

1.4 34



531

Citation Report

# Article IF Citations

9604 Significant variations in alternative splicing patterns and expression profiles between human-mouse
orthologs in early embryos. Science China Life Sciences, 2017, 60, 178-188. 2.3 11

9605 Hypoxia-related microRNA-210 is a diagnostic marker for discriminating osteoblastoma and
osteosarcoma. Journal of Orthopaedic Research, 2017, 35, 1137-1146. 1.2 13

9606 Global transcriptomic profiling in barramundi (<i>Lates calcarifer</i>) from rivers impacted by
differing agricultural land uses. Environmental Toxicology and Chemistry, 2017, 36, 103-112. 2.2 23

9607 Serotonin receptor 2C regulates neurite growth and is necessary for normal retinal processing of
visual information. Developmental Neurobiology, 2017, 77, 419-437. 1.5 19

9608 Proteogenomics from a bioinformatics angle: A growing field. Mass Spectrometry Reviews, 2017, 36,
584-599. 2.8 65

9609 Differences in Gene Expression and Gene Associations in Epicardial Fat Compared to Subcutaneous Fat.
Hormone and Metabolic Research, 2017, 49, 327-337. 0.7 15

9610 Comparative transcriptome analysis of PBMC from HIV patients pre- and post-antiretroviral therapy.
Meta Gene, 2017, 12, 50-61. 0.3 8

9611 Centrality in the hostâ€“pathogen interactome is associated with pathogen fitness during infection.
Nature Communications, 2017, 8, 14092. 5.8 62

9612 Analysis of genome instability biomarkers in children with non-syndromic orofacial clefts.
Mutagenesis, 2017, 32, gew068. 1.0 8

9613 Activin A in combination with <scp>ERK</scp>1/2 <scp>MAPK</scp> pathway inhibition sustains
propagation of mouse embryonic stem cells. Genes To Cells, 2017, 22, 189-202. 0.5 7

9614 Screening for potential genes associated with bone overgrowth after mid-shaft femur fracture in a
rat model. Journal of Orthopaedic Surgery and Research, 2017, 12, 8. 0.9 10

9615 Tethered Oligonucleotide-Primed Sequencing, TOP-Seq: A High-Resolution Economical Approach for
DNA Epigenome Profiling. Molecular Cell, 2017, 65, 554-564.e6. 4.5 26

9616 Urinary Exosomes Contain MicroRNAs Capable of Paracrine Modulation of Tubular Transporters in
Kidney. Scientific Reports, 2017, 7, 40601. 1.6 58

9617
Quantitative Proteome Analysis of Mouse Liver Lysosomes Provides Evidence for Mannose
6-phosphate-independent Targeting Mechanisms of Acid Hydrolases in Mucolipidosis II. Molecular and
Cellular Proteomics, 2017, 16, 438-450.

2.5 30

9618 Functional changes in mRNA expression and alternative pre-mRNA splicing associated with the effects
of nutrition on apoptosis and spermatogenesis in the adult testis. BMC Genomics, 2017, 18, 64. 1.2 22

9619
Anti-inflammatory effects of the selective phosphodiesterase 3 inhibitor, cilostazol, and antioxidants,
enzymatically-modified isoquercitrin and Î±-lipoic acid, reduce dextran sulphate sodium-induced
colorectal mucosal injury in mice. Experimental and Toxicologic Pathology, 2017, 69, 179-186.

2.1 27

9620
An integrated shotgun proteomics and bioinformatics approach for analysis of brain proteins from
MCAO model using serial affinity chromatograph with four active ingredients from Shengmai
preparations as ligands. Neurochemistry International, 2017, 103, 45-56.

1.9 4

9621
Characterization of the Molecular Mechanisms Underlying the Chronic Phase of Stroke in a
Cynomolgus Monkey Model of Induced Cerebral Ischemia. Journal of Proteome Research, 2017, 16,
1150-1166.

1.8 14



532

Citation Report

# Article IF Citations

9622 Comprehensive Analysis of Transcript Changes Associated With Allograft Rejection: Combining
Universal and Selective Features. American Journal of Transplantation, 2017, 17, 1754-1769. 2.6 56

9623 Diet, gonadal sex, and sex chromosome complement influence white adipose tissue miRNA expression.
BMC Genomics, 2017, 18, 89. 1.2 40

9624 Long noncoding RNA LINC01186, regulated by TGF-Î²/SMAD3, inhibits migration and invasion through
Epithelial-Mesenchymal-Transition in lung cancer. Gene, 2017, 608, 1-12. 1.0 50

9625 Transcriptomic evaluation of bovine blastocysts obtained from peri-pubertal oocyte donors.
Theriogenology, 2017, 93, 111-123. 0.9 16

9626 Zika virus disrupts molecular fingerprinting of human neurospheres. Scientific Reports, 2017, 7, 40780. 1.6 120

9627 HO-1 inhibits preadipocyte proliferation and differentiation at the onset of obesity via ROS dependent
activation of Akt2. Scientific Reports, 2017, 7, 40881. 1.6 34

9628 Multi-omics analyses reveal metabolic alterations regulated by hepatitis B virus core protein in
hepatocellular carcinoma cells. Scientific Reports, 2017, 7, 41089. 1.6 39

9629 Gene expression profiling reveals genes and transcription factors associated with dilated and
ischemic cardiomyopathies. Pathology Research and Practice, 2017, 213, 548-557. 1.0 18

9630 Differential proteomic and oxidative profiles unveil dysfunctional protein import to adipocyte
mitochondria in obesity-associated aging and diabetes. Redox Biology, 2017, 11, 415-428. 3.9 40

9631 Proteomic characterization of microdissected breast tissue environment provides a proteinâ€•level
overview of malignant transformation. Proteomics, 2017, 17, 1600213. 1.3 7

9632 Sex-Specific Neurodevelopmental Programming by Placental Insulin Receptors on Stress Reactivity and
Sensorimotor Gating. Biological Psychiatry, 2017, 82, 127-138. 0.7 36

9633 Genome-wide association scan of neuropathic pain symptoms post total joint replacement highlights a
variant in the protein-kinase C gene. European Journal of Human Genetics, 2017, 25, 446-451. 1.4 39

9634 Panax Notoginseng Saponin Controls IL-17 Expression in Helper T Cells. Journal of Ocular
Pharmacology and Therapeutics, 2017, 33, 285-289. 0.6 16

9635 Lineage-specific mutational clustering in protein structures predicts evolutionary shifts in function.
Bioinformatics, 2017, 33, 1338-1345. 1.8 11

9636 Mutation Detection of Fibroblast Growth Factor Receptor 3 for Infiltrative Hepatocellular
Carcinoma by Whole-Exome Sequencing. Digestive Diseases and Sciences, 2017, 62, 407-417. 1.1 6

9637 Epigenetic silencing and activation of transcription: influence on the radiation sensitivity of glioma
cell lines. International Journal of Radiation Biology, 2017, 93, 494-506. 1.0 10

9638 Meta-analysis reveals conserved cell cycle transcriptional network across multiple human cell types.
BMC Genomics, 2017, 18, 30. 1.2 28

9639 PU.1 Regulates Ig Light Chain Transcription and Rearrangement in Pre-B Cells during B Cell
Development. Journal of Immunology, 2017, 198, 1565-1574. 0.4 59



533

Citation Report

# Article IF Citations

9640 Identification of highly connected hub genes in the protective response program of human
macrophages and microglia activated by alpha Bâ€•crystallin. Glia, 2017, 65, 460-473. 2.5 16

9641
Genome-wide miRNA screening reveals miR-310 family members negatively regulate the immune response
in Drosophila melanogaster via co-targeting Drosomycin. Developmental and Comparative
Immunology, 2017, 68, 34-45.

1.0 37

9642
Novel interacting proteins identified by tandem affinity purification coupled to nano LCâ€“MS/MS
interact with ribosomal S6 protein kinase 4 (RSK4) and its variant protein (RSK4m). International
Journal of Biological Macromolecules, 2017, 96, 421-428.

3.6 7

9643 Comparative Proteomic Analysis of Bleomycin-induced Pulmonary Fibrosis Based on Isobaric Tag for
Quantitation. American Journal of the Medical Sciences, 2017, 353, 49-58. 0.4 9

9644
Transcriptome analysis of the potential roles of FOXL2 in chicken pre-hierarchical and pre-ovulatory
granulosa cells. Comparative Biochemistry and Physiology Part D: Genomics and Proteomics, 2017, 21,
56-66.

0.4 19

9645 SMAD transcription factors are altered in cell models of HD and regulate HTT expression. Cellular
Signalling, 2017, 31, 1-14. 1.7 21

9646 Inhibition of EGF Uptake by Nephrotoxic Antisense Drugs InÂ Vitro and Implications for Preclinical
Safety Profiling. Molecular Therapy - Nucleic Acids, 2017, 6, 89-105. 2.3 27

9647 TRIM28 interacts with EZH2 and SWI/SNF to activate genes that promote mammosphere formation.
Oncogene, 2017, 36, 2991-3001. 2.6 48

9648 Multiomics reveal non-alcoholic fatty liver disease in rats following chronic exposure to an
ultra-low dose of Roundup herbicide. Scientific Reports, 2017, 7, 39328. 1.6 143

9649 Increased Uterine NK cell numbers and perforin expression during the implantation phase in IVF Cycles
with GnRH Antagonist Protocol. Scientific Reports, 2017, 7, 39912. 1.6 18

9650 Transcriptomic analysis of human norovirus NS1-2 protein highlights a multifunctional role in
murine monocytes. BMC Genomics, 2017, 18, 39. 1.2 32

9651 Pathway-Structured Predictive Model for Cancer Survival Prediction: A Two-Stage Approach.
Genetics, 2017, 205, 89-100. 1.2 31

9652 A liverâ€•specific long noncoding RNA with a role in cell viability is elevated in human nonalcoholic
steatohepatitis. Hepatology, 2017, 66, 794-808. 3.6 80

9653 Gene co-expression analysis for functional classification and geneâ€“disease predictions. Briefings in
Bioinformatics, 2018, 19, bbw139. 3.2 718

9654 SigMod: an exact and efficient method to identify a strongly interconnected disease-associated
module in a gene network. Bioinformatics, 2017, 33, 1536-1544. 1.8 29

9655 Identification and Characterization of MicroRNA Differentially Expressed in Macrophages Exposed to
Porphyromonas gingivalis Infection. Infection and Immunity, 2017, 85, . 1.0 45

9656 Genome-wide search for signatures of selection in three major Brazilian locally adapted sheep breeds.
Livestock Science, 2017, 197, 36-45. 0.6 57

9657
The DNA damage response of C. elegans affected by gravity sensing and radiosensitivity during the
Shenzhou-8 spaceflight. Mutation Research - Fundamental and Molecular Mechanisms of Mutagenesis,
2017, 795, 15-26.

0.4 23



534

Citation Report

# Article IF Citations

9658 Phosphorylation-Dependent Feedback Inhibition of RIG-I by DAPK1 Identified by Kinome-wide siRNA
Screening. Molecular Cell, 2017, 65, 403-415.e8. 4.5 40

9659 Distinctive Histogenesis and Immunological Microenvironment Based on Transcriptional Profiles of
Follicular Dendritic Cell Sarcomas. Molecular Cancer Research, 2017, 15, 541-552. 1.5 24

9660 iTRAQ-based quantitative proteomic analysis on differentially expressed proteins of rat mandibular
condylar cartilage induced by reducing dietary loading. Frontiers of Medicine, 2017, 11, 97-109. 1.5 1

9661 YTHDF3 facilitates translation and decay of N6-methyladenosine-modified RNA. Cell Research, 2017, 27,
315-328. 5.7 1,220

9662 A novel approach to analyze lysosomal dysfunctions through subcellular proteomics and lipidomics:
the case of NPC1 deficiency. Scientific Reports, 2017, 7, 41408. 1.6 93

9663 Integrating multiple omics data for the discovery of potential Beclin-1 interactions in breast cancer.
Molecular BioSystems, 2017, 13, 991-999. 2.9 16

9664 Micro<scp>RNA</scp>â€•125a promotes resistance to <scp>BRAF</scp> inhibitors through suppression of
the intrinsic apoptotic pathway. Pigment Cell and Melanoma Research, 2017, 30, 328-338. 1.5 34

9665 Neomorphic effects of the <i>neonatal anemia</i> (<i>Nan-Eklf</i>) mutation contribute to deficits
throughout development. Development (Cambridge), 2017, 144, 430-440. 1.2 19

9666 Methylated of genes behaving as potential biomarkers in evaluating malignant degree of glioblastoma.
Journal of Cellular Physiology, 2017, 232, 3622-3630. 2.0 8

9667 p53 mediates the suppression of cancer cell invasion by inducing LIMA1/EPLIN. Cancer Letters, 2017, 390,
58-66. 3.2 29

9668 Mixing omics: combining genetics and metabolomics to study rheumatic diseases. Nature Reviews
Rheumatology, 2017, 13, 174-181. 3.5 63

9669 Identification of a tumor suppressor network in T-cell leukemia. Leukemia and Lymphoma, 2017, 58,
2196-2207. 0.6 18

9670 Genome-wide methylation profiles in coronary artery ectasia. Clinical Science, 2017, 131, 583-594. 1.8 8

9671 Magnetic iron oxide nanoparticles accelerate osteogenic differentiation of mesenchymal stem cells
via modulation of long noncoding RNA INZEB2. Nano Research, 2017, 10, 626-642. 5.8 71

9672 SILAC-Based Quantitative Proteomic Analysis Unveils Arsenite-Induced Perturbation of Multiple
Pathways in Human Skin Fibroblast Cells. Chemical Research in Toxicology, 2017, 30, 1006-1014. 1.7 13

9673 Potential molecular consequences of transgene integration: The R6/2 mouse example. Scientific
Reports, 2017, 7, 41120. 1.6 14

9674
Drug repurposing and therapeutic anti-microRNA predictions for inhibition of oxidized low-density
lipoprotein-induced vascular smooth muscle cell-associated diseases. Journal of Bioinformatics and
Computational Biology, 2017, 15, 1650043.

0.3 4

9675 Meta-analysis of polycystic kidney disease expression profiles defines strong involvement of injury
repair processes. American Journal of Physiology - Renal Physiology, 2017, 312, F806-F817. 1.3 26



535

Citation Report

# Article IF Citations

9676 Effects of temperature on transcriptome and cuticular hydrocarbon expression in ecologically
differentiated populations of desert <i>Drosophila</i>. Ecology and Evolution, 2017, 7, 619-637. 0.8 14

9677 The CREBBP Acetyltransferase Is a Haploinsufficient Tumor Suppressor in B-cell Lymphoma. Cancer
Discovery, 2017, 7, 322-337. 7.7 181

9678 RNA Binding to CBP Stimulates Histone Acetylation and Transcription. Cell, 2017, 168, 135-149.e22. 13.5 298

9679 Tet1 in Nucleus Accumbens Opposes Depression- and Anxiety-Like Behaviors.
Neuropsychopharmacology, 2017, 42, 1657-1669. 2.8 50

9680 Population Structure Analysis of Bull Genomes of European and Western Ancestry. Scientific Reports,
2017, 7, 40688. 1.6 9

9681 A sperm-specific proteome-scale metabolic network model identifies non-glycolytic genes for energy
deficiency in asthenozoospermia. Systems Biology in Reproductive Medicine, 2017, 63, 100-112. 1.0 32

9682
Expression of CD14, IL10, and Tolerogenic Signature in Dendritic Cells Inversely Correlate with
Clinical and Immunologic Response to TARP Vaccination in Prostate Cancer Patients. Clinical Cancer
Research, 2017, 23, 3352-3364.

3.2 24

9683 Hostâ€“Microbial Interactions in Idiopathic Pulmonary Fibrosis. American Journal of Respiratory and
Critical Care Medicine, 2017, 195, 1640-1650. 2.5 169

9684 Bioinformatic identification of candidate genes induced by trichostatin A in BGC-823 gastric cancer
cells. Oncology Letters, 2017, 13, 777-783. 0.8 3

9685 Human Blood CD1c+ Dendritic Cells Encompass CD5high and CD5low Subsets That Differ Significantly
in Phenotype, Gene Expression, and Functions. Journal of Immunology, 2017, 198, 1553-1564. 0.4 93

9686 Identification of unique essential proteins from a <i>M. tuberculosis</i> F15/LAM4/KZN phage
secretome library. Pathogens and Disease, 2017, 75, ftx001. 0.8 10

9687 Off-target effects of neuroleptics and antidepressants on Saccharomyces cerevisiae. Toxicological
Sciences, 2017, 156, kfx007. 1.4 8

9688 Genome-wide association analysis and pathways enrichment for lactation persistency in Canadian
Holstein cattle. Journal of Dairy Science, 2017, 100, 1955-1970. 1.4 78

9689 Expression and prognostic value of microRNAs in lower-grade glioma depends on IDH1/2 status.
Journal of Neuro-Oncology, 2017, 132, 207-218. 1.4 16

9690 Combined Proteome and Eicosanoid Profiling Approach for Revealing Implications of Human
Fibroblasts in Chronic Inflammation. Analytical Chemistry, 2017, 89, 1945-1954. 3.2 33

9691 Expression of specific inflammasome gene modules stratifies older individuals into two extreme
clinical and immunological states. Nature Medicine, 2017, 23, 174-184. 15.2 304

9692 Genome-wide analysis of p53-regulated transcription in Myc-driven lymphomas. Oncogene, 2017, 36,
2921-2929. 2.6 11

9693 Inorganic nitrite modulates miRNA signatures in acute myocardial <i>in vivo</i> ischemia/reperfusion.
Free Radical Research, 2017, 51, 91-102. 1.5 24



536

Citation Report

# Article IF Citations

9694 Diagnostic Yield and Novel Candidate Genes by Exome Sequencing in 152 Consanguineous Families With
Neurodevelopmental Disorders. JAMA Psychiatry, 2017, 74, 293. 6.0 186

9695 Collagen peptide ingestion alters lipid metabolism-related gene expression and the unfolded protein
response in mouse liver. British Journal of Nutrition, 2017, 117, 1-11. 1.2 33

9696 Sox17 drives functional engraftment of endothelium converted from non-vascular cells. Nature
Communications, 2017, 8, 13963. 5.8 18

9697 6-Phosphofructo-2-kinase/fructose-2,6-biphosphatase 4 is essential for p53-null cancer cells.
Oncogene, 2017, 36, 3287-3299. 2.6 58

9698
Cell-specific epigenome-wide DNA methylation profile in long-term cultured minor salivary gland
epithelial cells from patients with SjÃ¶gren's syndrome. Annals of the Rheumatic Diseases, 2017, 76,
625-628.

0.5 45

9699 Genome-Wide Analysis of lncRNA and mRNA Expression During Differentiation of Abdominal
Preadipocytes in the Chicken. G3: Genes, Genomes, Genetics, 2017, 7, 953-966. 0.8 52

9700 Glioblastoma Cell Malignancy and Drug Sensitivity Are Affected by the Cell of Origin. Cell Reports,
2017, 18, 977-990. 2.9 46

9701 Exploring the pharmacological mechanism of Yanghe Decoction on HER2-positive breast cancer by a
network pharmacology approach. Journal of Ethnopharmacology, 2017, 199, 68-85. 2.0 98

9702 Nanoparticles Associate with Intrinsically Disordered RNA-Binding Proteins. ACS Nano, 2017, 11,
1328-1339. 7.3 11

9703 The role of the cancer stem cell marker CD271 in DNA damage response and drug resistance of
melanoma cells. Oncogenesis, 2017, 6, e291-e291. 2.1 53

9704 Hepatic transcriptional responses to copper in the three-spined stickleback are affected by their
pollution exposure history. Aquatic Toxicology, 2017, 184, 26-36. 1.9 12

9705 Dissecting cell-type-specific roles of androgen receptor in prostate homeostasis and regeneration
through lineage tracing. Nature Communications, 2017, 8, 14284. 5.8 46

9706 Identification of cardiac progenitors that survive in the ischemic human heart after ventricular
myocyte death. Scientific Reports, 2017, 7, 41318. 1.6 5

9707 Proteomic analysis of human follicular fluid in poor ovarian responders during in vitro fertilization.
Proteomics, 2017, 17, 1600333. 1.3 13

9708 A Gibbs sampling method to determine biomarkers for asthma. Computational Biology and Chemistry,
2017, 67, 255-259. 1.1 1

9709 An Adult Mouse Thyroid Side Population Cell Line that Exhibits Enriched Epithelialâ€“Mesenchymal
Transition. Thyroid, 2017, 27, 460-474. 2.4 3

9710 Bioavailability and Kidney Responses to Diclofenac in the Fathead Minnow (<i>Pimephales) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 102 Td (promelas</i>). Environmental Science &amp; Technology, 2017, 51, 1764-1774.4.6 46

9711 Vitiligo blood transcriptomics provides new insights into disease mechanisms and identifies potential
novel therapeutic targets. BMC Genomics, 2017, 18, 109. 1.2 37



537

Citation Report

# Article IF Citations

9712 Macrophage Transcriptional Profile Identifies Lipid Catabolic Pathways That Can Be Therapeutically
Targeted after Spinal Cord Injury. Journal of Neuroscience, 2017, 37, 2362-2376. 1.7 82

9713 Brief exposure to small molecules allows induction of mouse embryonic fibroblasts into neural
crestâ€•like precursors. FEBS Letters, 2017, 591, 590-602. 1.3 11

9714 Comparative analysis of RNA-Seq data from brain and blood samples of Parkinson's disease.
Biochemical and Biophysical Research Communications, 2017, 484, 557-564. 1.0 26

9715 Mitochondrial Dysregulation Secondary to Endoplasmic Reticulum Stress in Autosomal Dominant
Tubulointerstitial Kidney Disease â€“ UMOD (ADTKD-UMOD). Scientific Reports, 2017, 7, 42970. 1.6 39

9716 HAPPI-2: a Comprehensive and High-quality Map of Human Annotated and Predicted Protein
Interactions. BMC Genomics, 2017, 18, 182. 1.2 35

9717 Quantitative analysis of <i>Shigella flexneri</i> protein expression under acid stress. Proteomics,
2017, 17, 1600381. 1.3 5

9718 Protein coding gene CRNKL1 as a potential prognostic biomarker in esophageal adenocarcinoma.
Artificial Intelligence in Medicine, 2017, 76, 1-6. 3.8 4

9719 Identification of miRNA-mRNA Modules in Colorectal Cancer Using Rough Hypercuboid Based
Supervised Clustering. Scientific Reports, 2017, 7, 42809. 1.6 13

9720 Premature primary tooth eruption in cognitive/motor-delayed ADNP-mutated children. Translational
Psychiatry, 2017, 7, e1043-e1043. 2.4 55

9721
Transcriptome Analysis of<i>Drosophila melanogaster</i>Third Instar Larval Ring Glands Points to
Novel Functions and Uncovers a Cytochrome p450 Required for Development. G3: Genes, Genomes,
Genetics, 2017, 7, 467-479.

0.8 31

9722
Maternal diabetes modulates dental epithelial stem cells proliferation and self-renewal in offspring
through apurinic/apyrimidinicendonuclease 1-mediated DNA methylation. Scientific Reports, 2017, 7,
40762.

1.6 17

9723 Altered enhancer transcription underlies Huntingtonâ€™s disease striatal transcriptional signature.
Scientific Reports, 2017, 7, 42875. 1.6 42

9724
Mitochondrial energy deficiency leads to hyperproliferation of skeletal muscle mitochondria and
enhanced insulin sensitivity. Proceedings of the National Academy of Sciences of the United States of
America, 2017, 114, 2705-2710.

3.3 73

9725
Coordination of Myeloid Differentiation with Reduced Cell Cycle Progression by PU.1 Induction of
MicroRNAs Targeting Cell Cycle Regulators and Lipid Anabolism. Molecular and Cellular Biology, 2017,
37, .

1.1 18

9726 CAN1 Arginine Permease Deficiency Extends Yeast Replicative Lifespan via Translational Activation of
Stress Response Genes. Cell Reports, 2017, 18, 1884-1892. 2.9 18

9727 The role of alternative polyadenylation in the antiviral innate immune response. Nature
Communications, 2017, 8, 14605. 5.8 100

9728 Human enterovirus 71 protein interaction network prompts antiviral drug repositioning. Scientific
Reports, 2017, 7, 43143. 1.6 19

9729
Type I interferon-regulated gene expression and signaling in murine mixed glial cells lacking signal
transducers and activators of transcription 1 or 2 or interferon regulatory factor 9. Journal of
Biological Chemistry, 2017, 292, 5845-5859.

1.6 23



538

Citation Report

# Article IF Citations

9730 Adaptive resistance of melanoma cells to <scp>RAF</scp> inhibition via reversible induction of a
slowly dividing deâ€•differentiated state. Molecular Systems Biology, 2017, 13, 905. 3.2 202

9731 The Effects of LW-AFC on the Hippocampal Transcriptome in Senescence-Accelerated Mouse Prone 8
Strain, a Mouse Model of Alzheimerâ€™s Disease. Journal of Alzheimer's Disease, 2017, 57, 227-240. 1.2 18

9732 Issues with RNA-seq analysis in non-model organisms: A salmonid example. Developmental and
Comparative Immunology, 2017, 75, 38-47. 1.0 7

9733 Transcriptional Mechanisms of Resistance to Antiâ€“PD-1 Therapy. Clinical Cancer Research, 2017, 23,
3168-3180. 3.2 67

9734 A Network of Chromatin Factors Is Regulating the Transition to Postembryonic Development in
Caenorhabditis elegans. G3: Genes, Genomes, Genetics, 2017, 7, 343-353. 0.8 6

9735 Blood Proteomic Profiling in Inherited (ATTRm) and Acquired (ATTRwt) Forms of
Transthyretin-Associated Cardiac Amyloidosis. Journal of Proteome Research, 2017, 16, 1659-1668. 1.8 56

9736 Integrative analyses of transcriptome sequencing identify novel functional lncRNAs in esophageal
squamous cell carcinoma. Oncogenesis, 2017, 6, e297-e297. 2.1 92

9737 Overexpression of FAM83H-AS1 indicates poor patient survival and knockdown impairs cell
proliferation and invasion via MET/EGFR signaling in lung cancer. Scientific Reports, 2017, 7, 42819. 1.6 39

9738 NucTools: analysis of chromatin feature occupancy profiles from high-throughput sequencing data.
BMC Genomics, 2017, 18, 158. 1.2 39

9739 Transcriptional and Cell Cycle Alterations Mark Aging of Primary Human Adipose-Derived Stem Cells.
Stem Cells, 2017, 35, 1392-1401. 1.4 16

9740 The origin of chow chows in the light of the East Asian breeds. BMC Genomics, 2017, 18, 174. 1.2 8

9741 Effect of myeloid differentiation primary response gene 88 on expression profiles of genes during the
development and progression of Helicobacter-induced gastric cancer. BMC Cancer, 2017, 17, 133. 1.1 20

9742 lncRNA co-expression network model for the prognostic analysis of acute myeloid leukemia.
International Journal of Molecular Medicine, 2017, 39, 663-671. 1.8 38

9743 Potency of Human Cardiosphere-Derived Cells from Patients with Ischemic Heart Disease Is Associated
with Robust Vascular Supportive Ability. Stem Cells Translational Medicine, 2017, 6, 1399-1411. 1.6 7

9744 UV Irradiation Induces a Non-coding RNA that Functionally Opposes the Protein Encoded by the Same
Gene. Cell, 2017, 168, 843-855.e13. 13.5 157

9745 MicroRNA profiling analysis revealed different cellular senescence mechanisms in human
mesenchymal stem cells derived from different origin. Genomics, 2017, 109, 147-157. 1.3 25

9746 Integration of microRNA and mRNA expression profiles in the skin of systemic sclerosis patients.
Scientific Reports, 2017, 7, 42899. 1.6 42

9747 Proteomic analysis of urinary extracellular vesicles from high Gleason score prostate cancer.
Scientific Reports, 2017, 7, 42961. 1.6 128



539

Citation Report

# Article IF Citations

9748 Effects of Arthrocen, an avocado/soy unsaponifiables agent, on inflammatory mediators and gene
expression in human chondrocytes. FEBS Open Bio, 2017, 7, 187-194. 1.0 14

9749 Global Proteome and Phospho-proteome Analysis of Merlin-deficient Meningioma and Schwannoma
Identifies PDLIM2 as a Novel Therapeutic Target. EBioMedicine, 2017, 16, 76-86. 2.7 22

9750 Simvastatin pre-treatment improves survival and mitochondrial function in a 3-day fluid-resuscitated
rat model of sepsis. Clinical Science, 2017, 131, 747-758. 1.8 12

9751
Epigenetic Patterns in Blood Associated With Lipid Traits Predict Incident Coronary Heart Disease
Events and Are Enriched for Results From Genome-Wide Association Studies. Circulation:
Cardiovascular Genetics, 2017, 10, .

5.1 104

9752 Transcriptome and metabolome analysis of liver and kidneys of rats chronically fed NK603
Roundup-tolerant genetically modified maize. Environmental Sciences Europe, 2017, 29, 6. 2.6 10

9753 Unveiling gene trait relationship by crossâ€•platform metaâ€•analysis on Chinese hamster ovary cell
transcriptome. Biotechnology and Bioengineering, 2017, 114, 1583-1592. 1.7 6

9754 Regulatory network analysis of Epstein-Barr virus identifies functional modules and hub genes
involved in infectious mononucleosis. Archives of Virology, 2017, 162, 1299-1309. 0.9 6

9755 Role of KCNB1 in the prognosis of gliomas and autophagy modulation. Scientific Reports, 2017, 7, 14. 1.6 68

9756 Genome-wide identification of direct HBx genomic targets. BMC Genomics, 2017, 18, 184. 1.2 52

9757 RNF40 regulates gene expression in an epigenetic context-dependent manner. Genome Biology, 2017, 18,
32. 3.8 41

9758 Peripherally Generated Foxp3+ Regulatory T Cells Mediate the Immunomodulatory Effects of IVIg in
Allergic Airways Disease. Journal of Immunology, 2017, 198, 2760-2771. 0.4 13

9759 Genetic analysis of uterine adenosarcomas and phyllodes tumors of the breast. Molecular Oncology,
2017, 11, 913-926. 2.1 11

9760 Embryotoxic and pharmacologic potency ranking of six azoles in the rat whole embryo culture by
morphological and transcriptomic analysis. Toxicology and Applied Pharmacology, 2017, 322, 15-26. 1.3 20

9761 Identification of Topological Network Modules in Perturbed Protein Interaction Networks. Scientific
Reports, 2017, 7, 43845. 1.6 29

9762 CXCL12 methylation-mediated epigenetic regulation of gene expression in papillary thyroid carcinoma.
Scientific Reports, 2017, 7, 44033. 1.6 37

9763 Tidal heat pulses on a reef trigger a fine-tuned transcriptional response in corals to maintain
homeostasis. Science Advances, 2017, 3, e1601298. 4.7 70

9764 A systems level approach reveals new gene regulatory modules in the developing ear. Development
(Cambridge), 2017, 144, 1531-1543. 1.2 28

9765 DNA methylation profiling reveals the presence of population-specific signatures correlating with
phenotypic characteristics. Molecular Genetics and Genomics, 2017, 292, 655-662. 1.0 29



540

Citation Report

# Article IF Citations

9766 PRC2 Facilitates the Regulatory Topology Required for Poised Enhancer Function during Pluripotent
Stem Cell Differentiation. Cell Stem Cell, 2017, 20, 689-705.e9. 5.2 198

9767 Mex3a Marks a Slowly Dividing Subpopulation of Lgr5+ Intestinal Stem Cells. Cell Stem Cell, 2017, 20,
801-816.e7. 5.2 158

9768 Immunogenicity is preferentially induced in sparse dendritic cell cultures. Scientific Reports, 2017, 7,
43989. 1.6 6

9769 Comparative RNAâ€•Seq transcriptome analyses reveal distinct metabolic pathways in diabetic nerve and
kidney disease. Journal of Cellular and Molecular Medicine, 2017, 21, 2140-2152. 1.6 45

9770 The origins and evolutionary history of human non-coding RNA regulatory networks. Journal of
Bioinformatics and Computational Biology, 2017, 15, 1750005. 0.3 16

9771 RNA surveillance via nonsense-mediated mRNA decay is crucial for longevity in daf-2/insulin/IGF-1
mutant C. elegans. Nature Communications, 2017, 8, 14749. 5.8 59

9772 Principal Components Analysis Based Unsupervised Feature Extraction Applied to Gene Expression
Analysis of Blood from Dengue Haemorrhagic Fever Patients. Scientific Reports, 2017, 7, 44016. 1.6 32

9773 KrÃ¼ppel-like Transcription Factor KLF10 Suppresses TGFÎ²-Induced Epithelial-to-Mesenchymal Transition
via a Negative Feedback Mechanism. Cancer Research, 2017, 77, 2387-2400. 0.4 51

9774 Serum microRNA profiling and bioinformatics analysis of patients with type 2 diabetes mellitus in a
Chinese population. Molecular Medicine Reports, 2017, 15, 2143-2153. 1.1 35

9775 Transcriptome analysis of IL-10-stimulated (M2c) macrophages by next-generation sequencing.
Immunobiology, 2017, 222, 847-856. 0.8 142

9776
Dual Role of Act1 in Keratinocyte Differentiation and Host Defense: TRAF3IP2 Silencing Alters
Keratinocyte Differentiation and Inhibits IL-17 Responses. Journal of Investigative Dermatology, 2017,
137, 1501-1511.

0.3 22

9777 Functional annotation of sixty-five type-2 diabetes risk SNPs and its application in risk prediction.
Scientific Reports, 2017, 7, 43709. 1.6 4

9778 Reprogrammingâ€•derived gene cocktail increases cardiomyocyte proliferation for heart regeneration.
EMBO Molecular Medicine, 2017, 9, 251-264. 3.3 33

9779 Notch signaling is significantly suppressed in basal cell carcinomas and activation induces basal cell
carcinoma cell apoptosis. Molecular Medicine Reports, 2017, 15, 1441-1454. 1.1 19

9780 Identification of novel NFâ€•ÎºB transcriptional targets in TNFÎ±â€•treated HeLa and HepG2 cells. Cell Biology
International, 2017, 41, 555-569. 1.4 10

9781 Fibroblast-led cancer cell invasion is activated by epithelialâ€“mesenchymal transition through
platelet-derived growth factor BB secretion of lung adenocarcinoma. Cancer Letters, 2017, 395, 20-30. 3.2 44

9782 Proteome Analysis of Human Perilymph Using an Intraoperative Sampling Method. Journal of Proteome
Research, 2017, 16, 1911-1923. 1.8 59

9783 Bioinformatics analysis of the proteins interacting with LASP-1 and their association with HBV-related
hepatocellular carcinoma. Scientific Reports, 2017, 7, 44017. 1.6 8



541

Citation Report

# Article IF Citations

9784 Cell-Cycle Regulation Accounts for Variability in Ki-67 Expression Levels. Cancer Research, 2017, 77,
2722-2734. 0.4 263

9785 Tumour-associated glial host cells display a stem-like phenotype with a distinct gene expression
profile and promote growth of GBM xenografts. BMC Cancer, 2017, 17, 108. 1.1 11

9786 Micro RNAs and DNA methylation are regulatory players in human cells with altered X chromosome
to autosome balance. Scientific Reports, 2017, 7, 43235. 1.6 7

9787
Distinctive genomic signature of neural and intestinal organoids from familial Parkinson's disease
patientâ€•derived induced pluripotent stem cells. Neuropathology and Applied Neurobiology, 2017, 43,
584-603.

1.8 71

9788 VDR mRNA overexpression is associated with worse prognostic factors in papillary thyroid
carcinoma. Endocrine Connections, 2017, 6, 172-178. 0.8 14

9789 Integrative multi-omics analysis revealed SNP-lncRNA-mRNA (SLM) networks in human peripheral blood
mononuclear cells. Human Genetics, 2017, 136, 451-462. 1.8 15

9790 iTRAQ-based quantitative proteomic analysis of Microcystis aeruginosa exposed to spiramycin at
different nutrient levels. Aquatic Toxicology, 2017, 185, 193-200. 1.9 18

9791 Recurrence-associated genes in papillary thyroid cancer: An analysis of data from The Cancer Genome
Atlas. Surgery, 2017, 161, 1642-1650. 1.0 29

9792 Quantitative Proteomic and Phosphoproteomic Analysis of H37Ra and H37Rv Strains of
<i>Mycobacterium tuberculosis</i>. Journal of Proteome Research, 2017, 16, 1632-1645. 1.8 55

9793 Genome-wide identification of splicing QTLs in the human brain and their enrichment among
schizophrenia-associated loci. Nature Communications, 2017, 8, 14519. 5.8 173

9794 Proteome and Secretome Analysis Reveals Differential Post-transcriptional Regulation of Toll-like
Receptor Responses. Molecular and Cellular Proteomics, 2017, 16, S172-S186. 2.5 29

9795 Pentraxin-3 is a PI3K signaling target that promotes stem cellâ€“like traits in basal-like breast cancers.
Science Signaling, 2017, 10, . 1.6 43

9796 Epigenetic modifications and glucocorticoid sensitivity in Myalgic Encephalomyelitis/Chronic Fatigue
Syndrome (ME/CFS). BMC Medical Genomics, 2017, 10, 11. 0.7 50

9797 The SETD8/PR-Set7 Methyltransferase Functions as a Barrier to Prevent Senescence-Associated
Metabolic Remodeling. Cell Reports, 2017, 18, 2148-2161. 2.9 58

9798 Fluorene-9-bisphenol is anti-oestrogenic and may cause adverse pregnancy outcomes in mice. Nature
Communications, 2017, 8, 14585. 5.8 78

9799 A subset of platinum-containing chemotherapeutic agents kills cells by inducing ribosome biogenesis
stress. Nature Medicine, 2017, 23, 461-471. 15.2 379

9800 Differentiation of Club Cells to Alveolar Epithelial Cells In Vitro. Scientific Reports, 2017, 7, 41661. 1.6 44

9801
Aberrant splicing in maize <i>rough endosperm3</i> reveals a conserved role for U12 splicing in
eukaryotic multicellular development. Proceedings of the National Academy of Sciences of the United
States of America, 2017, 114, E2195-E2204.

3.3 38



542

Citation Report

# Article IF Citations

9802 Label-free Proteomic Analysis of Exosomes Derived from Inducible Hepatitis B Virus-Replicating
HepAD38 Cell Line. Molecular and Cellular Proteomics, 2017, 16, S144-S160. 2.5 56

9803 Differential correlation analysis of glioblastoma reveals immune ceRNA interactions predictive of
patient survival. BMC Bioinformatics, 2017, 18, 132. 1.2 16

9804 Pathway deviation-based biomarker and multi-effect target identification in asbestos-related
squamous cell carcinoma of the lung. International Journal of Molecular Medicine, 2017, 39, 579-586. 1.8 5

9805 Characterization of chromosomal abnormalities in pregnancy losses reveals critical genes and loci
for human early development. Human Mutation, 2017, 38, 669-677. 1.1 28

9806 Monitoring Autophagy in Muscle Stem Cells. Methods in Molecular Biology, 2017, 1556, 255-280. 0.4 10

9807 Identification of potential target genes of ROR-alpha in THP1 and HUVEC cell lines. Experimental Cell
Research, 2017, 353, 6-15. 1.2 9

9808
Discovery and validation of immune-associated long non-coding RNA biomarkers associated with
clinically molecular subtype and prognosis in diffuse large B cell lymphoma. Molecular Cancer, 2017,
16, 16.

7.9 227

9809 miRNAs in human subcutaneous adipose tissue: Effects of weight loss induced by hypocaloric diet and
exercise. Obesity, 2017, 25, 572-580. 1.5 36

9810 MicroRNA-196a as a Potential Diagnostic Biomarker for Esophageal Squamous Cell Carcinoma. Cancer
Investigation, 2017, 35, 78-84. 0.6 24

9811 Modulation of macrophage antitumor potential by apoptotic lymphoma cells. Cell Death and
Differentiation, 2017, 24, 971-983. 5.0 51

9812 Hepatocyte MyD88 affects bile acids, gut microbiota and metabolome contributing to regulate glucose
and lipid metabolism. Gut, 2017, 66, 620-632. 6.1 125

9813 Defined Engineered Human Myocardium With Advanced Maturation for Applications in Heart Failure
Modeling and Repair. Circulation, 2017, 135, 1832-1847. 1.6 462

9814
Proteomic analysis of cell cycle arrest and differentiation induction caused by ATPR, a derivative of
allâ€•trans retinoic acid, in human gastric cancer SGCâ€•7901 cells. Proteomics - Clinical Applications, 2017,
11, 1600099.

0.8 20

9815 Expression profiling of colorectal cancer cells reveals inhibition of DNA replication licensing by
extracellular calcium. Biochimica Et Biophysica Acta - Molecular Cell Research, 2017, 1864, 987-996. 1.9 8

9816 miR-130b-3p inhibits cell invasion and migration by targeting the Notch ligand Delta-like 1 in breast
carcinoma. Gene, 2017, 609, 80-87. 1.0 58

9817
Comprehensive Metaboproteomics of Burkittâ€™s and Diffuse Large B-Cell Lymphoma Cell Lines and
Primary Tumor Tissues Reveals Distinct Differences in Pyruvate Content and Metabolism. Journal of
Proteome Research, 2017, 16, 1105-1120.

1.8 22

9818 iTRAQ-based quantitative proteomic analysis of the global response to 17Î²-estradiol in
estrogen-degradation strain Pseudomonas putida SJTE-1. Scientific Reports, 2017, 7, 41682. 1.6 26

9819 A single transcription factor is sufficient to induce and maintain secretory cell architecture. Genes
and Development, 2017, 31, 154-171. 2.7 59



543

Citation Report

# Article IF Citations

9820 Regulatory Architecture of Gene Expression Variation in the Threespine Stickleback <i>Gasterosteus
aculeatus</i>. G3: Genes, Genomes, Genetics, 2017, 7, 165-178. 0.8 22

9823 Quantitative proteomics analysis reveals perturbation of lipid metabolic pathways in the liver of
Atlantic cod (Gadus morhua) treated with PCB 153. Aquatic Toxicology, 2017, 185, 19-28. 1.9 28

9824 Molecular landscape of arthrofibrosis: Microarray and bioinformatic analysis of the temporal
expression of 380 genes during contracture genesis. Gene, 2017, 610, 15-23. 1.0 37

9825 Multiplexed Phosphoproteomic Profiling Using Titanium Dioxide and Immunoaffinity Enrichments
Reveals Complementary Phosphorylation Events. Journal of Proteome Research, 2017, 16, 1506-1514. 1.8 52

9826 Prediction of biomarkers of oral squamous cell carcinoma using microarray technology. Scientific
Reports, 2017, 7, 42105. 1.6 52

9827
Elevated temperature increases in planta expression levels of virulence related genes in Magnaporthe
oryzae and compromises resistance in Oryza sativa cv. Nipponbare. Functional Plant Biology, 2017, 44,
358.

1.1 15

9828 A new developmental mechanism for the separation of the mammalian middle ear ossicles from the
jaw. Proceedings of the Royal Society B: Biological Sciences, 2017, 284, 20162416. 1.2 44

9829 GATA6 regulates EMT and tumour dissemination, and is a marker of response to adjuvant chemotherapy
in pancreatic cancer. Gut, 2017, 66, 1665-1676. 6.1 212

9830 The Plasma Proteome Is Associated with Anthropometric Status of Undernourished Nepalese
School-Aged Children. Journal of Nutrition, 2017, 147, jn243014. 1.3 15

9831 Cutting Edge: Chromatin Accessibility Programs CD8 T Cell Memory. Journal of Immunology, 2017, 198,
2238-2243. 0.4 68

9832 Species-specific developmental timing is maintained by pluripotent stem cells ex utero. Developmental
Biology, 2017, 423, 101-110. 0.9 43

9833 Genetic Regulation of Adipose Gene Expression and Cardio-Metabolic Traits. American Journal of
Human Genetics, 2017, 100, 428-443. 2.6 141

9834 Three distinct cell populations express extracellular matrix proteins and increase in number during
skeletal muscle fibrosis. American Journal of Physiology - Cell Physiology, 2017, 312, C131-C143. 2.1 49

9835 Identification of somatic mutations using whole-exome sequencing in Korean patients with acute
myeloid leukemia. BMC Medical Genetics, 2017, 18, 23. 2.1 5

9836 Colonic transcriptional response to 1Î±,25(OH) 2 vitamin D 3 in African- and European-Americans.
Journal of Steroid Biochemistry and Molecular Biology, 2017, 168, 49-59. 1.2 16

9837 Toward Understanding the Cold, Hot, and Neutral Nature of Chinese Medicines Using in Silico
Mode-of-Action Analysis. Journal of Chemical Information and Modeling, 2017, 57, 468-483. 2.5 59

9838 Transcriptional and post-transcriptional regulation of the ionizing radiation response by ATM and
p53. Scientific Reports, 2017, 7, 43598. 1.6 31

9839 Nucleome Analysis Reveals Structureâ€“Function Relationships for Colon Cancer. Molecular Cancer
Research, 2017, 15, 821-830. 1.5 31



544

Citation Report

# Article IF Citations

9840 miR-16 controls myoblast proliferation and apoptosis through directly suppressing Bcl2 and FOXO1
activities. Biochimica Et Biophysica Acta - Gene Regulatory Mechanisms, 2017, 1860, 674-684. 0.9 34

9841 A genomic approach to susceptibility and pathogenesis leads to identifying potential novel therapeutic
targets in androgenetic alopecia. Genomics, 2017, 109, 165-176. 1.3 28

9842 Whole genome sequencing resource identifies 18 new candidate genes for autism spectrum disorder.
Nature Neuroscience, 2017, 20, 602-611. 7.1 691

9843 Differential perturbation of the interstitial cystitis-associated genes of bladder and urethra in rat
model. Cell Cycle, 2017, 16, 749-758. 1.3 3

9844 Transcriptome profiling of Eucalyptus nitens reveals deeper insight into the molecular mechanism of
cold acclimation and deacclimation process. Tree Genetics and Genomes, 2017, 13, 1. 0.6 17

9845 Characterization of gene expression profiles in HBV-related liver fibrosis patients and identification
of ITGBL1 as a key regulator of fibrogenesis. Scientific Reports, 2017, 7, 43446. 1.6 68

9846 Lesional CD4<sup>+</sup> IFN-Î³<sup>+</sup> cytotoxic T lymphocytes in IgG4-related dacryoadenitis
and sialoadenitis. Annals of the Rheumatic Diseases, 2017, 76, 377-385. 0.5 150

9847 Identification of therapeutic targets for Parkinson's disease via bioinformatics analysis. Molecular
Medicine Reports, 2017, 15, 731-735. 1.1 8

9848 Analysis of gene expression profiles of non-small cell lung cancer at different stages reveals
significantly altered biological functions and candidate genes. Oncology Reports, 2017, 37, 1736-1746. 1.2 16

9849
Triploid Atlantic salmon shows similar performance, fatty acid composition and proteome response
to diploids during early freshwater rearing. Comparative Biochemistry and Physiology Part D:
Genomics and Proteomics, 2017, 22, 67-77.

0.4 13

9850 Time-resolved Phosphoproteome Analysis of Paradoxical RAF Activation Reveals Novel Targets of ERK.
Molecular and Cellular Proteomics, 2017, 16, 663-679. 2.5 26

9851 Genetic analysis of Ikaros target genes and tumor suppressor function in BCR-ABL1+ preâ€“B ALL. Journal
of Experimental Medicine, 2017, 214, 793-814. 4.2 34

9852 Meta-analysis of gene expression in relapsed childhood B-acute lymphoblastic leukemia. BMC Cancer,
2017, 17, 120. 1.1 21

9853 m6A-dependent maternal mRNA clearance facilitates zebrafish maternal-to-zygotic transition. Nature,
2017, 542, 475-478. 13.7 437

9854 Blubber transcriptome response to acute stress axis activation involves transient changes in
adipogenesis and lipolysis in a fasting-adapted marine mammal. Scientific Reports, 2017, 7, 42110. 1.6 40

9855 Identification of potential drug targets based on a computational biology algorithm for venous
thromboembolism. International Journal of Molecular Medicine, 2017, 39, 463-471. 1.8 1

9856 Rare copy number variants in patients with congenital conotruncal heart defects. Birth Defects
Research, 2017, 109, 271-295. 0.8 15

9857 Identification and characterization of the expression profile of the microRNAs in the Amazon species
Colossoma macropomum by next generation sequencing. Genomics, 2017, 109, 67-74. 1.3 14



545

Citation Report

# Article IF Citations

9858
Bis(3,5-diiodo-2,4,6-trihydroxyphenyl)squaraine photodynamic therapy disrupts redox homeostasis and
induce mitochondria-mediated apoptosis in human breast cancer cells. Scientific Reports, 2017, 7,
42126.

1.6 45

9859 Exploring disorder in the human charged biased proteins. Journal of Receptor and Signal
Transduction Research, 2017, 37, 386-390. 1.3 3

9860 Gene expression profiles in peripheral blood mononuclear cells correlate with salience network
activity in chronic visceral pain: A pilot study. Neurogastroenterology and Motility, 2017, 29, e13027. 1.6 18

9861 Overcoming the divide between ataxias and spastic paraplegias: Shared phenotypes, genes, and
pathways. Movement Disorders, 2017, 32, 332-345. 2.2 144

9862
Phenotype-Specific Association of Single-Nucleotide Polymorphisms with Heart Failure and Preserved
Ejection Fraction: a Genome-Wide Association Analysis of the Cardiovascular Health Study. Journal of
Cardiovascular Translational Research, 2017, 10, 285-294.

1.1 16

9863 Loss of menin in osteoblast lineage affects osteocyteâ€“osteoclast crosstalk causing osteoporosis.
Cell Death and Differentiation, 2017, 24, 672-682. 5.0 47

9864 TTF-1/NKX2-1 binds to DDB1 and confers replication stress resistance to lung adenocarcinomas.
Oncogene, 2017, 36, 3740-3748. 2.6 27

9865 Identification of the crucial genes in the elimination and survival process of <i>Salmonella
enterica</i> ser. Pullorum in the chicken spleen. Animal Genetics, 2017, 48, 303-314. 0.6 2

9866 Controlling the False Discoveries in LASSO. Biometrics, 2017, 73, 1102-1110. 0.8 16

9867
Genomic Comparison of Indigenous African and Northern European Chickens Reveals Putative
Mechanisms of Stress Tolerance Related to Environmental Selection Pressure. G3: Genes, Genomes,
Genetics, 2017, 7, 1525-1537.

0.8 38

9868 Identification of genes associated with the effect of inflammation on the neurotransmission of
vascular smooth muscle cell. Experimental and Therapeutic Medicine, 2017, 13, 1303-1312. 0.8 5

9869 Pro-angiogenic capacities of microvesicles produced by skin wound myofibroblasts. Angiogenesis,
2017, 20, 385-398. 3.7 40

9870 Mutations in proteasome-related genes are associated with thyroid hemiagenesis. Endocrine, 2017, 56,
279-285. 1.1 18

9871 Luteolin inhibits colorectal cancer cell epithelial-to-mesenchymal transition by suppressing CREB1
expression revealed by comparative proteomics study. Journal of Proteomics, 2017, 161, 1-10. 1.2 42

9872 Phosphoproteomics of Fibroblast Growth Factor 1 (FGF1) Signaling in Chondrocytes: Identifying the
Signature of Inhibitory Response. Molecular and Cellular Proteomics, 2017, 16, 1126-1137. 2.5 16

9873 ICF-specific DNMT3B dysfunction interferes with intragenic regulation of mRNA transcription and
alternative splicing. Nucleic Acids Research, 2017, 45, 5739-5756. 6.5 42

9874 Computational identification of mutually exclusive transcriptional drivers dysregulating metastatic
microRNAs in prostate cancer. Nature Communications, 2017, 8, 14917. 5.8 16

9875 Genetic architecture of gene expression underlying variation in host response to porcine
reproductive and respiratory syndrome virus infection. Scientific Reports, 2017, 7, 46203. 1.6 32



546

Citation Report

# Article IF Citations

9876 Fat mass and obesity-associated (FTO) protein regulates adult neurogenesis. Human Molecular
Genetics, 2017, 26, 2398-2411. 1.4 221

9877 Discovery of cancer common and specific driver gene sets. Nucleic Acids Research, 2017, 45, e86-e86. 6.5 55

9878 The logic of transcriptional regulator recruitment architecture at <i>cis</i>-regulatory modules
controlling liver functions. Genome Research, 2017, 27, 985-996. 2.4 22

9879 Analysis of Gene Expression Discretization Techniques in Microarray Biclustering. Lecture Notes in
Computer Science, 2017, , 257-266. 1.0 1

9880
Comparative tissue transcriptomics highlights dynamic differences among tissues but conserved
metabolic transcript prioritization in preparation for arousal from torpor. Journal of Comparative
Physiology B: Biochemical, Systemic, and Environmental Physiology, 2017, 187, 735-748.

0.7 10

9881 Meta-analysis of salt-related gene expression profiles identifies common signatures of salt stress
responses in Arabidopsis. Plant Systematics and Evolution, 2017, 303, 757-774. 0.3 29

9882 Proteomic Analysis After Status Epilepticus Identifies UCHL1 as Protective Against Hippocampal Injury.
Neurochemical Research, 2017, 42, 2033-2054. 1.6 7

9883
Transcriptomics of an extended phenotype: parasite manipulation of wasp social behaviour shifts
expression of caste-related genes. Proceedings of the Royal Society B: Biological Sciences, 2017, 284,
20170029.

1.2 27

9884 Constitutively Active Arabidopsis MAP Kinase 3 Triggers Defense Responses Involving Salicylic Acid and
SUMM2 Resistance Protein. Plant Physiology, 2017, 174, 1238-1249. 2.3 57

9885 Adipocyte Metabolic Pathways Regulated by Diet Control the Female Germline Stem Cell Lineage
in<i>Drosophila melanogaster</i>. Genetics, 2017, 206, 953-971. 1.2 41

9886
Vitamin Dâ€•related genes are subjected to significant <i>de novo</i> mutation burdens in autism
spectrum disorder. American Journal of Medical Genetics Part B: Neuropsychiatric Genetics, 2017, 174,
568-577.

1.1 20

9887 Epithelial-Mesenchymal Micro-niches Govern Stem Cell Lineage Choices. Cell, 2017, 169, 483-496.e13. 13.5 209

9888 High prevalence of TP53 mutations is associated with poor survival and an EMT signature in
gliosarcoma patients. Experimental and Molecular Medicine, 2017, 49, e317-e317. 3.2 37

9889
Altered expression of circadian rhythm and extracellular matrix genes in the medial prefrontal
cortex of a valproic acid rat model of autism. Progress in Neuro-Psychopharmacology and Biological
Psychiatry, 2017, 77, 128-132.

2.5 15

9890 MicroRNA Profiling Reveals Marker of Motor Neuron Disease in ALS Models. Journal of Neuroscience,
2017, 37, 5574-5586. 1.7 66

9891 Whole-Genome Sequence of the Metastatic PC3 and LNCaP Human Prostate Cancer Cell Lines. G3:
Genes, Genomes, Genetics, 2017, 7, 1731-1741. 0.8 49

9892 Androgen receptorâ€•regulated miRNAâ€•193aâ€•3p targets AJUBA to promote prostate cancer cell migration.
Prostate, 2017, 77, 1000-1011. 1.2 29

9893 Quantitative analysis of the cysteine redoxome by iodoacetyl tandem mass tags. Analytical and
Bioanalytical Chemistry, 2017, 409, 3821-3830. 1.9 46



547

Citation Report

# Article IF Citations

9894 Mathematical deconvolution uncovers the genetic regulatory signal of cancer cellular
heterogeneity on resistance to paclitaxel. Molecular Genetics and Genomics, 2017, 292, 857-869. 1.0 4

9895 Rapid Genome-wide Recruitment of RNA Polymerase II Drives Transcription, Splicing, and Translation
Events during T Cell Responses. Cell Reports, 2017, 19, 643-654. 2.9 30

9896 Vitamin C Prevents Offspring DNA Methylation Changes Associated with Maternal Smoking in
Pregnancy. American Journal of Respiratory and Critical Care Medicine, 2017, 196, 745-755. 2.5 83

9897 Network-assisted analysis of GWAS data identifies a functionally-relevant gene module for
childhood-onset asthma. Scientific Reports, 2017, 7, 938. 1.6 14

9898
miRNA-Related Polymorphisms in miR-423 (rs6505162) and <i>PEX6</i> (rs1129186) and Risk of Esophageal
Squamous Cell Carcinoma in an Iranian Cohort. Genetic Testing and Molecular Biomarkers, 2017, 21,
382-390.

0.3 26

9899 Comparative transcriptomics support evolutionary convergence of diapause responses across
<scp>I</scp>nsecta. Physiological Entomology, 2017, 42, 246-256. 0.6 85

9900 Transcriptomic changes in human umbilical cord blood endothelial cells under simulated
microgravity. Doklady Biochemistry and Biophysics, 2017, 472, 1-4. 0.3 11

9901 Identification of potential biomarkers of sepsis using bioinformatics analysis. Experimental and
Therapeutic Medicine, 2017, 13, 1689-1696. 0.8 16

9902 Bioinformatics analysis of key genes and latent pathway interactions based on the anaplastic thyroid
carcinoma gene expression profile. Oncology Letters, 2017, 13, 167-176. 0.8 32

9903 The ubiquitin ligase LIN41/TRIM71 targets p53 to antagonize cell death and differentiation pathways
during stem cell differentiation. Cell Death and Differentiation, 2017, 24, 1063-1078. 5.0 60

9904 Global gene expression profiling of healthy human brain and its application in studying neurological
disorders. Scientific Reports, 2017, 7, 897. 1.6 52

9906 Avian blastoderm dormancy arrests cells in G 2 and suppresses apoptosis. FASEB Journal, 2017, 31,
3240-3250. 0.2 8

9907 CDC20 with malignant progression and poor prognosis of astrocytoma revealed by analysis on gene
expression. Journal of Neuro-Oncology, 2017, 133, 87-95. 1.4 24

9908 miR-24-3p Is Overexpressed in Hodgkin Lymphoma and Protects Hodgkin and Reed-Sternberg Cells from
Apoptosis. American Journal of Pathology, 2017, 187, 1343-1355. 1.9 46

9909 Selective inhibition of EZH2 by a small molecule inhibitor regulates microglial gene expression
essential for inflammation. Biochemical Pharmacology, 2017, 137, 61-80. 2.0 32

9910 Profiling Cellular Substrates of Lysine Acetyltransferases GCN5 and p300 with Orthogonal Labeling
and Click Chemistry. ACS Chemical Biology, 2017, 12, 1547-1555. 1.6 39

9911 Systematic Synergy of Glucose and GLP-1 to Stimulate Insulin Secretion Revealed by Quantitative
Phosphoproteomics. Scientific Reports, 2017, 7, 1018. 1.6 6

9912 Transcriptome sequencing combined with bioinformatics predicts potential genes and pathways
associated with bupivacaine-induced apoptosis. Animal Cells and Systems, 2017, 21, 124-132. 0.8 0



548

Citation Report

# Article IF Citations

9913 Toxicity of nano- and ionic silver to embryonic stem cells: a comparative toxicogenomic study. Journal
of Nanobiotechnology, 2017, 15, 31. 4.2 40

9914 Embryonic cholecystitis and defective gallbladder contraction in the <i>Sox17</i>-haploinsufficient
model of biliary atresia. Development (Cambridge), 2017, 144, 1906-1917. 1.2 15

9915 Impact of Neutron Exposure on Global Gene Expression in a Human Peripheral Blood Model. Radiation
Research, 2017, 187, 443. 0.7 35

9916 Tip110 Deletion Impaired Embryonic and Stem Cell Development Involving Downregulation of Stem Cell
Factors Nanog, Oct4, and Sox2. Stem Cells, 2017, 35, 1674-1686. 1.4 7

9917 Quantitative proteomics reveals key proteins regulated by eicosapentaenoic acid in endothelial
activation. Biochemical and Biophysical Research Communications, 2017, 487, 464-469. 1.0 6

9918
CD200-positive cancer associated fibroblasts augment the sensitivity of Epidermal Growth Factor
Receptor mutation-positive lung adenocarcinomas to EGFR Tyrosine kinase inhibitors. Scientific
Reports, 2017, 7, 46662.

1.6 36

9919 Endocannabinoid system acts as a regulator of immune homeostasis in the gut. Proceedings of the
National Academy of Sciences of the United States of America, 2017, 114, 5005-5010. 3.3 136

9920 CYCLOPS reveals human transcriptional rhythms in health and disease. Proceedings of the National
Academy of Sciences of the United States of America, 2017, 114, 5312-5317. 3.3 184

9921 Gene expression effects of glucocorticoid and mineralocorticoid receptor agonists and antagonists
on normal human skeletal muscle. Physiological Genomics, 2017, 49, 277-286. 1.0 17

9922
A qRT-PCR and Gene Functional Enrichment Study Focused on Downregulation of miR-141-3p in
Hepatocellular Carcinoma and Its Clinicopathological Significance. Technology in Cancer Research
and Treatment, 2017, 16, 835-849.

0.8 11

9923 UHRF2 regulates local 5-methylcytosine and suppresses spontaneous seizures. Epigenetics, 2017, 12,
551-560. 1.3 14

9924 Associations Between Genome-wide Gene Expression and Ambient Nitrogen Oxides. Epidemiology, 2017,
28, 320-328. 1.2 15

9925
Triglyceride-rich lipoprotein lipolysis products increase blood-brain barrier transfer coefficient and
induce astrocyte lipid droplets and cell stress. American Journal of Physiology - Cell Physiology, 2017,
312, C500-C516.

2.1 36

9926 Metallothionein 1G promotes the differentiation of HT-29 human colorectal cancer cells. Oncology
Reports, 2017, 37, 2633-2651. 1.2 27

9927 A new technique for accelerated liver regeneration: An experimental study in rats. Surgery, 2017, 162,
233-247. 1.0 6

9928 Transcriptomic Analysis of Host Immune Response in the Skin of Chickens Infected with Marek's
Disease Virus. Viral Immunology, 2017, 30, 377-387. 0.6 18

9929 Summarizing Biological Networks. Computational Biology, 2017, , . 0.1 0

9930
Transcriptional changes in innate immunity genes in head kidneys from Aeromonas
salmonicida-challenged rainbow trout fed a mixture of polycyclic aromatic hydrocarbons.
Ecotoxicology and Environmental Safety, 2017, 142, 157-163.

2.9 16



549

Citation Report

# Article IF Citations

9931 Absence of NUCKS augments paracrine effects of mesenchymal stem cells-mediated cardiac protection.
Experimental Cell Research, 2017, 356, 74-84. 1.2 19

9932 Transcriptional regulatory networks underlying the reprogramming of spermatogonial stem cells to
multipotent stem cells. Experimental and Molecular Medicine, 2017, 49, e315-e315. 3.2 13

9933 Global analysis of glycoproteins identifies markers of endotoxin tolerant monocytes and GPR84 as a
modulator of TNFÎ± expression. Scientific Reports, 2017, 7, 838. 1.6 39

9934 Induction of an IFN-Mediated Antiviral Response by a Self-Amplifying RNA Vaccine: Implications for
Vaccine Design. Journal of Immunology, 2017, 198, 4012-4024. 0.4 138

9935 Identification of circulating miRNA involved in meat yield of Korean cattle. Cell Biology International,
2017, 41, 761-768. 1.4 4

9936 The E. coli molecular phenotype under different growth conditions. Scientific Reports, 2017, 7, 45303. 1.6 46

9937
Small molecule-mediated inhibition of myofibroblast transdifferentiation for the treatment of
fibrosis. Proceedings of the National Academy of Sciences of the United States of America, 2017, 114,
4679-4684.

3.3 60

9938 Pollutants and Insecticides Drive Local Adaptation in African Malaria Mosquitoes. Molecular Biology
and Evolution, 2017, 34, 1261-1275. 3.5 50

9939 Transcriptome sequencing study implicates immune-related genes differentially expressed in
schizophrenia: new data and a meta-analysis. Translational Psychiatry, 2017, 7, e1093-e1093. 2.4 48

9940 NeuroD Factors Discriminate Mineralocorticoid From Glucocorticoid Receptor DNA Binding in the
Male Rat Brain. Endocrinology, 2017, 158, 1511-1522. 1.4 56

9941 agriGO v2.0: a GO analysis toolkit for the agricultural community, 2017 update. Nucleic Acids
Research, 2017, 45, W122-W129. 6.5 1,872

9942 Macrophage function in tissue repair and remodeling requires IL-4 or IL-13 with apoptotic cells.
Science, 2017, 356, 1072-1076. 6.0 408

9943 A subcellular map of the human proteome. Science, 2017, 356, . 6.0 2,079

9944 Comprehensive Identification of Nuclear and Cytoplasmic TNRC6A-Associating Proteins. Journal of
Molecular Biology, 2017, 429, 3319-3333. 2.0 10

9945 Small non-coding RNA expression from anterior cingulate cortex in schizophrenia shows sex specific
regulation. Schizophrenia Research, 2017, 183, 82-87. 1.1 17

9946 MLL3/MLL4 are required for CBP/p300 binding on enhancers and super-enhancer formation in brown
adipogenesis. Nucleic Acids Research, 2017, 45, 6388-6403. 6.5 131

9947
Genome-wide DNA Methylation Analysis Reveals <i>GABBR2</i> as a Novel Epigenetic Target for
<i>EGFR</i> 19 Deletion Lung Adenocarcinoma with Induction Erlotinib Treatment. Clinical Cancer
Research, 2017, 23, 5003-5014.

3.2 16

9948 Identification of potential crucial genes associated with steroid-induced necrosis of femoral head
based on gene expression profile. Gene, 2017, 627, 322-326. 1.0 28



550

Citation Report

# Article IF Citations

9949 RNA sequencing reveals pronounced changes in the noncoding transcriptome of aging synaptosomes.
Neurobiology of Aging, 2017, 56, 67-77. 1.5 17

9950 Rapid, broadâ€•scale gene expression evolution in experimentally harvested fish populations. Molecular
Ecology, 2017, 26, 3954-3967. 2.0 56

9951 Transcriptomic alterations in the brain of painted turtles (<i>Chrysemys picta</i>) developmentally
exposed to bisphenol A or ethinyl estradiol. Physiological Genomics, 2017, 49, 201-215. 1.0 18

9952 Methodological Guidelines to Study Extracellular Vesicles. Circulation Research, 2017, 120, 1632-1648. 2.0 728

9953 Postzygotic singleâ€•nucleotide mosaicisms contribute to the etiology of autism spectrum disorder and
autistic traits and the origin of mutations. Human Mutation, 2017, 38, 1002-1013. 1.1 64

9954 Nipple aspirate fluidâ€”A liquid biopsy for diagnosing breast health. Proteomics - Clinical Applications,
2017, 11, 1700015. 0.8 26

9955 A mixed integer programming-based global optimization framework for analyzing gene expression
data. Journal of Global Optimization, 2017, 69, 727-744. 1.1 0

9956 Multipronged quantitative proteomics reveals serum proteome alterations in breast cancer intrinsic
subtypes. Journal of Proteomics, 2017, 163, 1-13. 1.2 18

9957 Wounding induces dedifferentiation of epidermal Gata6+ cells and acquisition of stem cell
properties. Nature Cell Biology, 2017, 19, 603-613. 4.6 138

9958 The Molecular Dialog between Flowering Plant Reproductive Partners Defined by SNP-Informed
RNA-Sequencing. Plant Cell, 2017, 29, 984-1006. 3.1 32

9959 Sonic Hedgehog regulation of <i>Foxf2</i> promotes cranial neural crest mesenchyme proliferation
and is disrupted in cleft lip morphogenesis. Development (Cambridge), 2017, 144, 2082-2091. 1.2 55

9960 Elevated PTTG and PBF predicts poor patient outcome and modulates DNA damage response genes in
thyroid cancer. Oncogene, 2017, 36, 5296-5308. 2.6 18

9961 Protein kinase A inhibition facilitates the antitumor activity of xanthohumol, a valosinâ€•containing
protein inhibitor. Cancer Science, 2017, 108, 785-794. 1.7 13

9962 Histone Deacetylase Inhibitor SAHA Is a Promising Treatment of Cushing Disease. Journal of Clinical
Endocrinology and Metabolism, 2017, 102, 2825-2835. 1.8 52

9963 Analysis of copy number variations in Holstein-Friesian cow genomes based on whole-genome
sequence data. Journal of Dairy Science, 2017, 100, 5515-5525. 1.4 11

9964 Exploring genetic associations with ceRNA regulation in the human genome. Nucleic Acids Research,
2017, 45, 5653-5665. 6.5 39

9965 Block spectral clustering for multiple graphs with inter-relation. Network Modeling Analysis in
Health Informatics and Bioinformatics, 2017, 6, 1. 1.2 5

9966 Proteomic profiling reveals DNA damage, nucleolar and ribosomal stress are the main responses to
oxaliplatin treatment in cancer cells. Journal of Proteomics, 2017, 162, 73-85. 1.2 28



551

Citation Report

# Article IF Citations

9967 Intron retention is regulated by altered MeCP2-mediated splicing factor recruitment. Nature
Communications, 2017, 8, 15134. 5.8 92

9968 Subventricular zone involvement in Glioblastoma â€“ A proteomic evaluation and clinicoradiological
correlation. Scientific Reports, 2017, 7, 1449. 1.6 33

9969 CHD1 regulates cell fate determination by activation of differentiation-induced genes. Nucleic Acids
Research, 2017, 45, 7722-7735. 6.5 28

9970 Upregulation of miR-195 accelerates oxidative stress-induced retinal endothelial cell injury by
targeting mitofusin 2 in diabetic rats. Molecular and Cellular Endocrinology, 2017, 452, 33-43. 1.6 30

9971 Leptin-receptor-expressing bone marrow stromal cells are myofibroblasts in primary myelofibrosis.
Nature Cell Biology, 2017, 19, 677-688. 4.6 125

9972 Recurrent noncoding regulatory mutations in pancreatic ductal adenocarcinoma. Nature Genetics,
2017, 49, 825-833. 9.4 55

9973 KDM6B modulates MAPK pathway mediating multiple myeloma cell growth and survival. Leukemia, 2017,
31, 2661-2669. 3.3 69

9974 The AP-1 transcription factor FOSL1 causes melanocyte reprogramming and transformation. Oncogene,
2017, 36, 5110-5121. 2.6 59

9975 Mediterranean versus Red sea corals facing climate change, a transcriptome analysis. Scientific
Reports, 2017, 7, 42405. 1.6 24

9976 PD-1 regulates KLRG1+ group 2 innate lymphoid cells. Journal of Experimental Medicine, 2017, 214,
1663-1678. 4.2 163

9977 Tissue Proteome Analysis of Different Grades of Human Gliomas Provides Major Cues for Glioma
Pathogenesis. OMICS A Journal of Integrative Biology, 2017, 21, 275-284. 1.0 23

9978 Paired related homeobox 1 transactivates dopamine D2 receptor to maintain propagation and
tumorigenicity of glioma-initiating cells. Journal of Molecular Cell Biology, 2017, 9, 302-314. 1.5 25

9979 NF45 and NF90/NF110 coordinately regulate ESC pluripotency and differentiation. Rna, 2017, 23,
1270-1284. 1.6 19

9980 RNAseq Analysis of the<i>Drosophila</i>Response to the Entomopathogenic
Nematode<i>Steinernema</i>. G3: Genes, Genomes, Genetics, 2017, 7, 1955-1967. 0.8 34

9981 A three-caller pipeline for variant analysis of cancer whole-exome sequencing data. Molecular
Medicine Reports, 2017, 15, 2489-2494. 1.1 16

9982 Brown-adipose-tissue macrophages control tissue innervation and homeostatic energy expenditure.
Nature Immunology, 2017, 18, 665-674. 7.0 200

9983 Genome-wide DNA methylation profiling reveals cancer-associated changes within early colonic
neoplasia. Oncogene, 2017, 36, 5035-5044. 2.6 79

9984
<i>PLA2G7</i> associates with hormone receptor negativity in clinical breast cancer samples and
regulates epithelialâ€•mesenchymal transition in cultured breast cancer cells. Journal of Pathology:
Clinical Research, 2017, 3, 123-138.

1.3 20



552

Citation Report

# Article IF Citations

9985
Transcriptome analysis of the brain of the sea bream (Sparus aurata) after exposure to human
pharmaceuticals at realistic environmental concentrations. Marine Environmental Research, 2017, 129,
36-45.

1.1 15

9986 Quantitative phosphoproteome analysis of cisplatinâ€•induced apoptosis in Jurkat T cells. Proteomics,
2017, 17, 1600470. 1.3 8

9987 Hybrid Cellular Metabolism Coordinated by Zic3 and Esrrb Synergistically Enhances Induction of
Naive Pluripotency. Cell Metabolism, 2017, 25, 1103-1117.e6. 7.2 67

9988 Non-equivalence of Wnt and R-spondin ligands during Lgr5+ intestinal stem-cell self-renewal. Nature,
2017, 545, 238-242. 13.7 327

9989 Systematic identification and characterization of cardiac long intergenic noncoding RNAs in
zebrafish. Scientific Reports, 2017, 7, 1250. 1.6 12

9990 A-to-I RNA Editing in the Earliest-Diverging Eumetazoan Phyla. Molecular Biology and Evolution, 2017,
34, 1890-1901. 3.5 45

9992
Associations of the Intellectual Disability Gene MYT1L with Helixâ€“Loopâ€“Helix Gene Expression,
Hippocampus Volume and Hippocampus Activation During Memory Retrieval.
Neuropsychopharmacology, 2017, 42, 2516-2526.

2.8 20

9993 The centrosomal OFD1 protein interacts with the translation machinery and regulates the synthesis
of specific targets. Scientific Reports, 2017, 7, 1224. 1.6 36

9994 Exercise alters mouse sperm small noncoding RNAs and induces a transgenerational modification of
male offspring conditioned fear and anxiety. Translational Psychiatry, 2017, 7, e1114-e1114. 2.4 134

9995 MiSTIC, an integrated platform for the analysis of heterogeneity in large tumour transcriptome
datasets. Nucleic Acids Research, 2017, 45, e122-e122. 6.5 14

9996 Chemoproteomic Profiling of Bile Acid Interacting Proteins. ACS Central Science, 2017, 3, 501-509. 5.3 62

9997 Flagellar Hooks and Hook Protein FlgE Participate in Host Microbe Interactions at Immunological
Level. Scientific Reports, 2017, 7, 1433. 1.6 29

9998 The accessible chromatin landscape during conversion of human embryonic stem cells to trophoblast
by bone morphogenetic protein 4â€ . Biology of Reproduction, 2017, 96, 1267-1278. 1.2 16

9999 Disrupted-in-Schizophrenia-1 (DISC1) protein disturbs neural function in multiple disease-risk
pathways. Human Molecular Genetics, 2017, 26, 2634-2648. 1.4 19

10000 Transcriptome dynamics during proliferation and differentiation of porcine primary satellite cells.
Gene Reports, 2017, 7, 169-175. 0.4 1

10001 A comprehensive regional analysis of genome-wide expression profiles for major depressive disorder.
Journal of Affective Disorders, 2017, 218, 86-92. 2.0 33

10002
Opioid Self-Administration is Attenuated by Early-Life Experience and Gene Therapy for
Anti-Inflammatory IL-10 in the Nucleus Accumbens of Male Rats. Neuropsychopharmacology, 2017, 42,
2128-2140.

2.8 30

10003 The peripheral blood proteome signature of idiopathic pulmonary fibrosis is distinct from normal and
is associated with novel immunological processes. Scientific Reports, 2017, 7, 46560. 1.6 51



553

Citation Report

# Article IF Citations

10004 iTRAQ-based proteomic analysis reveals key proteins affecting muscle growth and lipid deposition in
pigs. Scientific Reports, 2017, 7, 46717. 1.6 77

10005 Human fetal heart specific coexpression network involves congenital heart disease/defect candidate
genes. Scientific Reports, 2017, 7, 46760. 1.6 3

10006
Dynamics of the Interaction between Cotton Bollworm Helicoverpa armigera and
Nucleopolyhedrovirus as Revealed by Integrated Transcriptomic and Proteomic Analyses. Molecular
and Cellular Proteomics, 2017, 16, 1009-1028.

2.5 40

10007 Oncogenic Î²-catenin and PIK3CA instruct network states and cancer phenotypes in intestinal
organoids. Journal of Cell Biology, 2017, 216, 1567-1577. 2.3 29

10008 Identification of HDA15-PIF1 as a key repression module directing the transcriptional network of seed
germination in the dark. Nucleic Acids Research, 2017, 45, 7137-7150. 6.5 89

10009 Identifying key genes in rheumatoid arthritis by weighted gene coâ€•expression network analysis.
International Journal of Rheumatic Diseases, 2017, 20, 971-979. 0.9 62

10010 Single-Cell RNA-Seq Analysis Maps Development of Human Germline Cells and Gonadal Niche
Interactions. Cell Stem Cell, 2017, 20, 858-873.e4. 5.2 376

10011 Zika virus infection reprograms global transcription of host cells to allow sustained infection.
Emerging Microbes and Infections, 2017, 6, 1-10. 3.0 58

10012 Identification of Key Modules and Hub Genes of Keloids with Weighted Gene Coexpression Network
Analysis. Plastic and Reconstructive Surgery, 2017, 139, 376-390. 0.7 17

10013 A Rice <i>PECTATE LYASE-LIKE</i> Gene Is Required for Plant Growth and Leaf Senescence. Plant
Physiology, 2017, 174, 1151-1166. 2.3 96

10014 Gene expression profiling of tumor-associated macrophages after exposure to single-dose irradiation.
Computational Biology and Chemistry, 2017, 69, 138-146. 1.1 3

10015 Gene ORGANizer: linking genes to the organs they affect. Nucleic Acids Research, 2017, 45, W138-W145. 6.5 43

10016
Integrated Assessment of Diclofenac Biotransformation, Pharmacokinetics, and Omics-Based Toxicity
in a Three-Dimensional Human Liver-Immunocompetent Coculture System. Drug Metabolism and
Disposition, 2017, 45, 855-866.

1.7 56

10017 Quantitative cardiac phosphoproteomics profiling during ischemia-reperfusion in an immature swine
model. American Journal of Physiology - Heart and Circulatory Physiology, 2017, 313, H125-H137. 1.5 9

10018 Pattern analysis uncovers a chronic ethanol-induced disruption of the switch-like dynamics of C/EBP-Î²
and C/EBP-Î± genome-wide binding during liver regeneration. Physiological Genomics, 2017, 49, 11-26. 1.0 5

10019
Transcriptome-wide N 6 -methyladenosine methylome profiling of porcine muscle and adipose tissues
reveals a potential mechanism for transcriptional regulation and differential methylation pattern.
BMC Genomics, 2017, 18, 336.

1.2 49

10020 Proximal methylation features associated with nonrandom changes in gene body methylation. Genome
Biology, 2017, 18, 73. 3.8 31

10021 Ehmt2/G9a controls placental vascular maturation by activating the Notch pathway. Development
(Cambridge), 2017, 144, 1976-1987. 1.2 18



554

Citation Report

# Article IF Citations

10022
Global transcriptome responses including small RNAs during mixedâ€•species interactions with
methicillinâ€•resistant <i>Staphylococcus aureus</i> and <i>Pseudomonas aeruginosa</i>.
MicrobiologyOpen, 2017, 6, e00427.

1.2 33

10023 Pediatric pineal germinomas: Epigenetic and genomic approach. Clinical Neurology and Neurosurgery,
2017, 152, 45-51. 0.6 10

10024 Mass spectrometry based proteomics profiling of human monocytes. Protein and Cell, 2017, 8, 123-133. 4.8 6

10025 Temporal profiles of plasma proteome during childhood development. Journal of Proteomics, 2017,
152, 321-328. 1.2 20

10026 Systematic identification of hepatitis E virus ORF2 interactome reveals that TMEM134 engages in
ORF2-mediated NF-ÎºB pathway. Virus Research, 2017, 228, 102-108. 1.1 17

10027 Comparison of the transcriptomic profile of hepatic human induced pluripotent stem like cells
cultured in plates and in a 3D microscale dynamic environment. Genomics, 2017, 109, 16-26. 1.3 20

10028
A systems toxicology approach reveals the Wnt-MAPK crosstalk pathway mediated reproductive
failure in<i>Caenorhabditis elegans</i>exposed to graphene oxide (GO) but not to reduced graphene
oxide (rGO). Nanotoxicology, 2017, 11, 76-86.

1.6 54

10029
Dissection of functional lncRNAs in Alzheimer's disease by construction and analysis of
lncRNAâ€“mRNA networks based on competitive endogenous RNAs. Biochemical and Biophysical
Research Communications, 2017, 485, 569-576.

1.0 37

10030 Proteins interacting with CreA and CreB in the carbon catabolite repression network in Aspergillus
nidulans. Current Genetics, 2017, 63, 669-683. 0.8 18

10031 Genome-wide chemical mapping of O-GlcNAcylated proteins in Drosophila melanogaster. Nature
Chemical Biology, 2017, 13, 161-167. 3.9 33

10032 LINâ€•28 balances longevity and germline stem cell number in <i>Caenorhabditis elegans</i> through
letâ€•7<i>/</i>AKT<i>/</i>DAFâ€•16 axis. Aging Cell, 2017, 16, 113-124. 3.0 18

10033
Old age and the associated impairment of bones' adaptation to loading are associated with
transcriptomic changes in cellular metabolism, cell-matrix interactions and the cell cycle. Gene, 2017,
599, 36-52.

1.0 42

10034 Dual specificity phosphatase 15 regulates Erk activation in Schwann cells. Journal of Neurochemistry,
2017, 140, 368-382. 2.1 13

10035 Coordinated circRNA Biogenesis and Function with NF90/NF110 in Viral Infection. Molecular Cell, 2017,
67, 214-227.e7. 4.5 533

10036 Exomic and Epigenomic Analyses in a Pair of Monozygotic Twins Discordant for Cryptorchidism. Twin
Research and Human Genetics, 2017, 20, 349-354. 0.3 8

10037 Toxicogenomics of iron oxide nanoparticles in the nematode <i>C. elegans</i>. Nanotoxicology, 2017,
11, 647-657. 1.6 40

10038 Early life stress confers lifelong stress susceptibility in mice via ventral tegmental area OTX2. Science,
2017, 356, 1185-1188. 6.0 285

10039 Relatively frequent switching of transcription start sites during cerebellar development. BMC
Genomics, 2017, 18, 461. 1.2 27



555

Citation Report

# Article IF Citations

10040 The histone 3 lysine 4 methyltransferase Setd1b is a maternal effect gene required for the oogenic
gene expression program. Development (Cambridge), 2017, 144, 2606-2617. 1.2 44

10041 Deficiency of TYROBP, an adapter protein for TREM2 and CR3 receptors, is neuroprotective in a mouse
model of early Alzheimerâ€™s pathology. Acta Neuropathologica, 2017, 134, 769-788. 3.9 85

10042 A hormonal cue promotes timely follicle cell migration by modulating transcription profiles.
Mechanisms of Development, 2017, 148, 56-68. 1.7 19

10043 BRUTUS and its paralogs, BTS LIKE1 and BTS LIKE2, encode important negative regulators of the iron
deficiency response in Arabidopsis thaliana. Metallomics, 2017, 9, 876-890. 1.0 136

10044 Multi-omics Integrative Investigation of Fatty Acid Metabolism in Obese and Lean Subcutaneous Tissue.
OMICS A Journal of Integrative Biology, 2017, 21, 371-379. 1.0 10

10045
Targeted unlabeled multiple reaction monitoring analysis of cell markers for the study of sample
heterogeneity in isolated rat brain cortical microvessels. Journal of Neurochemistry, 2017, 142,
597-609.

2.1 14

10046
Experimental and Human Evidence for Lipocalinâ€•2 (Neutrophil Gelatinaseâ€•Associated Lipocalin [NGAL]) in
the Development of Cardiac Hypertrophy and Heart Failure. Journal of the American Heart Association,
2017, 6, .

1.6 59

10047
Semen modulated secretory activity of oviductal epithelial cells is linked to cellular proteostasis
network remodeling: Proteomic insights into the early phase of interaction in the oviduct in vivo.
Journal of Proteomics, 2017, 163, 14-27.

1.2 5

10048 Parental obesity leads to metabolic changes in the F2 generation in Drosophila. Molecular
Metabolism, 2017, 6, 631-639. 3.0 18

10049 Identification and evaluation of lncRNA and mRNA integrative modules in human peripheral blood
mononuclear cells. Epigenomics, 2017, 9, 943-954. 1.0 11

10050
Antagonistic regulation of the second mitotic wave by Eyes absent-Sine oculis and Combgap
coordinates proliferation and specification in the Drosophila retina. Development (Cambridge), 2017,
144, 2640-2651.

1.2 3

10051 Sin3a regulates epithelial progenitor cell fate during lung development. Development (Cambridge),
2017, 144, 2618-2628. 1.2 29

10052 Quantitative proteome analysis of plasma microparticles for the characterization of HCVâ€•induced
hepatic cirrhosis and hepatocellular carcinoma. Proteomics - Clinical Applications, 2017, 11, 1700014. 0.8 16

10053 Splice variants as novel targets in pancreatic ductal adenocarcinoma. Scientific Reports, 2017, 7, 2980. 1.6 34

10054 TGF-beta/atRA-induced Tregs express a selected set of microRNAs involved in the repression of
transcripts related to Th17 differentiation. Scientific Reports, 2017, 7, 3627. 1.6 32

10055 Exosomal microRNAs in giant panda (Ailuropoda melanoleuca) breast milk: potential maternal
regulators for the development of newborn cubs. Scientific Reports, 2017, 7, 3507. 1.6 86

10056 miR-200c-driven Mesenchymal-To-Epithelial Transition is a Therapeutic Target in Uterine
Carcinosarcomas. Scientific Reports, 2017, 7, 3614. 1.6 22

10057 Comparative transcriptomic and proteomic analyses provide insights into the key genes involved in
high-altitude adaptation in the Tibetan pig. Scientific Reports, 2017, 7, 3654. 1.6 38



556

Citation Report

# Article IF Citations

10058
Proteomic characterization of EL4 lymphomaâ€•derived tumors upon chemotherapy treatment reveals
potential roles for lysosomes and caspaseâ€•6 during tumor cell death in vivo. Proteomics, 2017, 17,
1700060.

1.3 16

10059 A Temporal Proteomic Map of Epstein-Barr Virus Lytic Replication in B Cells. Cell Reports, 2017, 19,
1479-1493. 2.9 83

10060 BET bromodomain inhibition suppresses innate inflammatory and profibrotic transcriptional
networks in heart failure. Science Translational Medicine, 2017, 9, . 5.8 203

10061 In silico pathway analysis and tissue specific cis-eQTL for colorectal cancer GWAS risk variants. BMC
Genomics, 2017, 18, 381. 1.2 20

10062 Modeling Genomic Instability and Selection Pressure in a Mouse Model of Melanoma. Cell Reports,
2017, 19, 1304-1312. 2.9 14

10063 BASP1 interacts with oestrogen receptor Î± and modifies the tamoxifen response. Cell Death and
Disease, 2017, 8, e2771-e2771. 2.7 26

10064 Zinc is a potent and specific inhibitor of IFN-Î»3 signalling. Nature Communications, 2017, 8, 15245. 5.8 47

10065 Differing intrinsic biological properties between forebrain and spinal oligodendroglial lineage cells.
Journal of Neurochemistry, 2017, 142, 378-391. 2.1 12

10066 Identification of potential crucial genes associated with earlyâ€•onset preâ€•eclampsia via a microarray
analysis. Journal of Obstetrics and Gynaecology Research, 2017, 43, 812-819. 0.6 8

10067 Blocking promiscuous activation at cryptic promoters directs cell typeâ€“specific gene expression.
Science, 2017, 356, 717-721. 6.0 30

10068 Serological Epithelial Component Proteins Identify Intestinal Complications in Crohn's Disease.
Molecular and Cellular Proteomics, 2017, 16, 1244-1257. 2.5 13

10069 Comparative membrane proteomics analyses of breast cancer cell lines to understand the molecular
mechanism of breast cancer brain metastasis. Electrophoresis, 2017, 38, 2124-2134. 1.3 21

10070 An Immune-Related Six-lncRNA Signature to Improve Prognosis Prediction of Glioblastoma
Multiforme. Molecular Neurobiology, 2018, 55, 3684-3697. 1.9 221

10071 MicroRNA-driven deregulation of cytokine expression helps development of drug resistance in
metastatic melanoma. Cytokine and Growth Factor Reviews, 2017, 36, 39-48. 3.2 26

10072 Systematic identification of differential gene network to elucidate Alzheimer's disease. Expert Systems
With Applications, 2017, 85, 249-260. 4.4 9

10073 Expression Profiling of mRNAs and Long Non-Coding RNAs in Aged Mouse Olfactory Bulb. Scientific
Reports, 2017, 7, 2079. 1.6 12

10074 Induction of senescence in primary glioblastoma cells by serum and TGFÎ². Scientific Reports, 2017, 7,
2156. 1.6 17

10075 Belatacept-Resistant Rejection Is Associated With CD28+ Memory CD8 T Cells. American Journal of
Transplantation, 2017, 17, 2285-2299. 2.6 49



557

Citation Report

# Article IF Citations

10076 Reading <scp>LINE</scp>s within the cocaine addicted brain. Brain and Behavior, 2017, 7, e00678. 1.0 11

10077 Identifying key nodes in multilayer networks based on tensor decomposition. Chaos, 2017, 27, 063108. 1.0 42

10078 Inhibition of the Cardiac Fibroblastâ€“Enriched lncRNA <i>Meg3</i> Prevents Cardiac Fibrosis and
Diastolic Dysfunction. Circulation Research, 2017, 121, 575-583. 2.0 281

10079 Gene Expression Differences between Ductal Carcinoma in Situ with and without Progression to
Invasive Breast Cancer. American Journal of Pathology, 2017, 187, 1648-1655. 1.9 23

10080 Cholinergic neuron gene expression differences captured by translational profiling in a mouse model
of Alzheimer's disease. Neurobiology of Aging, 2017, 57, 104-119. 1.5 24

10081 Cross-species gene modules emerge from a systems biology approach to osteoarthritis. Npj Systems
Biology and Applications, 2017, 3, 13. 1.4 29

10082 Transcriptome analyses of taste organoids reveal multiple pathways involved in taste cell generation.
Scientific Reports, 2017, 7, 4004. 1.6 40

10083 Gene co-expression network analysis for identifying modules and functionally enriched pathways in
SCA2. Human Molecular Genetics, 2017, 26, 3069-3080. 1.4 40

10084
Novel mouse models of oculopharyngeal muscular dystrophy (OPMD) reveal early onset
mitochondrial defects and suggest loss of PABPN1 may contribute to pathology. Human Molecular
Genetics, 2017, 26, 3235-3252.

1.4 42

10085 Genetics of alcohol consumption in <i>Drosophila melanogaster</i>. Genes, Brain and Behavior, 2017,
16, 675-685. 1.1 17

10086 Do changes in gene expression contribute to sexual isolation and reinforcement in the house mouse?.
Molecular Ecology, 2017, 26, 5189-5202. 2.0 18

10087 The overexpression and prognostic role of DCAF13 in hepatocellular carcinoma. Tumor Biology, 2017,
39, 101042831770575. 0.8 31

10088 Rapid Evolution of Ovarian-Biased Genes in the Yellow Fever Mosquito (<i>Aedes aegypti</i>). Genetics,
2017, 206, 2119-2137. 1.2 22

10089 Differences in molecular regulation between osteochondroma and bizarre parosteal
osteochondromatous proliferation. Molecular Medicine Reports, 2017, 16, 801-805. 1.1 2

10090 Enterochromaffin Cells Are Gut Chemosensors that Couple to Sensory Neural Pathways. Cell, 2017,
170, 185-198.e16. 13.5 568

10091
Hepatic transcriptomic profiles from barramundi, Lates calcarifer, as a means of assessing organism
health and identifying stressors in rivers in northern Queensland. Marine Environmental Research,
2017, 129, 166-179.

1.1 10

10092 mTORC2 Regulates Amino Acid Metabolism in Cancer by Phosphorylation of the Cystine-Glutamate
Antiporter xCT. Molecular Cell, 2017, 67, 128-138.e7. 4.5 147

10093 SMYD3 Promotes Homologous Recombination via Regulation of H3K4-mediated Gene Expression.
Scientific Reports, 2017, 7, 3842. 1.6 23



558

Citation Report

# Article IF Citations

10094 Aberrant plasticity of peripheral sensory axons in a painful neuropathy. Scientific Reports, 2017, 7,
3407. 1.6 47

10095 Functional dissection of human targets for KSHV-encoded miRNAs using network analysis. Scientific
Reports, 2017, 7, 3159. 1.6 4

10096 The transcriptome of the endometrium and placenta is associated with pregnancy development but
not lactation status in dairy cowsâ€ ,â€¡. Biology of Reproduction, 2017, 97, 18-31. 1.2 10

10097 GRIK3: A novel oncogenic protein related to tumor TNM stage, lymph node metastasis, and poor
prognosis of GC. Tumor Biology, 2017, 39, 101042831770436. 0.8 13

10098 Amplification and quantification of coldâ€•associated microRNAs in the Colorado potato beetle
(<i>Leptinotarsa decemlineata</i>) agricultural pest. Insect Molecular Biology, 2017, 26, 574-583. 1.0 18

10099 Multi-omics analysis provides insight to the Ignicoccus hospitalis-Nanoarchaeum equitans
association. Biochimica Et Biophysica Acta - General Subjects, 2017, 1861, 2218-2227. 1.1 6

10100 Recognition memory-induced gene expression in the perirhinal cortex: A transcriptomic analysis.
Behavioural Brain Research, 2017, 328, 1-12. 1.2 7

10101 IL15RA is required for osteoblast function and bone mineralization. Bone, 2017, 103, 20-30. 1.4 37

10102 Transcriptional signatures of parasitization and markers of colony decline in Varroa-infested honey
bees (Apis mellifera). Insect Biochemistry and Molecular Biology, 2017, 87, 1-13. 1.2 35

10103 Bootstrapping integrative hypothesis test for identifying biomarkers that differentiates lung cancer
and chronic obstructive pulmonary disease. Neurocomputing, 2017, 269, 40-46. 3.5 1

10104 THAP1: Role in Mouse Embryonic Stem Cell Survival and Differentiation. Stem Cell Reports, 2017, 9,
92-107. 2.3 27

10105 Positive diversifying selection is a pervasive adaptive force throughout the Drosophila radiation.
Molecular Phylogenetics and Evolution, 2017, 112, 230-243. 1.2 26

10106 Sequential EMT-MET induces neuronal conversion through Sox2. Cell Discovery, 2017, 3, 17017. 3.1 19

10107 Loss of Asxl2 leads to myeloid malignancies in mice. Nature Communications, 2017, 8, 15456. 5.8 23

10108 Sox5 regulates beta-cell phenotype and is reduced in type 2 diabetes. Nature Communications, 2017, 8,
15652. 5.8 33

10109 Analysis of LINE-1 Elements in DNA from Postmortem Brains of Individuals with Schizophrenia.
Neuropsychopharmacology, 2017, 42, 2602-2611. 2.8 60

10110
Transposon mutagenesis identifies chromatin modifiers cooperating with <i>Ras</i> in thyroid
tumorigenesis and detects <i>ATXN7</i> as a cancer gene. Proceedings of the National Academy of
Sciences of the United States of America, 2017, 114, E4951-E4960.

3.3 17

10111 Bioinformatic analysis of bacteria and host cell dual RNA-sequencing experiments. Briefings in
Bioinformatics, 2018, 19, 1115-1129. 3.2 16



559

Citation Report

# Article IF Citations

10112 Widespread Down-Regulation of Cardiac Mitochondrial and Sarcomeric Genes in Patients With
Sepsis*. Critical Care Medicine, 2017, 45, 407-414. 0.4 76

10113 Value of Osteoblast-Derived Exosomes in Bone Diseases. Journal of Craniofacial Surgery, 2017, 28,
866-870. 0.3 14

10114 Cochlear Transcriptome Following Acoustic Trauma and Dexamethasone Administration Identified by
a Combination of RNA-seq and DNA Microarray. Otology and Neurotology, 2017, 38, 1032-1042. 0.7 12

10115 Biphasic Metabolism and Host Interaction of a Chlamydial Symbiont. MSystems, 2017, 2, . 1.7 32

10116 Genome-Wide Temporal Expression Profiling in <i>Caenorhabditis elegans</i> Identifies a Core Gene
Set Related to Long-Term Memory. Journal of Neuroscience, 2017, 37, 6661-6672. 1.7 23

10117 Epistatic Networks Jointly Influence Phenotypes Related to Metabolic Disease and Gene Expression in
Diversity Outbred Mice. Genetics, 2017, 206, 621-639. 1.2 50

10118 Hydrogel Environment Supports Cell Culture Expansion of a Grade IV Astrocytoma. Neurochemical
Research, 2017, 42, 2610-2624. 1.6 5

10119 A Cell-Autonomous Mammalian 12Â hr Clock Coordinates Metabolic and Stress Rhythms. Cell
Metabolism, 2017, 25, 1305-1319.e9. 7.2 119

10120 A novel approach to select differential pathways associated with hypertrophic cardiomyopathy based
on gene co-expression analysis. Molecular Medicine Reports, 2017, 16, 773-777. 1.1 7

10121 Genome-wide profiling of DNA 5-hydroxymethylcytosine during rat Sertoli cell maturation. Cell
Discovery, 2017, 3, 17013. 3.1 8

10122 Concerted regulation of retinal pigment epithelium basement membrane and barrier function by
angiocrine factors. Nature Communications, 2017, 8, 15374. 5.8 64

10123 MicroRNAs 146a/b-5 and 425-3p and 24-3p are markers of antidepressant response and regulate
MAPK/Wnt-system genes. Nature Communications, 2017, 8, 15497. 5.8 144

10124 BACH2 immunodeficiency illustrates an association between super-enhancers and haploinsufficiency.
Nature Immunology, 2017, 18, 813-823. 7.0 113

10125
RNA editing of <i>SLC22A3</i> drives early tumor invasion and metastasis in familial esophageal
cancer. Proceedings of the National Academy of Sciences of the United States of America, 2017, 114,
E4631-E4640.

3.3 78

10126 PACAP Promotes Matrix-Driven Adhesion of Cultured Adult Murine Neural Progenitors. ASN Neuro,
2017, 9, 175909141770872. 1.5 4

10128 Repeated divergent selection on pigmentation genes in a rapid finch radiation. Science Advances, 2017,
3, e1602404. 4.7 148

10129
A Map of the Arenavirus Nucleoprotein-Host Protein Interactome Reveals that JunÃn Virus Selectively
Impairs the Antiviral Activity of Double-Stranded RNA-Activated Protein Kinase (PKR). Journal of
Virology, 2017, 91, .

1.5 40

10130 Dynamic regulation of VEGF-inducible genes by an ERK-ERG-p300 transcriptional network. Development
(Cambridge), 2017, 144, 2428-2444. 1.2 68



560

Citation Report

# Article IF Citations

10131 Chemical Modulation of Protein O-GlcNAcylation <i>via</i> OGT Inhibition Promotes Human Neural
Cell Differentiation. ACS Chemical Biology, 2017, 12, 2030-2039. 1.6 53

10132 The Immunosuppressant Mycophenolic Acid Alters Nucleotide and Lipid Metabolism in an Intestinal
Cell Model. Scientific Reports, 2017, 7, 45088. 1.6 19

10133 Electroconvulsive therapy modulates plasma pigment epithelium-derived factor in depression: a
proteomics study. Translational Psychiatry, 2017, 7, e1073-e1073. 2.4 16

10134 Identification of karyopherins involved in the nuclear import of RNA exosome subunit Rrp6 in
Saccharomyces cerevisiae. Journal of Biological Chemistry, 2017, 292, 12267-12284. 1.6 6

10135
Quantitative Phospho-proteomic Analysis of TNFÎ±/NFÎºB Signaling Reveals a Role for RIPK1
Phosphorylation in Suppressing Necrotic Cell Death. Molecular and Cellular Proteomics, 2017, 16,
1200-1216.

2.5 18

10136 Role of GATA transcription factor ELT-2 and p38 MAPK PMK-1 in recovery from acute <i>P.
aeruginosa</i> infection in <i>C. elegans</i>. Virulence, 2017, 8, 261-274. 1.8 29

10137 Integrative analyses reveal biological pathways and key genes in psoriasis. British Journal of
Dermatology, 2017, 177, 1349-1357. 1.4 30

10138 A map of the phosphoproteomic alterations that occur after a bout of maximalâ€•intensity contractions.
Journal of Physiology, 2017, 595, 5209-5226. 1.3 70

10139 Biochemical isolation of myonuclei employed to define changes to the myonuclear proteome that
occur with aging. Aging Cell, 2017, 16, 738-749. 3.0 28

10140 Sequence-based analysis of protein degradation rates. Proteins: Structure, Function and
Bioinformatics, 2017, 85, 1593-1601. 1.5 14

10141 Transcriptomic and microRNAomic profiling reveals multi-faceted mechanisms to cope with phosphate
stress in a dinoflagellate. ISME Journal, 2017, 11, 2209-2218. 4.4 88

10142 Genomic analysis of oesophageal squamous-cell carcinoma identifies alcohol drinking-related
mutation signature and genomic alterations. Nature Communications, 2017, 8, 15290. 5.8 195

10143 The aurora kinase inhibitor AMG 900 increases apoptosis and induces chemosensitivity to anticancer
drugs in the NCI-H295 adrenocortical carcinoma cell line. Anti-Cancer Drugs, 2017, 28, 634-644. 0.7 19

10144 Early transcriptome responses of the bovine midcycle corpus luteum to prostaglandin F2Î± includes
cytokine signaling. Molecular and Cellular Endocrinology, 2017, 452, 93-109. 1.6 29

10145 Hormone-dependent control of developmental timing through regulation of chromatin accessibility.
Genes and Development, 2017, 31, 862-875. 2.7 90

10146 Identification of proteasomal catalytic subunit <i><scp>PSMA</scp>6</i> as a therapeutic target for
lung cancer. Cancer Science, 2017, 108, 732-743. 1.7 18

10147 Mass spectrometric detection combined with bioinformatic analysis identified possible protein
markers and key pathways associated with bladder cancer. Gene, 2017, 626, 407-413. 1.0 14

10148 cFOS-SOX9 Axis Reprograms Bone Marrow-Derived Mesenchymal Stem Cells into Chondroblastic
Osteosarcoma. Stem Cell Reports, 2017, 8, 1630-1644. 2.3 17



561

Citation Report

# Article IF Citations

10149 <i>In vitro</i> expansion of mouse primordial germ cellâ€•like cells recapitulates an epigenetic blank
slate. EMBO Journal, 2017, 36, 1888-1907. 3.5 92

10150 Temporal Transcriptomic and Proteomic Landscapes of Deteriorating Pancreatic Islets in Type 2
Diabetic Rats. Diabetes, 2017, 66, 2188-2200. 0.3 54

10151 Time-Resolved Proteomics Extends Ribosome Profiling-Based Measurements of Protein Synthesis
Dynamics. Cell Systems, 2017, 4, 636-644.e9. 2.9 62

10152 The Ser/Thr Protein Kinase Protein-Protein Interaction Map of M. tuberculosis*. Molecular and
Cellular Proteomics, 2017, 16, 1491-1506. 2.5 39

10153 Major hnRNP proteins act as general TDP-43 functional modifiers both in Drosophila and human
neuronal cells. Nucleic Acids Research, 2017, 45, 8026-8045. 6.5 62

10154 Preclinical Efficacy and Molecular Mechanism of Targeting CDK7-Dependent Transcriptional Addiction
in Ovarian Cancer. Molecular Cancer Therapeutics, 2017, 16, 1739-1750. 1.9 58

10155 Comparison of gene expression response to neutron and x-ray irradiation using mouse blood. BMC
Genomics, 2017, 18, 2. 1.2 57

10156 Identification of key genes and pathways for peri-implantitis through the analysis of gene expression
data. Experimental and Therapeutic Medicine, 2017, 13, 1832-1840. 0.8 14

10157 Identification of differentially-expressed genes between early-stage adenocarcinoma and squamous
cell carcinoma lung cancer using meta-analysis methods. Oncology Letters, 2017, 13, 3314-3322. 0.8 12

10158 Machine Learning Techniques in Exploring MicroRNA Gene Discovery, Targets, and Functions. Methods
in Molecular Biology, 2017, 1617, 211-224. 0.4 4

10159 Estrogen Receptor-Î² Modulation of the ERÎ±-p53 Loop Regulating Gene Expression, Proliferation, and
Apoptosis in Breast Cancer. Hormones and Cancer, 2017, 8, 230-242. 4.9 39

10160 miR-564 is downregulated in gastric carcinoma and targets E2F3. Oncology Letters, 2017, 13, 4155-4160. 0.8 16

10161 Persistent coxsackievirus B4 infection induces microRNA dysregulation in human pancreatic cells.
Cellular and Molecular Life Sciences, 2017, 74, 3851-3861. 2.4 25

10162 Deep sequencing reveals a global reprogramming of lncRNA transcriptome during EMT. Biochimica Et
Biophysica Acta - Molecular Cell Research, 2017, 1864, 1703-1713. 1.9 18

10163 Proteome dynamics during postnatal mouse corpus callosum development. Scientific Reports, 2017, 7,
45359. 1.6 5

10164 Polymer-coated cardiopulmonary bypass circuit attenuates upregulation of both proteases/protease
inhibitors and platelet degranulation in pigs. Perfusion (United Kingdom), 2017, 32, 645-655. 0.5 6

10165 Uniform neural tissue models produced on synthetic hydrogels using standard culture techniques.
Experimental Biology and Medicine, 2017, 242, 1679-1689. 1.1 31

10166 RNA processing as an alternative route to attack glioblastoma. Human Genetics, 2017, 136, 1129-1141. 1.8 42



562

Citation Report

# Article IF Citations

10167 A Systems Biology Approach Identifies FUT8 as a Driver of Melanoma Metastasis. Cancer Cell, 2017, 31,
804-819.e7. 7.7 233

10168 Identification of the Consistently Altered Metabolic Targets in Human Hepatocellular Carcinoma.
Cellular and Molecular Gastroenterology and Hepatology, 2017, 4, 303-323.e1. 2.3 103

10169 A sketch of known and novel MYCN-associated miRNA networks in neuroblastoma. Oncology Reports,
2017, 38, 3-20. 1.2 24

10170 Whole-exome sequencing reveals critical genes underlying metastasis in oesophageal squamous cell
carcinoma. Journal of Pathology, 2017, 242, 500-510. 2.1 63

10171 H3K36 Methylation Regulates Nutrient Stress Response in Saccharomyces cerevisiae by Enforcing
Transcriptional Fidelity. Cell Reports, 2017, 19, 2371-2382. 2.9 54

10172 Molecular Elucidation of Biological Response to Mesoporous Silica Nanoparticles in Vitro and in
Vivo. ACS Applied Materials &amp; Interfaces, 2017, 9, 22235-22251. 4.0 82

10173
Specific targeting of TGF-Î² family ligands demonstrates distinct roles in the regulation of muscle mass
in health and disease. Proceedings of the National Academy of Sciences of the United States of
America, 2017, 114, E5266-E5275.

3.3 90

10174 Purifying and Positive Selection Influence Patterns of Gene Loss and Gene Expression in the Evolution
of a Plant Sex Chromosome System. Molecular Biology and Evolution, 2017, 34, 1140-1154. 3.5 50

10175 Crossâ€•sectional relations of wholeâ€•blood mi<scp>RNA</scp> expression levels and hand grip strength
in a community sample. Aging Cell, 2017, 16, 888-894. 3.0 13

10176 Prediction of marker genes associated with hypertension by bioinformatics analyses. International
Journal of Molecular Medicine, 2017, 40, 137-145. 1.8 5

10177 Significantly mutated genes and regulatory pathways in SCLCâ€”a meta-analysis. Cancer Genetics, 2017,
216-217, 20-28. 0.2 14

10178 Multilineage communication regulates human liver bud development from pluripotency. Nature, 2017,
546, 533-538. 13.7 458

10179 Quantitative Temporal Viromics of an Inducible HIV-1 Model Yields Insight to Global Host Targets and
Phospho-Dynamics Associated with Protein Vpr. Molecular and Cellular Proteomics, 2017, 16, 1447-1461. 2.5 60

10180 Bioinformatics analysis of gene expression alterations in microRNA-122 knockout mice with
hepatocellular carcinoma. Molecular Medicine Reports, 2017, 15, 3681-3689. 1.1 10

10181 Drugâ€“target interaction prediction by integrating multiview network data. Computational Biology
and Chemistry, 2017, 69, 185-193. 1.1 28

10182 Identification of microRNA biomarkers in the blood of breast cancer patients based on microRNA
profiling. Gene, 2017, 619, 10-20. 1.0 80

10183 FTY720 (fingolimod) regulates key target genes essential for inflammation in microglial cells as
defined by high-resolution mRNA sequencing. Neuropharmacology, 2017, 119, 1-14. 2.0 24

10184 Systems biology of facial development: contributions of ectoderm and mesenchyme. Developmental
Biology, 2017, 426, 97-114. 0.9 49



563

Citation Report

# Article IF Citations

10185
Serotonin Transporter Associated Protein Complexes Are Enriched in Synaptic Vesicle Proteins and
Proteins Involved in Energy Metabolism and Ion Homeostasis. ACS Chemical Neuroscience, 2017, 8,
1101-1116.

1.7 15

10186 Nonreciprocal homeostatic compensation in <i>Drosophila</i> potassium channel mutants. Journal
of Neurophysiology, 2017, 117, 2125-2136. 0.9 16

10187 MicroRNA-141 enhances anoikis resistance in metastatic progression of ovarian cancer through
targeting KLF12/Sp1/survivin axis. Molecular Cancer, 2017, 16, 11. 7.9 101

10188 Unphosphorylated STAT1 represses apoptosis in macrophages during Mycobacterium tuberculosis
infection. Journal of Cell Science, 2017, 130, 1740-1751. 1.2 19

10189 Estimating the selective effects of heterozygous protein-truncating variants from human exome data.
Nature Genetics, 2017, 49, 806-810. 9.4 157

10190 Novel transcriptome assembly and comparative toxicity pathway analysis in mahi-mahi (Coryphaena) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 542 Td (hippurus) embryos and larvae exposed to Deepwater Horizon oil. Scientific Reports, 2017, 7, 44546.1.6 31

10191 Systems approach to characterize the metabolism of liver cancer stem cells expressing CD133.
Scientific Reports, 2017, 7, 45557. 1.6 31

10192
Downregulation of genes related to immune and inflammatory response in IVF implantation failure
cases under controlled ovarian stimulation. American Journal of Reproductive Immunology, 2017, 78,
e12679.

1.2 34

10193 Sex difference in mouse hypothalamic transcriptome profile in stress-induced depression model.
Biochemical and Biophysical Research Communications, 2017, 486, 1122-1128. 1.0 27

10194 An Orchestrated Intron Retention Program in Meiosis Controls Timely Usage of Transcripts during
Germ Cell Differentiation. Developmental Cell, 2017, 41, 82-93.e4. 3.1 145

10195 RefBool: a reference-based algorithm for discretizing gene expression data. Bioinformatics, 2017, 33,
1953-1962. 1.8 7

10196 Downstream targets of GWAS-detected genes for breast, lung, and prostate and colon cancer
converge to G1/S transition pathway. Human Molecular Genetics, 2017, 26, 1465-1471. 1.4 4

10197 Germline TP53 mutations result into a constitutive defect of p53 DNA binding and transcriptional
response to DNA damage. Human Molecular Genetics, 2017, 26, 2591-2602. 1.4 29

10198 Sodium butyrate rescues dopaminergic cells from alpha-synuclein-induced transcriptional
deregulation and DNA damage. Human Molecular Genetics, 2017, 26, 2231-2246. 1.4 121

10199 Association of Mutations in Toll-like Receptor 2 Signaling Genes With Fulminant Form of Hepatitis
Bâ€“Related Acute Liver Failure. Journal of Infectious Diseases, 2017, 215, 1221-1230. 1.9 4

10200 Translatome analysis of an NB-LRR immune response identifies important contributors to plant
immunity in Arabidopsis. Journal of Experimental Botany, 2017, 68, 2333-2344. 2.4 88

10201 New inhibitor targeting human transcription factor HSF1: effects on the heat shock response and
tumor cell survival. Nucleic Acids Research, 2017, 45, 5797-5817. 6.5 54

10202
The haploinsufficient tumor suppressor, CUX1, acts as an analog transcriptional regulator that
controls target genes through distal enhancers that loop to target promoters. Nucleic Acids
Research, 2017, 45, 6350-6361.

6.5 21



564

Citation Report

# Article IF Citations

10203
The nuclear factor (erythroidâ€•derived 2)â€•like 2 (<scp>NRF</scp>2) antioxidant response promotes
melanocyte viability and reduces toxicity of the vitiligoâ€•inducing phenol monobenzone. Experimental
Dermatology, 2017, 26, 637-644.

1.4 21

10204 Proteomics and integrative omic approaches for understanding hostâ€“pathogen interactions and
infectious diseases. Molecular Systems Biology, 2017, 13, 922. 3.2 164

10205 Lipopolysaccharide-Elicited TSLPR Expression Enriches a Functionally Discrete Subset of Human CD14+
CD1c+ Monocytes. Journal of Immunology, 2017, 198, 3426-3435. 0.4 26

10206 Derivation of Pluripotent Stem Cells with InÂ Vivo Embryonic and Extraembryonic Potency. Cell, 2017,
169, 243-257.e25. 13.5 382

10207 Chemical-agnostic hazard prediction: Statistical inference of in vitro toxicity pathways from
proteomics responses to chemical mixtures. Computational Toxicology, 2017, 2, 39-44. 1.8 0

10208 In the shadow: The emerging role of long non-coding RNAs in the immune response of Atlantic salmon.
Developmental and Comparative Immunology, 2017, 73, 193-205. 1.0 49

10209
Systematic expression profiling analysis mines dys-regulated modules in active tuberculosis based on
re-weighted protein-protein interaction network and attract algorithm. Microbial Pathogenesis, 2017,
107, 48-53.

1.3 2

10210 Signaling pathway for phagocyte priming upon encounter with apoptotic cells. Journal of Biological
Chemistry, 2017, 292, 8059-8072. 1.6 21

10211 Cutaneous applied nano-ZnO reduce the ability of hair follicle stem cells to differentiate.
Nanotoxicology, 2017, 11, 465-474. 1.6 41

10212 Bacterial virulence phenotypes of <i>Escherichia coli</i> and host susceptibility determine risk for
urinary tract infections. Science Translational Medicine, 2017, 9, . 5.8 139

10213 Transcriptome analysis of pancreatic cells across distant species highlights novel important
regulator genes. BMC Biology, 2017, 15, 21. 1.7 41

10214 Identification of key genes and pathways associated with spinal cord injury. Molecular Medicine
Reports, 2017, 15, 1577-1584. 1.1 11

10215 Translation of CircRNAs. Molecular Cell, 2017, 66, 9-21.e7. 4.5 1,431

10216 Disruptions in asymmetric centrosome inheritance and WDR62-Aurora kinase B interactions in primary
microcephaly. Scientific Reports, 2017, 7, 43708. 1.6 37

10217 Reduced DNA methylation and psychopathology following endogenous hypercortisolism â€“ a
genome-wide study. Scientific Reports, 2017, 7, 44445. 1.6 33

10218 Tricyclic Antidepressants Promote Ceramide Accumulation to Regulate Collagen Production in Human
Hepatic Stellate Cells. Scientific Reports, 2017, 7, 44867. 1.6 22

10219 Behavioral, transcriptomic and epigenetic responses to social challenge in honey bees. Genes, Brain
and Behavior, 2017, 16, 579-591. 1.1 57

10220 CRISPR/Cas9-mediated heterozygous knockout of the autism gene CHD8 and characterization of its
transcriptional networks in cerebral organoids derived from iPS cells. Molecular Autism, 2017, 8, 11. 2.6 214



565

Citation Report

# Article IF Citations

10221 Identification of T cell target antigens in glioblastoma stem-like cells using an integrated
proteomics-based approach in patient specimens. Acta Neuropathologica, 2017, 134, 297-316. 3.9 23

10222 Identification of Three Early Phases of Cell-Fate Determination during Osteogenic and Adipogenic
Differentiation by Transcription Factor Dynamics. Stem Cell Reports, 2017, 8, 947-960. 2.3 66

10223 Metabolic and molecular insights into an essential role of nicotinamide phosphoribosyltransferase.
Cell Death and Disease, 2017, 8, e2705-e2705. 2.7 54

10224 Elevated miR-130a/miR130b/miR-152 expression reduces intracellular ATP levels in the pancreatic beta
cell. Scientific Reports, 2017, 7, 44986. 1.6 64

10225 Selective modes determine evolutionary rates, gene compactness and expression patterns in
<i>Brassica</i>. Plant Journal, 2017, 91, 34-44. 2.8 57

10226 Overexpression of Hsaâ€•miRâ€•320 Is Associated With Invasion and Metastasis of Ovarian Cancer. Journal
of Cellular Biochemistry, 2017, 118, 3654-3661. 1.2 35

10227 In Silico Approaches Toward Combating Antibiotic Resistance. , 2017, , 577-593. 2

10228 Monitoring Cell-surface N-Glycoproteome Dynamics by Quantitative Proteomics Reveals Mechanistic
Insights into Macrophage Differentiation. Molecular and Cellular Proteomics, 2017, 16, 770-785. 2.5 41

10229 Transcriptomic insights into the genetic basis of mammalian limb diversity. BMC Evolutionary Biology,
2017, 17, 86. 3.2 19

10231 Drug repositioning based on triangularly balanced structure for tissue-specific diseases in
incomplete interactome. Artificial Intelligence in Medicine, 2017, 77, 53-63. 3.8 43

10232 Machine Learning of Global Phosphoproteomic Profiles Enables Discrimination of Direct versus
Indirect Kinase Substrates. Molecular and Cellular Proteomics, 2017, 16, 786-798. 2.5 32

10233 Quantitative proteomics by SWATH-MS reveals sophisticated metabolic reprogramming in
hepatocellular carcinoma tissues. Scientific Reports, 2017, 7, 45913. 1.6 61

10234 An interaction network of mental disorder proteins in neural stem cells. Translational Psychiatry,
2017, 7, e1082-e1082. 2.4 22

10235 Ovarian Cancer Differential Interactome and Network Entropy Analysis Reveal New Candidate
Biomarkers. OMICS A Journal of Integrative Biology, 2017, 21, 285-294. 1.0 15

10236 <i>Fuento</i>: functional enrichment for bioinformatics. Bioinformatics, 2017, 33, 2604-2606. 1.8 8

10237 Comparison of global gene expression profiles of microdissected human foetal Leydig cells with their
normal and hyperplastic adult equivalents. Molecular Human Reproduction, 2017, 23, 339-354. 1.3 14

10238 Modeling complex patterns of differential DNA methylation that associate with gene expression
changes. Nucleic Acids Research, 2017, 45, 5100-5111. 6.5 46

10239 Exploring Chronic Drug Effects on Microengineered Human Liver Cultures Using Global Gene
Expression Profiling. Toxicological Sciences, 2017, 157, 387-398. 1.4 23



566

Citation Report

# Article IF Citations

10240 Potential Regulators Driving the Transition in Nonalcoholic Fatty Liver Disease: a Stage-Based View.
Cellular Physiology and Biochemistry, 2017, 41, 239-251. 1.1 16

10241 Glucocorticoid Receptor ChIP-Seq Identifies PLCD1 as a KLF15 Target that Represses Airway Smooth
Muscle Hypertrophy. American Journal of Respiratory Cell and Molecular Biology, 2017, 57, 226-237. 1.4 25

10242 Drug voyager: a computational platform for exploring unintended drug action. BMC Bioinformatics,
2017, 18, 131. 1.2 8

10243 Integrated RNA-seq and DNase-seq analyses identify phenotype-specific BMP4 signaling in breast cancer.
BMC Genomics, 2017, 18, 68. 1.2 21

10244 The functional genomic studies of curcumin. Seminars in Cancer Biology, 2017, 46, 107-118. 4.3 61

10245 Induced Pluripotent Stem Cell Differentiation Enables Functional Validation of GWAS Variants in
Metabolic Disease. Cell Stem Cell, 2017, 20, 547-557.e7. 5.2 129

10246 Genome-Wide Association Study of Post-Traumatic Stress Disorder in Two High-Risk Populations. Twin
Research and Human Genetics, 2017, 20, 197-207. 0.3 15

10247 Epigenome mapping highlights chromatin-mediated gene regulation in the protozoan parasite
Trichomonas vaginalis. Scientific Reports, 2017, 7, 45365. 1.6 15

10248 Genome-wide RNA-seq of iPSC-derived motor neurons indicates selective cytoskeletal perturbation in
Brownâ€“Vialetto disease that is partially rescued by riboflavin. Scientific Reports, 2017, 7, 46271. 1.6 22

10249 Highâ€•quality genome assembly of <i>Capsella bursaâ€•pastoris</i> reveals asymmetry of regulatory
elements at early stages ofÂ polyploid genome evolution. Plant Journal, 2017, 91, 278-291. 2.8 40

10250 Cecal MicroRNAome response to Salmonella enterica serovar Enteritidis infection in White Leghorn
Layer. BMC Genomics, 2017, 18, 77. 1.2 31

10251 Linkages between changes in the 3D organization of the genome and transcription during myotube
differentiation in vitro. Skeletal Muscle, 2017, 7, 5. 1.9 45

10252 Mapping the secretome of human chondrogenic progenitor cells with mass spectrometry. Annals of
Anatomy, 2017, 212, 4-10. 1.0 7

10253 MicroRNA-328 is involved in wound repair process in human bronchial epithelial cells. Respiratory
Physiology and Neurobiology, 2017, 242, 59-65. 0.7 6

10254 Comparison of microRNA expression profiles of Kashin-Beck disease, osteoarthritis and rheumatoid
arthritis. Scientific Reports, 2017, 7, 540. 1.6 16

10255 Messenger RNAs localized to distal projections of human stem cell derived neurons. Scientific
Reports, 2017, 7, 611. 1.6 43

10256 Exploring functions of long noncoding RNAs across multiple cancers through co-expression
network. Scientific Reports, 2017, 7, 754. 1.6 41

10257 Molecular classification of prostate adenocarcinoma by the integrated somatic mutation profiles and
molecular network. Scientific Reports, 2017, 7, 738. 1.6 12



567

Citation Report

# Article IF Citations

10258 Powerful differential expression analysis incorporating network topology for next-generation
sequencing data. Bioinformatics, 2017, 33, 1505-1513. 1.8 20

10259 The innate immune response in fetal lung mesenchymal cells targets VEGFR2 expression and activity.
American Journal of Physiology - Lung Cellular and Molecular Physiology, 2017, 312, L861-L872. 1.3 4

10260 Human and feline adipose-derived mesenchymal stem cells have comparable phenotype,
immunomodulatory functions, and transcriptome. Stem Cell Research and Therapy, 2017, 8, 69. 2.4 42

10261 A Genome-wide Analysis of Human Pluripotent Stem Cell-Derived Endothelial Cells in 2D or 3D
Culture. Stem Cell Reports, 2017, 8, 907-918. 2.3 41

10262 Proteomic analysis indicates that mitochondrial energy metabolism in skeletal muscle tissue is
negatively correlated with feed efficiency in pigs. Scientific Reports, 2017, 7, 45291. 1.6 41

10263
Correction of Hirschsprung-Associated Mutations in Human Induced Pluripotent Stem Cells Via
Clustered Regularly Interspaced Short Palindromic Repeats/Cas9, Restores NeuralÂ Crest Cell Function.
Gastroenterology, 2017, 153, 139-153.e8.

0.6 72

10264
Activation of Epithelial Signal Transducer and Activator of Transcription 1 by Interleukin 28 Controls
Mucosal Healing inÂ Mice With Colitis and Is Increased in Mucosa of Patients WithÂ Inflammatory Bowel
Disease. Gastroenterology, 2017, 153, 123-138.e8.

0.6 72

10265 Transcriptional responses to hyperplastic MRL signalling in <i>Drosophila</i>. Open Biology, 2017, 7,
160306. 1.5 3

10266 Highly potent host external immunity acts as a strong selective force enhancing rapid parasite
virulence evolution. Environmental Microbiology, 2017, 19, 2090-2100. 1.8 11

10267 GATA3 Abundance Is a Critical Determinant of T Cell Receptor Î² Allelic Exclusion. Molecular and
Cellular Biology, 2017, 37, . 1.1 4

10268 A transcriptome multi-tissue analysis identifies biological pathways and genes associated with
variations in feed efficiency of growing pigs. BMC Genomics, 2017, 18, 244. 1.2 113

10269 CHK2 is involved in the p53-independent radiosensitizing effects of valproic acid. Oncology Letters,
2017, 13, 2591-2598. 0.8 5

10270 Laying in silico pipelines for drug repositioning: a paradigm in ensemble analysis for
neurodegenerative diseases. Drug Discovery Today, 2017, 22, 805-813. 3.2 20

10271 Long noncoding RNA expression signature to predict platinum-based chemotherapeutic sensitivity of
ovarian cancer patients. Scientific Reports, 2017, 7, 18. 1.6 71

10272 Transcriptional regulatory dynamics drive coordinated metabolic and neural response to social
challenge in mice. Genome Research, 2017, 27, 959-972. 2.4 54

10273 Integrated analysis identifies microRNA-195 as a suppressor of Hippo-YAP pathway in colorectal cancer.
Journal of Hematology and Oncology, 2017, 10, 79. 6.9 136

10274
Deep Cap Analysis of Gene Expression (CAGE): Genome-Wide Identification of Promoters,
Quantification of Their Activity, and Transcriptional Network Inference. Methods in Molecular
Biology, 2017, 1543, 111-126.

0.4 4

10275
Molecular characterization of human osteoblast-derived extracellular vesicle mRNA using
next-generation sequencing. Biochimica Et Biophysica Acta - Molecular Cell Research, 2017, 1864,
1133-1141.

1.9 22



568

Citation Report

# Article IF Citations

10276 Investigation of simulated microgravity effects on Streptococcus mutans physiology and global gene
expression. Npj Microgravity, 2017, 3, 4. 1.9 30

10277 STAT3 and NF-ÎºB are Simultaneously Suppressed in Dendritic Cells in Lung Cancer. Scientific Reports,
2017, 7, 45395. 1.6 25

10278 Aging increases cell-to-cell transcriptional variability upon immune stimulation. Science, 2017, 355,
1433-1436. 6.0 265

10279 Cell division cycle 20 overexpression predicts poor prognosis for patients with lung
adenocarcinoma. Tumor Biology, 2017, 39, 101042831769223. 0.8 20

10280 Gene expression profiling in bladder cancer identifies potential therapeutic targets. International
Journal of Oncology, 2017, 50, 1147-1159. 1.4 17

10281 HIVed, a knowledgebase for differentially expressed human genes and proteins during HIV infection,
replication and latency. Scientific Reports, 2017, 7, 45509. 1.6 5

10282 miR-11 regulates pupal size of <i>Drosophila melanogaster</i> via directly targeting <i>Ras85D</i>.
American Journal of Physiology - Cell Physiology, 2017, 312, C71-C82. 2.1 4

10283 Integrated Stress Response Mediates Epithelial Injury in Mechanical Ventilation. American Journal of
Respiratory Cell and Molecular Biology, 2017, 57, 193-203. 1.4 37

10284 Sequence variation in <i> <scp>PPP</scp> 1R13L </i> results in a novel form of cardioâ€•cutaneous
syndrome. EMBO Molecular Medicine, 2017, 9, 319-336. 3.3 18

10285 Distinct Expression and Function of FcÎµRII in Human B Cells and Monocytes. Journal of Immunology,
2017, 198, 3033-3044. 0.4 4

10286 Microarray-predicted marker genes and molecular pathways indicating crowding stress in rainbow
trout (Oncorhynchus mykiss). Aquaculture, 2017, 473, 355-365. 1.7 35

10287 miR-181d/MALT1 regulatory axis attenuates mesenchymal phenotype through NF-ÎºB pathways in
glioblastoma. Cancer Letters, 2017, 396, 1-9. 3.2 50

10288 Gpr124 is essential for bloodâ€“brain barrier integrity in central nervous system disease. Nature
Medicine, 2017, 23, 450-460. 15.2 177

10289 Transcriptional landscape of the human cell cycle. Proceedings of the National Academy of Sciences
of the United States of America, 2017, 114, 3473-3478. 3.3 110

10290 <scp>TFE</scp> 3 regulates wholeâ€•body energy metabolism in cooperation with <scp>TFEB</scp>. EMBO
Molecular Medicine, 2017, 9, 605-621. 3.3 101

10291 Quantitative proteomic analysis of extracellular matrix extracted from mono- and dual-species
biofilms of Fusobacterium nucleatum and Porphyromonas gingivalis. Anaerobe, 2017, 44, 133-142. 1.0 21

10292 Long nonâ€•coding RNA NEAT1 is a transcriptional target of p53 and modulates p53â€•induced
transactivation and tumorâ€•suppressor function. International Journal of Cancer, 2017, 140, 2785-2791. 2.3 79

10293 Pathway cross-talk network analysis identifies critical pathways in neonatal sepsis. Computational
Biology and Chemistry, 2017, 68, 101-106. 1.1 5



569

Citation Report

# Article IF Citations

10294
Functional proteomic analysis of corticosteroid pharmacodynamics in rat liver: Relationship to
hepatic stress, signaling, energy regulation, and drug metabolism. Journal of Proteomics, 2017, 160,
84-105.

1.2 22

10295 Three-Dimensional Encapsulation of <i>Saccharomyces cerevisiae</i> in Silicate Matrices Creates
Distinct Metabolic States as Revealed by Gene Chip Analysis. ACS Nano, 2017, 11, 3560-3575. 7.3 17

10296 DND1 maintains germline stem cells via recruitment of the CCR4â€“NOT complex to target mRNAs.
Nature, 2017, 543, 568-572. 13.7 109

10297 Enlightening discriminative network functional modules behind Principal Component Analysis
separation in differential-omic science studies. Scientific Reports, 2017, 7, 43946. 1.6 45

10298 Network analysis reveals crosstalk between autophagy genes and disease genes. Scientific Reports,
2017, 7, 44391. 1.6 5

10299 The human endolymphatic sac expresses natriuretic peptides. Laryngoscope, 2017, 127, E201-E208. 1.1 15

10300 Identification and characterization of microRNAs in the muscle of Schizothorax prenanti. Fish
Physiology and Biochemistry, 2017, 43, 1055-1064. 0.9 3

10301 Modes of antibacterial action of curcumin under dark and light conditions: A toxicoproteomics
approach. Journal of Proteomics, 2017, 160, 8-20. 1.2 27

10302 Proteome-wide Mapping of Endogenous SUMOylation Sites in Mouse Testis. Molecular and Cellular
Proteomics, 2017, 16, 717-727. 2.5 15

10303
Importin Î²1 targeting by hepatitis C virus <scp>NS3</scp>/<scp>4A</scp> protein restricts
<scp>IRF3</scp> and <scp>NFâ€•ÎºB</scp> signaling of <scp>IFNB1</scp> antiviral response. Traffic, 2017, 18,
362-377.

1.3 24

10304 The prediction of a pathogenesis-related secretome of Puccinia helianthi through high-throughput
transcriptome analysis. BMC Bioinformatics, 2017, 18, 166. 1.2 39

10305 Blue light therapy improves circadian dysfunction as well as motor symptoms in two mouse models of
Huntington's disease. Neurobiology of Sleep and Circadian Rhythms, 2017, 2, 39-52. 1.4 35

10306 A miRNA signature for an environmental heterocyclic amine defined by a multi-organ carcinogenicity
bioassay in the rat. Archives of Toxicology, 2017, 91, 3415-3425. 1.9 10

10307 Identification and interaction analysis of key genes and microRNAs in hepatocellular carcinoma by
bioinformatics analysis. World Journal of Surgical Oncology, 2017, 15, 63. 0.8 41

10308 BCL11B-Mediated Epigenetic Repression Is a Crucial Target for Histone Deacetylase Inhibitors in
Cutaneous T-Cell Lymphoma. Journal of Investigative Dermatology, 2017, 137, 1523-1532. 0.3 16

10309 A single-copy Sleeping Beauty transposon mutagenesis screen identifies new PTEN-cooperating tumor
suppressor genes. Nature Genetics, 2017, 49, 730-741. 9.4 53

10310 Lentinula edodes Genome Survey and Postharvest Transcriptome Analysis. Applied and Environmental
Microbiology, 2017, 83, . 1.4 58

10311 Genome-wide expression profiling in muscle and subcutaneous fat of lambs in response to the intake
of concentrate supplemented with vitamin E. BMC Genomics, 2017, 18, 92. 1.2 23



570

Citation Report

# Article IF Citations

10312 A Search for Genes Mediating the Growth-Promoting Function of TGFÎ² in the <i>Drosophila
melanogaster</i> Wing Disc. Genetics, 2017, 206, 231-249. 1.2 19

10313 Identification of Hip BMD Loss and Fracture Risk Markers Through Population-Based Serum
Proteomics. Journal of Bone and Mineral Research, 2017, 32, 1559-1567. 3.1 30

10314 Transcriptome analysis of airborne PM 2.5 -induced detrimental effects on human keratinocytes.
Toxicology Letters, 2017, 273, 26-35. 0.4 36

10315 The histone demethylase KDM3A, and its downstream target MCAM, promote Ewing Sarcoma cell
migration and metastasis. Oncogene, 2017, 36, 4150-4160. 2.6 56

10316 Regulation of NF-ÎºB by PML and PML-RARÎ±. Scientific Reports, 2017, 7, 44539. 1.6 18

10317 Regulatory signatures of liver regeneration distilled by integrative analysis of mRNA, histone
methylation, and proteomics. Journal of Biological Chemistry, 2017, 292, 8019-8037. 1.6 16

10318
Extended Multiplexing of Tandem Mass Tags (TMT) Labeling Reveals Age and High Fat Diet Specific
Proteome Changes in Mouse Epididymal Adipose Tissue. Molecular and Cellular Proteomics, 2017, 16,
873-890.

2.5 240

10319 Mechanism for microbial population collapse in a fluctuating resource environment. Molecular
Systems Biology, 2017, 13, 919. 3.2 22

10320 Self-renewal and phenotypic conversion are the main physiological responses of macrophages to the
endogenous estrogen surge. Scientific Reports, 2017, 7, 44270. 1.6 58

10321
T Cells Encountering Myeloid Cells Programmed for Amino Acid-dependent Immunosuppression Use
Rictor/mTORC2 Protein for Proliferative Checkpoint Decisions. Journal of Biological Chemistry, 2017,
292, 15-30.

1.6 52

10322 Gata6 promotes hair follicle progenitor cell renewal by genome maintenance during proliferation.
EMBO Journal, 2017, 36, 61-78. 3.5 32

10323 Molecular mechanisms underlying the positive role of treadmill training in locomotor recovery
after spinal cord injury. Spinal Cord, 2017, 55, 441-446. 0.9 10

10324
Differential gene expression in the endometrium reveals cytoskeletal and immunological genes in
lactating dairy cows genetically divergent for fertility traits. Reproduction, Fertility and
Development, 2017, 29, 274.

0.1 55

10325 Proteomic profile of maternal-aged blastocoel fluid suggests a novel role for ubiquitin system in
blastocyst quality. Journal of Assisted Reproduction and Genetics, 2017, 34, 225-238. 1.2 17

10326 Screening of circulating microRNA biomarkers for prevalence of abdominal aortic aneurysm and
aneurysm growth. Atherosclerosis, 2017, 256, 82-88. 0.4 48

10327 Quantitative Proteomics Based on Optimized Data-Independent Acquisition in Plasma Analysis. Journal
of Proteome Research, 2017, 16, 665-676. 1.8 39

10328 Carbon nanotubes as carriers of Panax ginseng metabolites and enhancers of ginsenosides Rb1 and Rg1
anti-cancer activity. Nanotechnology, 2017, 28, 015101. 1.3 27

10329 Comparative and temporal transcriptome analysis of peste des petits ruminants virus infected goat
peripheral blood mononuclear cells. Virus Research, 2017, 229, 28-40. 1.1 38



571

Citation Report

# Article IF Citations

10330 Epigenetic effects of carbon nanotubes in human monocytic cells. Mutagenesis, 2017, 32, 181-191. 1.0 46

10331 Discovery of short linear motifâ€•mediated interactions through phage display of intrinsically
disordered regions of the human proteome. FEBS Journal, 2017, 284, 485-498. 2.2 81

10332 Expression profile of long noncoding RNAs in human cerebral aneurysms: a microarray analysis.
Journal of Neurosurgery, 2017, 127, 1055-1062. 0.9 16

10333 The precise regulation of different <i>COR</i> genes by individual CBF transcription factors in
<i>Arabidopsis thaliana</i>. Journal of Integrative Plant Biology, 2017, 59, 118-133. 4.1 72

10334 TTLL12 Inhibits the Activation of Cellular Antiviral Signaling through Interaction with VISA/MAVS.
Journal of Immunology, 2017, 198, 1274-1284. 0.4 19

10335 Integration of gene expression and methylation to unravel biological networks in glioblastoma
patients. Genetic Epidemiology, 2017, 41, 136-144. 0.6 5

10336 Autophagy deficient keratinocytes display increased DNA damage, senescence and aberrant lipid
composition after oxidative stress in vitro and in vivo. Redox Biology, 2017, 11, 219-230. 3.9 76

10337 Altered mucosal expression of microRNAs in pediatric patients with inflammatory bowel disease.
Digestive and Liver Disease, 2017, 49, 378-387. 0.4 27

10338 Placental Proteomics Provides Insights into Pathophysiology of Pre-Eclampsia and Predicts Possible
Markers in Plasma. Journal of Proteome Research, 2017, 16, 1050-1060. 1.8 31

10339 Phenotypic characteristics of aged CD4<sup>+</sup> CD28<sup>null</sup> T lymphocytes are
determined by changes in the whole-genome DNA methylation pattern. Aging Cell, 2017, 16, 293-303. 3.0 39

10340 Transcriptomic analysis displays the effect of (-)-roemerine on the motility and nutrient uptake in
Escherichia coli. Current Genetics, 2017, 63, 709-722. 0.8 9

10341 Lysozyme association with circulating RNA, extracellular vesicles, and chronic stress. BBA Clinical,
2017, 7, 23-35. 4.1 22

10342 Evaluation of tubulin <i>Î²</i>â€•3 as a novel senescenceâ€•associated gene in melanocytic malignant
transformation. Pigment Cell and Melanoma Research, 2017, 30, 243-254. 1.5 7

10343 <i>Xenopus</i>Piwi proteins interact with a broad proportion of the oocyte transcriptome. Rna, 2017,
23, 504-520. 1.6 14

10344 The Chlamydia trachomatis Inclusion Membrane Protein CpoS Counteracts STING-Mediated Cellular
Surveillance and Suicide Programs. Cell Host and Microbe, 2017, 21, 113-121. 5.1 115

10345 Transcriptional profiling reveals protective mechanisms in brains of long-lived mice. Neurobiology of
Aging, 2017, 52, 23-31. 1.5 18

10346 Functional connectivity decreases in autism in emotion, self, and face circuits identified by
Knowledge-based Enrichment Analysis. NeuroImage, 2017, 148, 169-178. 2.1 52

10347 Gene expression profile changes in rat dorsal horn after sciatic nerve injury. Neurological Research,
2017, 39, 176-182. 0.6 14



572

Citation Report

# Article IF Citations

10348 MicroRNA expression profiles of human iPSCs differentiation into insulin-producing cells. Acta
Diabetologica, 2017, 54, 265-281. 1.2 36

10349 MicroRNA-29 impairs the early phase of reprogramming process by targeting active DNA demethylation
enzymes and Wnt signaling. Stem Cell Research, 2017, 19, 21-30. 0.3 17

10350 How â€œpreciseâ€• is precision medicine in hematology?. Haematologica, 2017, 102, 4-6. 1.7 7

10351 Comparison between pediatric and adult adipose mesenchymal stromal cells. Cytotherapy, 2017, 19,
395-407. 0.3 11

10352 Direct digestion of living cells via a gel-based strategy for mass spectrometric analysis. Chemical
Communications, 2017, 53, 1421-1424. 2.2 1

10353 Mass Spectrometryâ€•Based Tools to Characterize <scp>DNA</scp>â€“Protein Crossâ€•Linking by
<i>Bis</i>â€•Electrophiles. Basic and Clinical Pharmacology and Toxicology, 2017, 121, 63-77. 1.2 19

10354 Metabolic systems biology: a brief primer. Journal of Physiology, 2017, 595, 2849-2855. 1.3 10

10355 Transcriptomic analysis of gene expression profiles of stomach carcinoma reveal abnormal
expression of mitotic components. Life Sciences, 2017, 170, 41-49. 2.0 17

10356 Secreted Glioblastoma Nanovesicles Contain Intracellular Signaling Proteins and Active Ras
Incorporated in a Farnesylation-dependent Manner. Journal of Biological Chemistry, 2017, 292, 611-628. 1.6 41

10357 A Myc Activity Signature Predicts Poor Clinical Outcomes in Myc-Associated Cancers. Cancer
Research, 2017, 77, 971-981. 0.4 90

10358 Exosomes and Microvesicles. Methods in Molecular Biology, 2017, , . 0.4 10

10359 Hair follicle stem cell cultures reveal selfâ€•organizing plasticity of stem cells and theirÂ progeny. EMBO
Journal, 2017, 36, 151-164. 3.5 70

10360 Aberrant Expression of FBXO2 Disrupts Glucose Homeostasis Through Ubiquitin-Mediated
Degradation of Insulin Receptor in Obese Mice. Diabetes, 2017, 66, 689-698. 0.3 34

10361
Proteomic Investigation of Dermal Fibroblasts Isolated from Affected and Unaffected Skin Samples
from Patients with Limited Cutaneous Systemic Sclerosis: 2 Distinct Entities?. Journal of
Rheumatology, 2017, 44, 40-48.

1.0 13

10362 Systems Genetics as a Tool to Identify Master Genetic Regulators in Complex Disease. Methods in
Molecular Biology, 2017, 1488, 337-362. 0.4 11

10363 Integrative Functional Genomics for Systems Genetics in GeneWeaver.org. Methods in Molecular
Biology, 2017, 1488, 131-152. 0.4 6

10364 Environmental factor and inflammation-driven alteration of the total peripheral T-cell compartment
in granulomatosis with polyangiitis. Journal of Autoimmunity, 2017, 78, 79-91. 3.0 34

10365
Quantitative proteome analysis of an antibiotic resistant Escherichia coli exposed to tetracycline
reveals multiple affected metabolic and peptidoglycan processes. Journal of Proteomics, 2017, 156,
20-28.

1.2 20



573

Citation Report

# Article IF Citations

10366 Inhalation and Oropharyngeal Aspiration Exposure to Rod-Like Carbon Nanotubes Induce Similar
Airway Inflammation and Biological Responses in Mouse Lungs. ACS Nano, 2017, 11, 291-303. 7.3 72

10367 Metabolic heterogeneity of activated beige/brite adipocytes in inguinal adipose tissue. Scientific
Reports, 2017, 7, 39794. 1.6 53

10368 Nipbl Interacts with Zfp609 and the Integrator Complex to Regulate Cortical Neuron Migration.
Neuron, 2017, 93, 348-361. 3.8 54

10369 Novel genes in brain tissues of EAE-induced normal and obese mice: Upregulation of metal ion-binding
protein genes in obese-EAE mice. Neuroscience, 2017, 343, 322-336. 1.1 28

10370 Malondialdehyde epitopes are sterile mediators of hepatic inflammation in hypercholesterolemic mice.
Hepatology, 2017, 65, 1181-1195. 3.6 53

10371 DNA Damage Follows Repair Factor Depletion and Portends Genome Variation in Cancer Cells after
Pore Migration. Current Biology, 2017, 27, 210-223. 1.8 239

10372 Differential DNA methylation and PM<sub>2.5</sub> species in a 450K epigenome-wide association
study. Epigenetics, 2017, 12, 139-148. 1.3 52

10373 Multistage feature selection approach for high-dimensional cancer data. Soft Computing, 2017, 21,
6895-6906. 2.1 26

10374 Drosophila H2A and H2A.Z Nucleosome Sequences Reveal Different Nucleosome Positioning Sequence
Patterns. Journal of Computational Biology, 2017, 24, 289-298. 0.8 4

10375 Lack of Î², Î²â€•caroteneâ€•9â€², 10â€²â€•oxygenase 2 leads to hepatic mitochondrial dysfunction and cellular oxidative
stress in mice. Molecular Nutrition and Food Research, 2017, 61, 1600576. 1.5 33

10376 Histomorphometric and transcriptome evaluation of early healing bone treated with a novel human
particulate dentin powder. Biomedical Materials (Bristol), 2017, 12, 015004. 1.7 7

10377 Tgif1 and Tgif2 Repress Expression of the RabGAP Evi5l. Molecular and Cellular Biology, 2017, 37, . 1.1 12

10378 Bioinformatics Tools for Extracellular Vesicles Research. Methods in Molecular Biology, 2017, 1545,
189-196. 0.4 16

10379
One Sample, One Shot - Evaluation of sample preparation protocols for the mass spectrometric
proteome analysis of human bile fluid without extensive fractionation. Journal of Proteomics, 2017,
154, 13-21.

1.2 8

10380 Posttranscriptional Regulation in Adenovirus Infected Cells. Journal of Proteome Research, 2017, 16,
872-888. 1.8 20

10381 Mobile-phone radiation-induced perturbation of gene-expression profiling, redox equilibrium and
sporadic-apoptosis control in the ovary of<i>Drosophila melanogaster</i>. Fly, 2017, 11, 75-95. 0.9 11

10382 Palbociclib (PD-0332991), a selective CDK4/6 inhibitor, restricts tumour growth in preclinical models
of hepatocellular carcinoma. Gut, 2017, 66, 1286-1296. 6.1 198

10383

GS-5759, a Bifunctional <i>Î²</i><sub>2</sub>-Adrenoceptor Agonist and Phosphodiesterase 4 Inhibitor
for Chronic Obstructive Pulmonary Disease with a Unique Mode of Action: Effects on Gene
Expression in Human Airway Epithelial Cells. Journal of Pharmacology and Experimental Therapeutics,
2017, 360, 324-340.

1.3 14



574

Citation Report

# Article IF Citations

10384 Low Testosterone Alters the Activity of Mouse Prostate Stem Cells. Prostate, 2017, 77, 530-541. 1.2 3

10385 Phosphatase POPX2 Exhibits Dual Regulatory Functions in Cancer Metastasis. Journal of Proteome
Research, 2017, 16, 698-711. 1.8 13

10386 Proteome Analysis Is a Valuable Tool to Monitor Antigen Expression during Upstream Processing of
Whole-Cell Pertussis Vaccines. Journal of Proteome Research, 2017, 16, 528-537. 1.8 10

10387 The Chromatin-Associated Phf12 Protein Maintains Nucleolar Integrity and Prevents Premature
Cellular Senescence. Molecular and Cellular Biology, 2017, 37, . 1.1 9

10388 Gene expression profile identifies potential biomarkers for human intervertebral disc degeneration.
Molecular Medicine Reports, 2017, 16, 8665-8672. 1.1 27

10389 Screening of potential therapy targets for prostate cancer using integrated analysis of two gene
expression profiles. Oncology Letters, 2017, 14, 5361-5369. 0.8 6

10390
Expression and regulation of long noncoding RNAs during the osteogenic differentiation of
periodontal ligament stem cells in the inflammatory microenvironment. Scientific Reports, 2017, 7,
13991.

1.6 16

10391 The CTX-M-14 plasmid pHK01 encodes novel small RNAs and influences host growth and motility. FEMS
Microbiology Ecology, 2017, 93, . 1.3 12

10392 ALG-5 is a miRNA-associated Argonaute required for proper developmental timing in the Caenorhabditis
elegans germline. Nucleic Acids Research, 2017, 45, 9093-9107. 6.5 53

10393 The PRMT5/WDR77 complex regulates alternative splicing through ZNF326 in breast cancer. Nucleic
Acids Research, 2017, 45, 11106-11120. 6.5 58

10394 Characterization of Protein Complexes Using Chemical Cross-Linking Coupled Electrospray Mass
Spectrometry. Methods in Molecular Biology, 2017, 1788, 43-61. 0.4 2

10395 JAK2V617F influences epigenomic changes in myeloproliferative neoplasms. Biochemical and Biophysical
Research Communications, 2017, 494, 470-476. 1.0 3

10396 ESRP1 Mutations Cause Hearing Loss due to Defects in Alternative Splicing that Disrupt Cochlear
Development. Developmental Cell, 2017, 43, 318-331.e5. 3.1 68

10397 miR-1199-5p and Zeb1 function in a double-negative feedback loop potentially coordinating EMT and
tumour metastasis. Nature Communications, 2017, 8, 1168. 5.8 50

10399 iTRAQâ€‘based quantitative proteomic analysis and bioinformatics study of proteins in retinoblastoma.
Oncology Letters, 2017, 14, 8084-8091. 0.8 9

10400 Cytoplasmic cyclin D1 controls the migration and invasiveness of mantle lymphoma cells. Scientific
Reports, 2017, 7, 13946. 1.6 34

10401
Cardiovascular homeostasis dependence on MICU2, a regulatory subunit of the mitochondrial
calcium uniporter. Proceedings of the National Academy of Sciences of the United States of America,
2017, 114, E9096-E9104.

3.3 48

10402 Optimization of Experimental Parameters in Data-Independent Mass Spectrometry Significantly
Increases Depth and Reproducibility of Results. Molecular and Cellular Proteomics, 2017, 16, 2296-2309. 2.5 349



575

Citation Report

# Article IF Citations

10403
Alterations in the sperm histone-retained epigenome are associated with unexplained male factor
infertility and poor blastocyst development in donor oocyte IVF cycles. Human Reproduction, 2017, 32,
2443-2455.

0.4 43

10404 Adaptation to Chronic Nutritional Stress Leads to Reduced Dependence on Microbiota in
<i>Drosophila melanogaster</i>. MBio, 2017, 8, . 1.8 39

10405 Epidermal long non-coding RNAs are regulated by ultraviolet irradiation. Gene, 2017, 637, 196-202. 1.0 11

10406 Identification of susceptible genes for complex chronic diseases based on disease risk functional SNPs
and interaction networks. Journal of Biomedical Informatics, 2017, 74, 137-144. 2.5 6

10407 The Role of N-Î±-acetyltransferase 10 Protein in DNA Methylation and Genomic Imprinting. Molecular
Cell, 2017, 68, 89-103.e7. 4.5 36

10408 The Wound Microenvironment Reprograms Schwann Cells to Invasive Mesenchymal-like Cells to Drive
Peripheral Nerve Regeneration. Neuron, 2017, 96, 98-114.e7. 3.8 245

10409 Association between urinary phthalate metabolites and risk of breast cancer and uterine leiomyoma.
Reproductive Toxicology, 2017, 74, 134-142. 1.3 40

10410 RNA Binding Protein Ybx2 Regulates RNA Stability During Cold-Induced Brown Fat Activation. Diabetes,
2017, 66, 2987-3000. 0.3 30

10411 <i><scp>NLRC</scp></i> and <i><scp>NLRX</scp></i> gene family <scp>mRNA</scp> expression and
prognostic value in hepatocellular carcinoma. Cancer Medicine, 2017, 6, 2660-2672. 1.3 16

10412 A Chemoproteomic Platform To Assess Bioactivation Potential of Drugs. Chemical Research in
Toxicology, 2017, 30, 1797-1803. 1.7 9

10413 A transcriptomic approach for evaluating the relative potency and mechanism of action of azoles in
the rat Whole Embryo Culture. Toxicology, 2017, 392, 96-105. 2.0 11

10414 Enhanced Missing Proteins Detection in NCI60 Cell Lines Using an Integrative Search Engine Approach.
Journal of Proteome Research, 2017, 16, 4374-4390. 1.8 13

10415 Proteomic mapping of differentially vulnerable pre-synaptic populations identifies regulators of
neuronal stability in vivo. Scientific Reports, 2017, 7, 12412. 1.6 34

10416 A novel microglial subset plays a key role in myelinogenesis in developing brain. EMBO Journal, 2017, 36,
3292-3308. 3.5 375

10417 Long-term expansion of alveolar stem cells derived from human iPS cells in organoids. Nature
Methods, 2017, 14, 1097-1106. 9.0 198

10418 Bioinformatic analysis of retinal gene function and expression in diabetic rats. Experimental and
Therapeutic Medicine, 2017, 14, 2485-2492. 0.8 20

10419 Gaining insights into cancer biology through exploration of the cancer secretome using proteomic
and bioinformatic tools. Expert Review of Proteomics, 2017, 14, 1021-1035. 1.3 21

10420 Comparative transcriptome and histological analyses provide insights into the prenatal skin
pigmentation in goat (<i>Capra hircus</i>). Physiological Genomics, 2017, 49, 703-711. 1.0 8



576

Citation Report

# Article IF Citations

10421 Patient-derived hiPSC neurons with heterozygous CNTNAP2 deletions display altered neuronal gene
expression and network activity. NPJ Schizophrenia, 2017, 3, 35. 2.0 34

10422 Transcriptome profiling and functional analysis of sheep fed with high zinc-supplemented diet: A
nutrigenomic approach. Animal Feed Science and Technology, 2017, 234, 195-204. 1.1 11

10423 Odd skipped-related 1 identifies a population of embryonic fibro-adipogenic progenitors regulating
myogenesis during limb development. Nature Communications, 2017, 8, 1218. 5.8 95

10424 Inhibition of lobuloalveolar development by FOXC1 overexpression in the mouse mammary gland.
Scientific Reports, 2017, 7, 14017. 1.6 6

10425 Virtual Sorting Has a Distinctive Advantage in Identification of Anticorrelated Genes and Further
Negative Regulators of Immune Cell Subpopulations. Journal of Immunology, 2017, 199, 4155-4164. 0.4 5

10426 Myoepithelial cellâ€•specific expression of stefin A as a suppressor of early breast cancer invasion.
Journal of Pathology, 2017, 243, 496-509. 2.1 44

10427 Identifying host regulators and inhibitors of liver stage malaria infection using kinase activity
profiles. Nature Communications, 2017, 8, 1232. 5.8 33

10428 Systematic proteome and proteostasis profiling in human Trisomy 21 fibroblast cells. Nature
Communications, 2017, 8, 1212. 5.8 112

10429 Transcriptomic and bioinformatics analysis of the early time-course of the response to prostaglandin
F2 alpha in the bovine corpus luteum. Data in Brief, 2017, 14, 695-706. 0.5 6

10430 Transcriptome analysis reveals determinant stages controlling human embryonic stem cell
commitment to neuronal cells. Journal of Biological Chemistry, 2017, 292, 19590-19604. 1.6 29

10431 Thrombospondin1 (TSP1) replacement prevents cerebral cavernous malformations. Journal of
Experimental Medicine, 2017, 214, 3331-3346. 4.2 80

10432 Novel and divergent genes in the evolution of placental mammals. Proceedings of the Royal Society B:
Biological Sciences, 2017, 284, 20171357. 1.2 23

10433
&lt;b&gt;&lt;i&gt;ERAP1&lt;/i&gt;&lt;/b&gt; and &lt;b&gt;&lt;i&gt;PDE8A&lt;/i&gt;&lt;/b&gt; Are
Downregulated in Cattle Protected against Bovine Tuberculosis. Journal of Molecular Microbiology
and Biotechnology, 2017, 27, 237-245.

1.0 10

10434 Initiation of <scp>DNA</scp> replication requires actin dynamics and formin activity. EMBO Journal,
2017, 36, 3212-3231. 3.5 86

10435 DNA Methylation Landscape Reflects the Spatial Organization of Chromatin in Different Cells.
Biophysical Journal, 2017, 113, 1395-1404. 0.2 39

10436
RNA-seq analysis of the head-kidney transcriptome response to handling-stress in the red cusk-eel () Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 147 Td (Genypterus chilensis ). Comparative Biochemistry and Physiology Part D: Genomics and Proteomics,

2017, 24, 111-117.
0.4 6

10437 Methylation of transcription factor YY2 regulates its transcriptional activity and cell proliferation.
Cell Discovery, 2017, 3, 17035. 3.1 28

10438 Mammalian APE1 controls miRNA processing and its interactome is linked to cancer RNA metabolism.
Nature Communications, 2017, 8, 797. 5.8 107



577

Citation Report

# Article IF Citations

10439 Dynamic changes of urine proteome in a Walker 256 tumorâ€•bearing rat model. Cancer Medicine, 2017, 6,
2713-2722. 1.3 48

10440 Chromatin and Single-Cell RNA-Seq Profiling Reveal Dynamic Signaling and Metabolic Transitions
during Human Spermatogonial Stem Cell Development. Cell Stem Cell, 2017, 21, 533-546.e6. 5.2 200

10441 Molecular mechanisms of pathogenesis in hepatocellular carcinoma revealed by RNA-sequencing.
Molecular Medicine Reports, 2017, 16, 6674-6682. 1.1 17

10442 Dataâ€•Independent Acquisitionâ€•Based Quantitative Proteomic Analysis Reveals Potential Biomarkers of
Kidney Cancer. Proteomics - Clinical Applications, 2017, 11, 1700066. 0.8 36

10443 Protein Function Prediction. Methods in Molecular Biology, 2017, 1654, 55-75. 0.4 28

10444
Dysregulation of miR-181c expression influences recurrence of endometrial endometrioid
adenocarcinoma by modulating NOTCH2 expression: An NRG Oncology/Gynecologic Oncology Group
study. Gynecologic Oncology, 2017, 147, 648-653.

0.6 21

10445 Dissecting genetic architecture of startle response in Drosophila melanogaster using multi-omics
information. Scientific Reports, 2017, 7, 12367. 1.6 5

10446 Reduced Cardiac <i>Calcineurin</i> Expression Mimics Long-Term Hypoxia-Induced Heart Defects in
<i>Drosophila</i>. Circulation: Cardiovascular Genetics, 2017, 10, . 5.1 8

10447 Multiplexed Thiol Reactivity Profiling for Target Discovery of Electrophilic Natural Products. Cell
Chemical Biology, 2017, 24, 1416-1427.e5. 2.5 43

10448 The IL-1RI Co-Receptor TILRR (FREM1Â Isoform 2) Controls Aberrant Inflammatory Responses and
Development of Vascular Disease. JACC Basic To Translational Science, 2017, 2, 398-414. 1.9 17

10449 Global misregulation of genes largely uncoupled to DNA methylome epimutations characterizes a
congenital overgrowth syndrome. Scientific Reports, 2017, 7, 12667. 1.6 30

10450
Quantitative phosphoproteomics reveals involvement of multiple signaling pathways in early
phagocytosis by the retinal pigmented epithelium. Journal of Biological Chemistry, 2017, 292,
19826-19839.

1.6 17

10451 Transcriptomic Analysis of &lt;em&gt;C&lt;/em&gt;. &lt;em&gt;elegans&lt;/em&gt; RNA Sequencing Data
Through the Tuxedo Suite on the Galaxy Project. Journal of Visualized Experiments, 2017, , . 0.2 6

10452 Establishment of mouse expanded potential stem cells. Nature, 2017, 550, 393-397. 13.7 223

10453 IgG1 memory B cells keep the memory of IgE responses. Nature Communications, 2017, 8, 641. 5.8 143

10454 Evaluation and optimization of reduction and alkylation methods to maximize peptide identification
with MS-based proteomics. Molecular BioSystems, 2017, 13, 2574-2582. 2.9 68

10455 Colon cancer recurrence-associated genes revealed by WGCNA co-expression network analysis.
Molecular Medicine Reports, 2017, 16, 6499-6505. 1.1 109

10456 Topology of proteinâ€“protein interaction network and edge reduction co-efficiency in VEGF signaling
of breast cancer. Network Modeling Analysis in Health Informatics and Bioinformatics, 2017, 6, 1. 1.2 3



578

Citation Report

# Article IF Citations

10457 Comprehensive characterization of distinct states of human naive pluripotency generated by
reprogramming. Nature Methods, 2017, 14, 1055-1062. 9.0 128

10458 A role for Tau protein in maintaining ribosomal DNA stability and cytidine deaminase-deficient cell
survival. Nature Communications, 2017, 8, 693. 5.8 37

10459 Global mapping of miRNA-target interactions in cattle (Bos taurus). Scientific Reports, 2017, 7, 8190. 1.6 23

10460 Functional proteomics outlines the complexity of breast cancer molecular subtypes. Scientific
Reports, 2017, 7, 10100. 1.6 50

10461 Bioinformatics analysis of microRNA and protein-protein interaction in plant host-pathogen
interaction system. , 2017, , 118-139. 0

10462 Gene expression analysis: Regulation of key genes associated with mycophenolate mofetil treatment of
symptomatic carotid artery stenosis. Molecular Medicine Reports, 2017, 16, 7450-7458. 1.1 1

10463 Identification of genes associated with castration-resistant prostate cancer by gene expression
profile analysis. Molecular Medicine Reports, 2017, 16, 6803-6813. 1.1 13

10464 Effect of integrin-linked kinase gene silencing on microRNA expression in ovarian cancer. Molecular
Medicine Reports, 2017, 16, 7267-7276. 1.1 4

10465 Synaptosomal Proteome of the Orbitofrontal Cortex from Schizophrenia Patients Using Quantitative
Label-Free and iTRAQ-Based Shotgun Proteomics. Journal of Proteome Research, 2017, 16, 4481-4494. 1.8 44

10466 Protein Mimetic and Anticancer Properties of Monocyte-Targeting Peptide Amphiphile Micelles. ACS
Biomaterials Science and Engineering, 2017, 3, 3273-3282. 2.6 24

10467 Increased liver AGEs induce hepatic injury mediated through an OST48 pathway. Scientific Reports,
2017, 7, 12292. 1.6 22

10468 Human Pancreatic Acinar Cells. American Journal of Pathology, 2017, 187, 2726-2743. 1.9 69

10469 Transcriptome analysis of mammary epithelial cell gene expression reveals novel roles of the
extracellular matrix. Biochemistry and Biophysics Reports, 2017, 12, 120-128. 0.7 4

10470 Coordinated Splicing of Regulatory Detained Introns within Oncogenic Transcripts Creates an
Exploitable Vulnerability in Malignant Glioma. Cancer Cell, 2017, 32, 411-426.e11. 7.7 161

10471 Organism-Level Analysis of Vaccination Reveals Networks of Protection across Tissues. Cell, 2017, 171,
398-413.e21. 13.5 69

10472 Chemical Proteomics Identifies Druggable Vulnerabilities in a Genetically Defined Cancer. Cell, 2017,
171, 696-709.e23. 13.5 204

10473 Peripheral Neuropathy and Hindlimb Paralysis in a Mouse Model of Adipocyte-Specific Knockout of
Lkb1. EBioMedicine, 2017, 24, 127-136. 2.7 11

10474 HashGO: hashing gene ontology for protein function prediction. Computational Biology and
Chemistry, 2017, 71, 264-273. 1.1 15



579

Citation Report

# Article IF Citations

10475 Detecting Activated Cell Populations Using Single-Cell RNA-Seq. Neuron, 2017, 96, 313-329.e6. 3.8 330

10476 In-depth proteomic analysis of tissue interstitial fluid for hepatocellular carcinoma serum biomarker
discovery. British Journal of Cancer, 2017, 117, 1676-1684. 2.9 42

10477 Identification of Serological Biomarkers for Early Diagnosis of Lung Cancer Using a Protein
Array-Based Approach. Molecular and Cellular Proteomics, 2017, 16, 2069-2078. 2.5 63

10478 Human Parvovirus Infection of Human Airway Epithelia Induces Pyroptotic Cell Death by Inhibiting
Apoptosis. Journal of Virology, 2017, 91, . 1.5 33

10479 Transcriptome and Functional Profile of Cardiac Myocytes Is Influenced by Biological Sex.
Circulation: Cardiovascular Genetics, 2017, 10, . 5.1 31

10480 Binding of PLD2-Generated Phosphatidic Acid to KIF5B Promotes MT1-MMP Surface Trafficking and Lung
Metastasis of Mouse Breast Cancer Cells. Developmental Cell, 2017, 43, 186-197.e7. 3.1 63

10481 The Elongation Factor Spt6 Maintains ESC Pluripotency by Controlling Super-Enhancers and
Counteracting Polycomb Proteins. Molecular Cell, 2017, 68, 398-413.e6. 4.5 29

10482 Singleâ€•cell RNA sequencing reveals developmental heterogeneity among early lymphoid progenitors.
EMBO Journal, 2017, 36, 3619-3633. 3.5 47

10483 Dendritic Cytoskeletal Architecture Is Modulated by Combinatorial Transcriptional Regulation in
<i>Drosophila melanogaster</i>. Genetics, 2017, 207, 1401-1421. 1.2 39

10484 Ribosome Profiling Reveals Genome-wide Cellular Translational Regulation upon Heat Stress in
Escherichia coli. Genomics, Proteomics and Bioinformatics, 2017, 15, 324-330. 3.0 26

10485 Protein interaction network of alternatively spliced NudCD1 isoforms. Scientific Reports, 2017, 7,
12987. 1.6 12

10486 Maternal consumption of fish oil programs reduced adiposity in broiler chicks. Scientific Reports,
2017, 7, 13129. 1.6 8

10487 Organoiridium Photosensitizers Induce Specific Oxidative Attack on Proteins within Cancer Cells.
Angewandte Chemie - International Edition, 2017, 56, 14898-14902. 7.2 101

10488 Identification of potential transcriptomic markers in developing asthma: An integrative analysis of
gene expression profiles. Molecular Immunology, 2017, 92, 38-44. 1.0 8

10489 Macrophage alternative activation confers protection against lipotoxicity-induced cell death.
Molecular Metabolism, 2017, 6, 1186-1197. 3.0 24

10490 Global temporal dynamic landscape of pathogen-mediated subversion of Arabidopsis innate immunity.
Scientific Reports, 2017, 7, 7849. 1.6 32

10491 Genetic basis of mycotoxin susceptibility differences between budding yeast isolates. Scientific
Reports, 2017, 7, 9173. 1.6 27

10492
Wide-transcriptome analysis and cellularity of bone marrow CD34+/lin- cells of patients with
chronic-phase chronic myeloid leukemia at diagnosis vs. 12 months of first-line nilotinib treatment.
Cancer Biomarkers, 2017, 21, 41-53.

0.8 3



580

Citation Report

# Article IF Citations

10493 Organoiridium Photosensitizers Induce Specific Oxidative Attack on Proteins within Cancer Cells.
Angewandte Chemie, 2017, 129, 15094-15098. 1.6 15

10494 Conserved expression of ultra-conserved noncoding RNA in mammalian nervous system. Biochimica Et
Biophysica Acta - Gene Regulatory Mechanisms, 2017, 1860, 1159-1168. 0.9 14

10495 Early-Life Gene Expression in Neurons Modulates Lasting Epigenetic States. Cell, 2017, 171, 1151-1164.e16. 13.5 167

10496 A plasma proteomics method reveals links between ischemic stroke and MTHFR C677T genotype.
Scientific Reports, 2017, 7, 13390. 1.6 6

10497 Proteomic analysis of human lacrimal and tear fluid in dry eye disease. Scientific Reports, 2017, 7, 13363. 1.6 58

10498 Exercise and high-fat feeding remodel transcript-metabolite interactive networks in mouse skeletal
muscle. Scientific Reports, 2017, 7, 13485. 1.6 16

10499
Transcription factor 19 interacts with histone 3 lysine 4 trimethylation and controls
gluconeogenesis via the nucleosome-remodeling-deacetylase complex. Journal of Biological
Chemistry, 2017, 292, 20362-20378.

1.6 25

10500 Ectopic colonization of oral bacteria in the intestine drives T <sub>H</sub> 1 cell induction and
inflammation. Science, 2017, 358, 359-365. 6.0 612

10501 Identification of prostate cancer hub genes and therapeutic agents using bioinformatics approach.
Cancer Biomarkers, 2017, 20, 553-561. 0.8 20

10502 The acute effects of ultraviolet radiation on the blood transcriptome are independent of plasma
25OHD3. Environmental Research, 2017, 159, 239-248. 3.7 13

10503 High rate of translocation-based gene birth on the <i>Drosophila</i> Y chromosome. Proceedings of
the National Academy of Sciences of the United States of America, 2017, 114, 11721-11726. 3.3 35

10504 Identifying key genes associated with acute myocardial infarction. Medicine (United States), 2017, 96,
e7741. 0.4 28

10505 Ribosome Biogenesis Modulates Ty1 Copy Number Control in <i>Saccharomyces cerevisiae</i>.
Genetics, 2017, 207, 1441-1456. 1.2 11

10506
Identification and Validation of Fibroblast Growth Factor 12 Gene as a Novel Potential Biomarker in
Esophageal Cancer Using Cancer Genomic Datasets. OMICS A Journal of Integrative Biology, 2017, 21,
616-631.

1.0 18

10507 Single-Molecule Sequencing Reveals the Chromosome-Scale Genomic Architecture of the Nematode
Model Organism Pristionchus pacificus. Cell Reports, 2017, 21, 834-844. 2.9 72

10508 Genomics of natural populations: Evolutionary forces that establish and maintain gene arrangements
in <i>Drosophila pseudoobscura</i>. Molecular Ecology, 2017, 26, 6539-6562. 2.0 37

10509 Genome-wide scan and analysis of positive selective signatures in Dwarf Brown-egg Layers and Silky
Fowl chickens. Poultry Science, 2017, 96, 4158-4171. 1.5 7

10510
Generational comparisons (F1 versus F3) of vinclozolin induced epigenetic transgenerational
inheritance of sperm differential DNA methylation regions (epimutations) using MeDIP-Seq.
Environmental Epigenetics, 2017, 3, .

0.9 47



581

Citation Report

# Article IF Citations

10511 Genetic Decoupling of Thermal Hardiness across Metamorphosis in Drosophila melanogaster.
Integrative and Comparative Biology, 2017, 57, 999-1009. 0.9 37

10512 Chromatin proteomics reveals novel combinatorial histone modification signatures that mark
distinct subpopulations of macrophage enhancers. Nucleic Acids Research, 2017, 45, 12195-12213. 6.5 26

10513 Opbp is a new architectural/insulator protein required for ribosomal gene expression. Nucleic Acids
Research, 2017, 45, 12285-12300. 6.5 27

10514 The basic tilted helix bundle domain of the prolyl isomerase FKBP25 is a novel double-stranded RNA
binding module. Nucleic Acids Research, 2017, 45, 11989-12004. 6.5 15

10515 Computing Prediction and Functional Analysis of Prokaryotic Propionylation. Journal of Chemical
Information and Modeling, 2017, 57, 2896-2904. 2.5 7

10516 Histone propionylation is a mark of active chromatin. Nature Structural and Molecular Biology, 2017,
24, 1048-1056. 3.6 148

10517 Dynamics of lineage commitment revealed by single-cell transcriptomics of differentiating embryonic
stem cells. Nature Communications, 2017, 8, 1096. 5.8 156

10518 Cardamonin inhibits colonic neoplasia through modulation of MicroRNA expression. Scientific
Reports, 2017, 7, 13945. 1.6 37

10519
Requirement of zinc transporter ZIP10 for epidermal development: Implication of the ZIP10â€“p63 axis in
epithelial homeostasis. Proceedings of the National Academy of Sciences of the United States of
America, 2017, 114, 12243-12248.

3.3 45

10520 Transcriptome Profiling Uncovers Potential Common Mechanisms in Fetal Trisomies 18 and 21. OMICS A
Journal of Integrative Biology, 2017, 21, 565-570. 1.0 8

10521 Discovery of susceptibility loci associated with tuberculosis in Han Chinese. Human Molecular
Genetics, 2017, 26, 4752-4763. 1.4 50

10522 Differing molecular response of young and advanced maternal age human oocytes to IVM. Human
Reproduction, 2017, 32, 2199-2208. 0.4 41

10523 Wideâ€•scale comparative analysis of longevity genes and interventions. Aging Cell, 2017, 16, 1267-1275. 3.0 39

10524
Cerebral Small Vessel Disease Is Associated with Dysregulation in the Ubiquitin Proteasome System
and Other Major Cellular Pathways in Specific Brain Regions. Neurodegenerative Diseases, 2017, 17,
261-275.

0.8 7

10525 Super-lncRNAs: identification of lncRNAs that target super-enhancers via RNA:DNA:DNA triplex
formation. Rna, 2017, 23, 1729-1742. 1.6 65

10526 DNA methylation and exposure to ambient air pollution in two prospective cohorts. Environment
International, 2017, 108, 127-136. 4.8 110

10527 Genome-wide DNA methylation profiling of articular cartilage reveals significant epigenetic
alterations in Kashin-Beck disease and osteoarthritis. Osteoarthritis and Cartilage, 2017, 25, 2127-2133. 0.6 16

10528 5-Hydroxymethylcytosine signatures in cell-free DNA provide information about tumor types and
stages. Cell Research, 2017, 27, 1231-1242. 5.7 200



582

Citation Report

# Article IF Citations

10529 p53 binding sites in normal and cancer cells are characterized by distinct chromatin context. Cell
Cycle, 2017, 16, 2073-2085. 1.3 27

10530 Fra-2 negatively regulates postnatal alveolar septation by modulating myofibroblast function.
American Journal of Physiology - Lung Cellular and Molecular Physiology, 2017, 313, L878-L888. 1.3 12

10531 Proteomics for Drug Discovery. Methods in Molecular Biology, 2017, , . 0.4 4

10532 Zika-Virus-Encoded NS2A Disrupts Mammalian Cortical Neurogenesis by Degrading Adherens Junction
Proteins. Cell Stem Cell, 2017, 21, 349-358.e6. 5.2 163

10533 Transcript analysis identifies differential uterine gene expression profile beyond the normal
implantation window in mice. Theriogenology, 2017, 104, 55-61. 0.9 4

10534 Ethyl carbamate induces cell death through its effects on multiple metabolic pathways.
Chemico-Biological Interactions, 2017, 277, 21-32. 1.7 18

10535
Combining Genomics To Identify the Pathways of Post-Transcriptional Nongenotoxic Signaling and
Energy Homeostasis in Livers of Rats Treated with the Pregnane X Receptor Agonist, Pregnenolone
Carbonitrile. Journal of Proteome Research, 2017, 16, 3634-3645.

1.8 4

10536 Optimization and Modeling of Quadrupole Orbitrap Parameters for Sensitive Analysis toward
Single-Cell Proteomics. Journal of Proteome Research, 2017, 16, 3711-3721. 1.8 28

10537 Sex-specific transcriptional signatures in human depression. Nature Medicine, 2017, 23, 1102-1111. 15.2 532

10538 Genome-wide expression datasets of anti-VEGF and dexamethasone treatment of angiogenesis in the rat
cornea. Scientific Data, 2017, 4, 170111. 2.4 4

10539 Emergence of CD43-Expressing Hematopoietic Progenitors from Human Induced Pluripotent Stem
Cells. Transfusion Medicine and Hemotherapy, 2017, 44, 143-150. 0.7 18

10540 Network analyses identify liverâ€•specific targets for treating liver diseases. Molecular Systems Biology,
2017, 13, 938. 3.2 112

10541 Membrane Proteomics of Impaired Energetics and Cytoskeletal Disorganization in Elderly Diet-Induced
Diabetic Mice. Journal of Proteome Research, 2017, 16, 3504-3513. 1.8 6

10542 Exercise-responsive phosphoproteins in the heart. Journal of Molecular and Cellular Cardiology,
2017, 111, 61-68. 0.9 13

10543 Discovering potential driver genes through an integrated model of somatic mutation profiles and
gene functional information. Molecular BioSystems, 2017, 13, 2135-2144. 2.9 20

10544 Identification of Nidogen 1 as a lung metastasis protein through secretome analysis. Genes and
Development, 2017, 31, 1439-1455. 2.7 41

10545 Estrogen Receptor Î² Is a Novel Target in Acute Myeloid Leukemia. Molecular Cancer Therapeutics, 2017,
16, 2618-2626. 1.9 30

10546
Characterization of <i>In Vivo</i> Resistance to Osimertinib and JNJ-61186372, an EGFR/Met Bispecific
Antibody, Reveals Unique and Consensus Mechanisms of Resistance. Molecular Cancer Therapeutics,
2017, 16, 2572-2585.

1.9 26



583

Citation Report

# Article IF Citations

10547 High Expression of AHSP, EPB42, GYPC and HEMGN Predicts Favorable Prognosis in FLT3-ITD-Negative
Acute Myeloid Leukemia. Cellular Physiology and Biochemistry, 2017, 42, 1973-1984. 1.1 27

10548 An improved analysis methodology for translational profiling by microarray. Rna, 2017, 23, 1601-1613. 1.6 5

10549 Exposure to BMAA mirrors molecular processes linked to neurodegenerative disease. Proteomics,
2017, 17, 1700161. 1.3 29

10550
ER stress and distinct outputs of the IRE1Î± RNase control proliferation and senescence in response to
oncogenic Ras. Proceedings of the National Academy of Sciences of the United States of America, 2017,
114, 9900-9905.

3.3 58

10551 Modeling osteosarcoma progression by measuring the connectivity dynamics using an inference of
multiple differential modules algorithm. Molecular Medicine Reports, 2017, 16, 1047-1054. 1.1 5

10552 Identification of Transcriptional Regulators of Psoriasis from RNA-Seq Experiments. Methods in
Molecular Biology, 2017, 1613, 355-370. 0.4 7

10553 Identification of prognostic markers of high grade prostate cancer through an integrated
bioinformatics approach. Journal of Cancer Research and Clinical Oncology, 2017, 143, 2571-2579. 1.2 34

10554 Simultaneous Quantitation of Glycoprotein Degradation and Synthesis Rates by Integrating Isotope
Labeling, Chemical Enrichment, and Multiplexed Proteomics. Analytical Chemistry, 2017, 89, 10361-10367. 3.2 13

10555 New Genes and Functional Innovation in Mammals. Genome Biology and Evolution, 2017, 9, 1886-1900. 1.1 50

10556 <i>CTCF</i>deletion syndrome: clinical features and epigenetic delineation. Journal of Medical
Genetics, 2017, 54, 836-842. 1.5 23

10557 Identification of pivotal genes and pathways for spinal cord injury via bioinformatics analysis.
Molecular Medicine Reports, 2017, 16, 3929-3937. 1.1 6

10558 Microarray data re-annotation reveals specific lncRNAs and their potential functions in non-small
cell lung cancer subtypes. Molecular Medicine Reports, 2017, 16, 5129-5136. 1.1 24

10559 Expression of long non-coding RNAs in chondrocytes from proximal interphalangeal joints.
Molecular Medicine Reports, 2017, 16, 5175-5180. 1.1 3

10560 Downregulation of miR-136-5p in hepatocellular carcinoma and its clinicopathological significance.
Molecular Medicine Reports, 2017, 16, 5393-5405. 1.1 28

10561 YAP/TAZ Orchestrate VEGF Signaling during Developmental Angiogenesis. Developmental Cell, 2017, 42,
462-478.e7. 3.1 249

10562 Mapping the Spatial Proteome of Metastatic Cells in Colorectal Cancer. Proteomics, 2017, 17, 1700094. 1.3 24

10563 Putative genomic characteristics of BRAF V600K versus V600E cutaneous melanoma. Melanoma
Research, 2017, 27, 527-535. 0.6 18

10564 Identification of genes associated with primary open-angle glaucoma by bioinformatics approach.
International Ophthalmology, 2017, 38, 19-28. 0.6 11



584

Citation Report

# Article IF Citations

10565 Deconvolution of DNA methylation identifies differentially methylated gene regions on 1p36 across
breast cancer subtypes. Scientific Reports, 2017, 7, 11594. 1.6 20

10566 Gene expression profiling of calcifications in breast cancer. Scientific Reports, 2017, 7, 11427. 1.6 21

10567
Functional screening in human cardiac organoids reveals a metabolic mechanism for cardiomyocyte
cell cycle arrest. Proceedings of the National Academy of Sciences of the United States of America,
2017, 114, E8372-E8381.

3.3 361

10568 Characterization of enhancers and the role of the transcription factor KLF7 in regulating corneal
epithelial differentiation. Journal of Biological Chemistry, 2017, 292, 18937-18950. 1.6 27

10569 High-content siRNA screen of the kinome identifies kinases involved in Git2-induced
mesenchymal-epithelial transition. Molecular Biology, 2017, 51, 614-620. 0.4 0

10570 LSD1-Mediated Epigenetic Reprogramming Drives CENPE Expression and Prostate Cancer Progression.
Cancer Research, 2017, 77, 5479-5490. 0.4 71

10571 Potential sperm contributions to the murine zygote predicted by in silico analysis. Reproduction, 2017,
154, 777-788. 1.1 21

10572 Prediction and Subtyping of Hypertension from Pan-Tissue Transcriptomic and Genetic Analyses.
Genetics, 2017, 207, 1121-1134. 1.2 6

10573
NÎµ- and O-Acetylation inMycobacterium tuberculosisLineage 7 and Lineage 4 Strains: Proteins Involved
in Bioenergetics, Virulence, and Antimicrobial Resistance Are Acetylated. Journal of Proteome
Research, 2017, 16, 4045-4059.

1.8 37

10574 Predicted effects of observed changes in the mRNA and microRNA transcriptome of lung neutrophils
during S. pneumoniae pneumonia in mice. Scientific Reports, 2017, 7, 11258. 1.6 17

10575 Bone morphogenetic protein and retinoic acid synergistically specify female germâ€•cell fate in mice.
EMBO Journal, 2017, 36, 3100-3119. 3.5 105

10576 Integrated analysis of microRNA and gene expression profiles reveals a functional regulatory module
associated with liver fibrosis. Gene, 2017, 636, 87-95. 1.0 53

10577 Salinity stress, enhancing basal and induced immune responses in striped catfish Pangasianodon
hypophthalmus (Sauvage). Journal of Proteomics, 2017, 167, 12-24. 1.2 19

10578 Targeting neuronal activity-regulated neuroligin-3 dependency in high-grade glioma. Nature, 2017, 549,
533-537. 13.7 350

10579 Myst2/Kat7 histone acetyltransferase interaction proteomics reveals tumour-suppressor Niam as a
novel binding partner in embryonic stem cells. Scientific Reports, 2017, 7, 8157. 1.6 12

10580 HMGA1 regulates the Plasminogen activation system in the secretome of breast cancer cells. Scientific
Reports, 2017, 7, 11768. 1.6 36

10581 Transcriptomic and Functional Analyses on the Effects of Dioxin on Insulin Secretion of Pancreatic
Islets and Î²-Cells. Environmental Science &amp; Technology, 2017, 51, 11390-11400. 4.6 8

10582 Identification of pathogenic genes related to rheumatoid arthritis through integrated analysis of
DNA methylation and gene expression profiling. Gene, 2017, 634, 62-67. 1.0 3



585

Citation Report

# Article IF Citations

10583 Identification of a p53 target, CD137L, that mediates growth suppression and immune response of
osteosarcoma cells. Scientific Reports, 2017, 7, 10739. 1.6 3

10584 Alterations in Bronchial Airway miRNA Expression for Lung Cancer Detection. Cancer Prevention
Research, 2017, 10, 651-659. 0.7 31

10585 MyD88 is an essential component of retinoic acid-induced differentiation in human pluripotent
embryonal carcinoma cells. Cell Death and Differentiation, 2017, 24, 1975-1986. 5.0 5

10586 FOXF1 transcription factor promotes lung regeneration after partial pneumonectomy. Scientific
Reports, 2017, 7, 10690. 1.6 46

10587
MiRNA-target network analysis identifies potential biomarkers for Traditional Chinese Medicine (TCM)
syndrome development evaluation in hepatitis B caused liver cirrhosis. Scientific Reports, 2017, 7,
11054.

1.6 31

10588 Proteomic Signature Reveals Modulation of Human Macrophage Polarization and Functions Under
Differing Environmental Oxygen Conditions. Molecular and Cellular Proteomics, 2017, 16, 2153-2168. 2.5 30

10589 Chronic Cigarette Smoke-Induced Epigenomic Changes Precede Sensitization of Bronchial Epithelial
Cells to Single-Step Transformation by KRAS Mutations. Cancer Cell, 2017, 32, 360-376.e6. 7.7 162

10590 Detection of dysregulated protein-association networks by high-throughput proteomics predicts
cancer vulnerabilities. Nature Biotechnology, 2017, 35, 983-989. 9.4 138

10591 LSD1 modulates the non-canonical integrin Î²3 signaling pathway in non-small cell lung carcinoma
cells. Scientific Reports, 2017, 7, 10292. 1.6 10

10592 Stress Granules Contain Rbfox2 with Cell Cycle-related mRNAs. Scientific Reports, 2017, 7, 11211. 1.6 27

10593 Genome-wide integrative analysis identified SNP-miRNA-mRNA interaction networks in peripheral blood
mononuclear cells. Epigenomics, 2017, 9, 1287-1298. 1.0 5

10594 Selective and Cleavable Extraction of Sialo-glycoproteins by Disulfide-Linked
Amino-oxy-Functionalized Fe3O4 Magnetic Nanoparticles. Bioconjugate Chemistry, 2017, 28, 2514-2517. 1.8 5

10595
Transcriptomic Analysis of Thalidomide Challenged Chick Embryo Suggests Possible Link between
Impaired Vasculogenesis and Defective Organogenesis. Chemical Research in Toxicology, 2017, 30,
1883-1896.

1.7 11

10596 Quantitative Proteomics Reveals the Regulatory Networks of Circular RNA CDR1as in Hepatocellular
Carcinoma Cells. Journal of Proteome Research, 2017, 16, 3891-3902. 1.8 77

10597
Transcription factor CUX1 is required for intestinal epithelial wound healing and targets the
VAV2-RAC1 Signalling complex. Biochimica Et Biophysica Acta - Molecular Cell Research, 2017, 1864,
2347-2355.

1.9 4

10598 mTOR-related neuropathology in mutant tsc2 zebrafish: Phenotypic, transcriptomic and
pharmacological analysis. Neurobiology of Disease, 2017, 108, 225-237. 2.1 29

10599 Stability of gene expression in human T cells in different gravity environments is clustered in
chromosomal region 11p15.4. Npj Microgravity, 2017, 3, 22. 1.9 31

10600 Enhancement of Environmental Hazard Degradation in the Presence of Lignin: a Proteomics Study.
Scientific Reports, 2017, 7, 11356. 1.6 17



586

Citation Report

# Article IF Citations

10601 Comparative transcriptome analysis of axillary buds in response to the shoot branching regulators
gibberellin A3 and 6-benzyladenine in Jatropha curcas. Scientific Reports, 2017, 7, 11417. 1.6 43

10602 Lysine acetylation stoichiometry and proteomics analyses reveal pathways regulated by sirtuin 1 in
human cells. Journal of Biological Chemistry, 2017, 292, 18129-18144. 1.6 36

10603 Mitotic transcription and waves of gene reactivation during mitotic exit. Science, 2017, 358, 119-122. 6.0 201

10604 Differential Community Detection in Paired Biological Networks. , 2017, , . 9

10605 Polycomb directs timely activation of germline genes in spermatogenesis. Genes and Development, 2017,
31, 1693-1703. 2.7 52

10606 Spontaneous generation of a novel foetal human retinal pigment epithelium (RPE) cell line available
for investigation on phagocytosis and morphogenesis. Cell Proliferation, 2017, 50, e12386. 2.4 9

10607 Combined OX40L and mTOR blockade controls effector T cell activation while preserving T
<sub>reg</sub> reconstitution after transplant. Science Translational Medicine, 2017, 9, . 5.8 59

10608 CTCF-Mediated Enhancer-Promoter Interaction Is a Critical Regulator of Cell-to-Cell Variation of Gene
Expression. Molecular Cell, 2017, 67, 1049-1058.e6. 4.5 219

10609 Generation of Mouse and Human Organoid-Forming Intestinal Progenitor Cells by Direct Lineage
Reprogramming. Cell Stem Cell, 2017, 21, 456-471.e5. 5.2 70

10610 Alveolar macrophages from tuberculosis patients display an altered inflammatory gene expression
profile. Tuberculosis, 2017, 107, 156-167. 0.8 54

10611 Comparative influenza protein interactomes identify the role of plakophilin 2 in virus restriction.
Nature Communications, 2017, 8, 13876. 5.8 58

10612 The non-canonical poly(A) polymerase FAM46C acts as an onco-suppressor in multiple myeloma. Nature
Communications, 2017, 8, 619. 5.8 77

10613 Identification of novel methylated targets in colorectal cancer by microarray analysis and
construction of co-expression network. Oncology Letters, 2017, 14, 2643-2648. 0.8 14

10614 Region-specific RNA m <sup>6</sup> A methylation represents a new layer of control in the gene
regulatory network in the mouse brain. Open Biology, 2017, 7, 170166. 1.5 126

10615 RNase H1 Cooperates with DNA Gyrases to Restrict R-Loops and Maintain Genome Integrity in
Arabidopsis Chloroplasts. Plant Cell, 2017, 29, 2478-2497. 3.1 66

10616 Mobilizing Transit-Amplifying Cell-Derived Ectopic Progenitors Prevents Hair Loss from Chemotherapy
or Radiation Therapy. Cancer Research, 2017, 77, 6083-6096. 0.4 36

10617 Unraveling transcriptome dynamics in human spermatogenesis. Development (Cambridge), 2017, 144,
3659-3673. 1.2 117

10618 <i>Cic</i> Loss Promotes Gliomagenesis via Aberrant Neural Stem Cell Proliferation and
Differentiation. Cancer Research, 2017, 77, 6097-6108. 0.4 46



587

Citation Report

# Article IF Citations

10619 Comparative Analysis of Serum Proteins from Patients with Severe and Mild EVâ€•A71â€•induced HFMD using
iTRAQâ€•Coupled LCâ€•MS/MS Screening. Proteomics - Clinical Applications, 2017, 11, 1700027. 0.8 3

10620 Molecular bases for differential aging programs between flag and second leaves during grain-filling
in rice. Scientific Reports, 2017, 7, 8792. 1.6 21

10621 MicroRNA-132 promotes fibroblast migration via regulating RAS p21 protein activator 1 in skin wound
healing. Scientific Reports, 2017, 7, 7797. 1.6 36

10622 Use antibiotics in cell culture with caution: genome-wide identification of antibiotic-induced changes
in gene expression and regulation. Scientific Reports, 2017, 7, 7533. 1.6 67

10623 Genomic regions and genes related to inter-population differences in body size in the ground beetle
Carabus japonicus. Scientific Reports, 2017, 7, 7773. 1.6 4

10624 Discovering Condition-Specific Gene Co-Expression Patterns Using Gaussian Mixture Models: A Cancer
Case Study. Scientific Reports, 2017, 7, 8617. 1.6 44

10625 Effects of short indels on protein structure and function in human genomes. Scientific Reports, 2017,
7, 9313. 1.6 58

10626 RNA-Seq reveals MicroRNA expression signature and genetic polymorphism associated with growth
and muscle quality traits in rainbow trout. Scientific Reports, 2017, 7, 9078. 1.6 16

10627 HIV-1 envelope glycoprotein stimulates viral transcription and increases the infectivity of the progeny
virus through the manipulation of cellular machinery. Scientific Reports, 2017, 7, 9487. 1.6 12

10628 Early gestational maternal low-protein diet diminishes hepatic response to fasting in young adult
male mice. Scientific Reports, 2017, 7, 9812. 1.6 2

10629 Characterization and predicted role of microRNA expression profiles associated with early childhood
obesity. Molecular Medicine Reports, 2017, 16, 3799-3806. 1.1 21

10630 Analysis of methylation profiling data of hyperplasia and primary and metastatic endometrial cancers.
European Journal of Obstetrics, Gynecology and Reproductive Biology, 2017, 217, 161-166. 0.5 16

10631 Genome-wide identification of histone H2A and histone variant H2A.Z-interacting proteins by bPPI-seq.
Cell Research, 2017, 27, 1258-1274. 5.7 14

10632 MicroRNA-based transcriptomic responses of Atlantic salmon during infection by the intracellular
bacterium Piscirickettsia salmonis. Developmental and Comparative Immunology, 2017, 77, 287-296. 1.0 33

10633 Retinol saturase coordinates liver metabolism by regulating ChREBP activity. Nature Communications,
2017, 8, 384. 5.8 34

10634
TGFÎ² signaling is associated with changes in inflammatory gene expression and perineuronal net
degradation around inhibitory neurons following various neurological insults. Scientific Reports,
2017, 7, 7711.

1.6 89

10635 Disrupting glutamine metabolic pathways to sensitize gemcitabine-resistant pancreatic cancer.
Scientific Reports, 2017, 7, 7950. 1.6 69

10636 Gene expression analysis of whole blood RNA from pigs infected with low and high pathogenic
African swine fever viruses. Scientific Reports, 2017, 7, 10115. 1.6 45



588

Citation Report

# Article IF Citations

10637 Common microRNAâ€“mRNA interactions exist among distinct porcine iPSC lines independent of their
metastable pluripotent states. Cell Death and Disease, 2017, 8, e3027-e3027. 2.7 8

10638 Transcriptional hallmarks of cancer cell lines reveal an emerging role of branched chain amino acid
catabolism. Scientific Reports, 2017, 7, 7820. 1.6 20

10639 Distinct Circadian Signatures in Liver and Gut Clocks Revealed by Ketogenic Diet. Cell Metabolism,
2017, 26, 523-538.e5. 7.2 162

10640 Decidualisation and placentation defects are a major cause of age-related reproductive decline.
Nature Communications, 2017, 8, 352. 5.8 107

10641 Treating the placenta to prevent adverse effects of gestational hypoxia on fetal brain development.
Scientific Reports, 2017, 7, 9079. 1.6 76

10642 Nevirapine induced mitochondrial dysfunction in HepG2 cells. Scientific Reports, 2017, 7, 9194. 1.6 15

10643 Identification of the active compounds and significant pathways of yinchenhao decoction based on
network pharmacology. Molecular Medicine Reports, 2017, 16, 4583-4592. 1.1 105

10644 Genomic Characteristics of Gender Dysphoria Patients and Identification of Rare Mutations in RYR3
Gene. Scientific Reports, 2017, 7, 8339. 1.6 16

10645 Human Primary Bone Marrow Mesenchymal Stromal Cells and Their in vitro Progenies Display Distinct
Transcriptional Profile Signatures. Scientific Reports, 2017, 7, 10338. 1.6 39

10646 Gene Ontology-Based Analysis of Zebrafish Omics Data Using the Web Tool Comparative Gene
Ontology. Zebrafish, 2017, 14, 492-494. 0.5 26

10647 Epstein-Barr Virus miR-BART6-3p Inhibits the RIG-I Pathway. Journal of Innate Immunity, 2017, 9, 574-586. 1.8 103

10648 Transcriptome of Healthy Gingival Tissue from Edentulous Sites in Patients with a History of
Aggressive Periodontitis. Journal of Periodontology, 2017, 89, 1-17. 1.7 9

10649 Factor VII activating protease (FSAP) regulates the expression of inflammatory genes in vascular
smooth muscle and endothelial cells. Atherosclerosis, 2017, 265, 133-139. 0.4 17

10650 An overview of posttraumatic stress disorder genetic studies by analyzing and integrating genetic
data into genetic database PTSDgene. Neuroscience and Biobehavioral Reviews, 2017, 83, 647-656. 2.9 17

10651 Tau exacerbates excitotoxic brain damage in an animal model of stroke. Nature Communications, 2017,
8, 473. 5.8 134

10652 Analyses of Long Non-Coding RNA and mRNA profiling using RNA sequencing in chicken testis with
extreme sperm motility. Scientific Reports, 2017, 7, 9055. 1.6 58

10653
Schwann cells use TAM receptor-mediated phagocytosis in addition to autophagy to clear myelin in a
mouse model of nerve injury. Proceedings of the National Academy of Sciences of the United States of
America, 2017, 114, E8072-E8080.

3.3 155

10654 Comprehensive DNA microarray expression profiles of tumors in tenascin-C-knockout mice.
Bioscience, Biotechnology and Biochemistry, 2017, 81, 1926-1936. 0.6 1



589

Citation Report

# Article IF Citations

10655 MicroPattern: a web-based tool for microbe set enrichment analysis and disease similarity calculation
based on a list of microbes. Scientific Reports, 2017, 7, 40200. 1.6 20

10656
Transcriptome analysis suggests a role for the differential expression of cerebral aquaporins and the
<scp>MAPK</scp> signalling pathway in human temporal lobe epilepsy. European Journal of
Neuroscience, 2017, 46, 2121-2132.

1.2 56

10657 Transcriptomic analysis identifies a role of PI3Kâ€“Akt signalling in the responses of skeletal muscle to
acute hypoxia <i>in vivo</i>. Journal of Physiology, 2017, 595, 5797-5813. 1.3 10

10658 HDAC1 Upregulation by NANOG Promotes Multidrug Resistance and a Stem-like Phenotype in Immune
Edited Tumor Cells. Cancer Research, 2017, 77, 5039-5053. 0.4 73

10659
Metabolic Adaptation to Nutrients Involves Coregulation of Gene Expression by the RNA Helicase Dbp2
and the Cyc8 Corepressor in <i>Saccharomyces cerevisiae</i>. G3: Genes, Genomes, Genetics, 2017, 7,
2235-2247.

0.8 7

10660 Perinatal exposure to 2,2â€²,4â€²4â€² âˆ’Tetrabromodiphenyl ether induces testicular toxicity in adult rats.
Toxicology, 2017, 389, 21-30. 2.0 43

10661 PI3KÎ³/Î´ and NOTCH1 Cross-Regulate Pathways That Define the T-cell Acute Lymphoblastic Leukemia Disease
Signature. Molecular Cancer Therapeutics, 2017, 16, 2069-2082. 1.9 8

10662 Tomo-Seq Identifies SOX9 as a Key Regulator of Cardiac Fibrosis During Ischemic Injury. Circulation,
2017, 136, 1396-1409. 1.6 81

10663 Genome-wide RNAi Screen for Fat Regulatory Genes in C.Â elegans Identifies a Proteostasis-AMPK Axis
Critical for Starvation Survival. Cell Reports, 2017, 20, 627-640. 2.9 28

10664 Multi-omics Analyses of Starvation Responses Reveal a Central Role for Lipoprotein Metabolism in
Acute Starvation Survival in C.Â elegans. Cell Systems, 2017, 5, 38-52.e4. 2.9 52

10665 Construction and analysis of circular RNA molecular regulatory networks in liver cancer. Cell Cycle,
2017, 16, 2204-2211. 1.3 47

10666 Vertical sleeve gastrectomy reverses diet-induced gene-regulatory changes impacting lipid metabolism.
Scientific Reports, 2017, 7, 5274. 1.6 14

10667 Joint Covariate Detection on Expression Profiles for Identifying MicroRNAs Related to Venous
Metastasis in Hepatocellular Carcinoma. Scientific Reports, 2017, 7, 5349. 1.6 7

10668 Activating transcription factor 3 promotes loss of the acinar cell phenotype in response to
cerulein-induced pancreatitis in mice. Molecular Biology of the Cell, 2017, 28, 2347-2359. 0.9 21

10669 Effect of social interactions on hippocampal protein expression in animal dominant and submissive
model of behavioral disorders. Proteomics - Clinical Applications, 2017, 11, 1700089. 0.8 4

10670 Prostaglandin dehydrogenase is a target for successful induction of cervical ripening. Proceedings
of the National Academy of Sciences of the United States of America, 2017, 114, E6427-E6436. 3.3 16

10671 Identification of key genes in Gram-positive and Gram-negative sepsis using stochastic perturbation.
Molecular Medicine Reports, 2017, 16, 3133-3146. 1.1 9

10672 Screening disrupted molecular functions and pathways associated with clear cell renal cell
carcinoma using Gibbs sampling. Computational Biology and Chemistry, 2017, 70, 15-20. 1.1 1



590

Citation Report

# Article IF Citations

10673 Genes of cellular components of morphogenesis in porcine oocytes before and after IVM.
Reproduction, 2017, 154, 535-545. 1.1 16

10674 GLUTAMATE RECEPTOR-LIKE channels are essential for chemotaxis and reproduction in mosses. Nature,
2017, 549, 91-95. 13.7 111

10675 PRDM15 safeguards naive pluripotency by transcriptionally regulating WNT and MAPKâ€“ERK signaling.
Nature Genetics, 2017, 49, 1354-1363. 9.4 39

10676 Accumulation of Charantin and Expression of Triterpenoid Biosynthesis Genes in Bitter Melon
(<i>Momordica charantia</i>). Journal of Agricultural and Food Chemistry, 2017, 65, 7240-7249. 2.4 18

10677 Synaptic GAP and GEF Complexes Cluster Proteins Essential for GTP Signaling. Scientific Reports, 2017,
7, 5272. 1.6 33

10678 Predictors of Hand-Foot Syndrome and Pyridoxine for Prevention of Capecitabineâ€“Induced Hand-Foot
Syndrome. JAMA Oncology, 2017, 3, 1538. 3.4 72

10679 Microarray analysis of copy-number variations and gene expression profiles in prostate cancer.
Medicine (United States), 2017, 96, e7264. 0.4 7

10680 SILAC Based Proteomic Characterization of Exosomes from HIV-1 Infected Cells. Journal of Visualized
Experiments, 2017, , . 0.2 4

10681 The role of de novo mutations in the development of amyotrophic lateral sclerosis. Human Mutation,
2017, 38, 1534-1541. 1.1 13

10682 N-myc regulates growth and fiber cell differentiation in lens development. Developmental Biology,
2017, 429, 105-117. 0.9 37

10683 Identification of cluster of proteins in the network of MAPK pathways as cancer drug targets.
Informatics in Medicine Unlocked, 2017, 9, 86-92. 1.9 5

10684 Cyp1b1 deletion and retinol deficiency coordinately suppress mouse liver lipogenic genes and hepcidin
expression during post-natal development. Molecular and Cellular Endocrinology, 2017, 454, 50-68. 1.6 15

10685 Defensive repertoire of <i>Drosophila</i> larvae in response to toxic fungi. Molecular Ecology, 2017,
26, 5043-5057. 2.0 27

10686 Transcriptional Profiling of the Chicken Tracheal Response to Virulent Mycoplasma gallisepticum
Strain R <sub>low</sub>. Infection and Immunity, 2017, 85, . 1.0 45

10687 Transcriptional profiles for distinct aggregation states of mutant Huntingtin exon 1 protein unmask
new Huntington's disease pathways. Molecular and Cellular Neurosciences, 2017, 83, 103-112. 1.0 23

10688 Tumor Purity as an Underlying Key Factor in Glioma. Clinical Cancer Research, 2017, 23, 6279-6291. 3.2 372

10689 Improved prediction of breast cancer outcome by identifying heterogeneous biomarkers.
Bioinformatics, 2017, 33, 3619-3626. 1.8 35

10690 Mapping the in vitro interactome of cardiac sodium (Na<sup>+</sup>)â€•calcium (Ca<sup>2+</sup>)
exchanger 1 (NCX1). Proteomics, 2017, 17, 1600417. 1.3 14



591

Citation Report

# Article IF Citations

10691 Prognostic value of ion channel genes in Chinese patients with gliomas based on mRNA expression
profiling. Journal of Neuro-Oncology, 2017, 134, 397-405. 1.4 4

10692 Drosophila imaginal disc growth factor 2 is a trophic factor involved in energy balance,
detoxification, and innate immunity. Scientific Reports, 2017, 7, 43273. 1.6 34

10693 Salt suppresses IFNÎ³ inducible chemokines through the IFNÎ³-JAK1-STAT1 signaling pathway in proximal
tubular cells. Scientific Reports, 2017, 7, 46580. 1.6 2

10694 <i>NSD1</i> Inactivation and <i>SETD2</i> Mutation Drive a Convergence toward Loss of Function of
H3K36 Writers in Clear Cell Renal Cell Carcinomas. Cancer Research, 2017, 77, 4835-4845. 0.4 40

10695 Zika virus directly infects peripheral neurons and induces cell death. Nature Neuroscience, 2017, 20,
1209-1212. 7.1 85

10696 Quantitative Temporal in Vivo Proteomics Deciphers the Transition of Virus-Driven Myeloid Cells into
M2 Macrophages. Journal of Proteome Research, 2017, 16, 3391-3406. 1.8 15

10697 Analysis of the crossâ€•talk of Epsteinâ€“Barr virusâ€•infected B cells with T cells in the marmoset. Clinical
and Translational Immunology, 2017, 6, e127. 1.7 18

10698 Plakophilin-2 is required for transcription of genes that control calcium cycling and cardiac rhythm.
Nature Communications, 2017, 8, 106. 5.8 149

10699 HDAC3 is a molecular brake of the metabolic switch supporting white adipose tissue browning. Nature
Communications, 2017, 8, 93. 5.8 68

10700 RORÎ± controls hepatic lipid homeostasis via negative regulation of PPARÎ³ transcriptional network.
Nature Communications, 2017, 8, 162. 5.8 98

10701 DNA word analysis based on the distribution of the distances between symmetric words. Scientific
Reports, 2017, 7, 728. 1.6 14

10702 Auxin regulates functional gene groups in a fold-change-specific manner in Arabidopsis thaliana
roots. Scientific Reports, 2017, 7, 2489. 1.6 42

10703 Characterization of developmental defects in the forebrain resulting from hyperactivated mTOR
signaling by integrative analysis of transcriptomic and proteomic data. Scientific Reports, 2017, 7, 2826. 1.6 15

10704 Genome-Wide Comparative Analysis of Miniature Inverted Repeat Transposable Elements in 19
Arabidopsis thaliana Ecotype Accessions. Scientific Reports, 2017, 7, 2634. 1.6 17

10705 Oncopig Soft-Tissue Sarcomas Recapitulate Key Transcriptional Features of Human Sarcomas.
Scientific Reports, 2017, 7, 2624. 1.6 27

10706 Identification of transcripts with short stuORFs as targets for DENRâ€¢MCTS1-dependent translation in
human cells. Scientific Reports, 2017, 7, 3722. 1.6 42

10707 Clinical Significance and Effect of lncRNA HOXA11-AS in NSCLC: A Study Based on Bioinformatics, In
Vitro and in Vivo Verification. Scientific Reports, 2017, 7, 5567. 1.6 47

10708 Benchmarking selected computational gene network growing tools in context of virus-host
interactions. Scientific Reports, 2017, 7, 5805. 1.6 13



592

Citation Report

# Article IF Citations

10709 Elucidating the mechanisms underlying the beneficial health effects of dietary pollen on honey bees
(Apis mellifera) infested by Varroa mite ectoparasites. Scientific Reports, 2017, 7, 6258. 1.6 48

10710 Echinomycin inhibits adipogenesis in 3T3-L1 cells in a HIF-independent manner. Scientific Reports, 2017, 7,
6516. 1.6 31

10711 Anti-inflammatory and chondroprotective effects of the S-adenosylhomocysteine hydrolase inhibitor
3-Deazaneplanocin A, in human articular chondrocytes. Scientific Reports, 2017, 7, 6483. 1.6 22

10712 RNA sequencing reveals resistance of TLR4 ligand-activated microglial cells to inflammation mediated
by the selective jumonji H3K27 demethylase inhibitor. Scientific Reports, 2017, 7, 6554. 1.6 44

10713 Pre-therapy liver transcriptome landscape in Indian and French patients with severe alcoholic
hepatitis and steroid responsiveness. Scientific Reports, 2017, 7, 6816. 1.6 16

10714 PhosphoPredict: A bioinformatics tool for prediction of human kinase-specific phosphorylation
substrates and sites by integrating heterogeneous feature selection. Scientific Reports, 2017, 7, 6862. 1.6 72

10715 Divergent co-transcriptomes of different host cells infected with Toxoplasma gondii reveal cell
type-specific host-parasite interactions. Scientific Reports, 2017, 7, 7229. 1.6 49

10716 Genome-wide analysis of gene expression profiling revealed that COP9 signalosome is essential for
correct expression of Fe homeostasis genes in Arabidopsis. BioMetals, 2017, 30, 685-698. 1.8 11

10717 Quantitative Proteomic Analysis of Optimal Cutting Temperature (OCT) Embedded Core-Needle Biopsy
of Lung Cancer. Journal of the American Society for Mass Spectrometry, 2017, 28, 2078-2089. 1.2 15

10718 SPRINT: an SNP-free toolkit for identifying RNA editing sites. Bioinformatics, 2017, 33, 3538-3548. 1.8 64

10719 Isoform Evolution in Primates through Independent Combination of Alternative RNA Processing
Events. Molecular Biology and Evolution, 2017, 34, 2453-2468. 3.5 37

10720
Comparative transcriptomic analysis of porcine peripheral blood reveals differentially expressed
genes from the cytokineâ€“cytokine receptor interaction pathway related to health status. Genome,
2017, 60, 1021-1028.

0.9 12

10721
Novel Gene and Network Associations Found for Acute Lymphoblastic Leukemia Using Caseâ€“Control
and Family-Based Studies in Multiethnic Populations. Cancer Epidemiology Biomarkers and Prevention,
2017, 26, 1531-1539.

1.1 7

10722 The KMT1A-GATA3-STAT3 Circuit Is a Novel Self-Renewal Signaling of Human Bladder Cancer Stem Cells.
Clinical Cancer Research, 2017, 23, 6673-6685. 3.2 49

10723 Network analyses elucidate the role of SMYD3 in esophageal squamous cell carcinoma. FEBS Open Bio,
2017, 7, 1111-1125. 1.0 5

10724 The increased toxicity of UV-degraded nitroguanidine and IMX-101 to zebrafish larvae: Evidence
implicating oxidative stress. Aquatic Toxicology, 2017, 190, 228-245. 1.9 20

10725 Genetic-Metabolic Coupling for Targeted Metabolic Engineering. Cell Reports, 2017, 20, 1029-1037. 2.9 22

10726
2-Hydroxyisobutyrylation on histone H4K8 is regulated by glucose homeostasis in <i>Saccharomyces
cerevisiae</i>. Proceedings of the National Academy of Sciences of the United States of America, 2017,
114, 8782-8787.

3.3 74



593

Citation Report

# Article IF Citations

10727 The Sharpin interactome reveals a role for Sharpin in lamellipodium formation via the Arp2/3 complex.
Journal of Cell Science, 2017, 130, 3094-3107. 1.2 15

10728 MicroRNA-519a-3p mediates apoptosis resistance in breast cancer cells and their escape from
recognition by natural killer cells. Cell Death and Disease, 2017, 8, e2973-e2973. 2.7 80

10729 Identifying key stage-specific genes and transcription factors for gastric cancer based on
RNA-sequencing data. Medicine (United States), 2017, 96, e5691. 0.4 5

10730 Circular RNAs in rat models of cardiovascular and renal diseases. Physiological Genomics, 2017, 49,
484-490. 1.0 33

10731
Genome-wide transcriptome analysis of hippocampus in rats indicated that TLR/NLR signaling pathway
was involved in the pathogenisis of depressive disorder induced by chronic restraint stress. Brain
Research Bulletin, 2017, 134, 195-204.

1.4 29

10732 Transcriptomic Analysis of Ribosome-Bound mRNA in Cortical Neurites <i>In Vivo</i>. Journal of
Neuroscience, 2017, 37, 8688-8705. 1.7 49

10733 From Peptide Masses to Pregnancy Maintenance: A Comprehensive Proteomic Analysis of The Early
Equine Embryo Secretome, Blastocoel Fluid, and Capsule. Proteomics, 2017, 17, 1600433. 1.3 29

10734 Integrated assessment of toxic effects of maghemite (Î³-Fe2O3) nanoparticles in zebrafish. Aquatic
Toxicology, 2017, 191, 219-225. 1.9 56

10735 The Transcription Factor Sp3 Cooperates with HDAC2 to Regulate Synaptic Function and Plasticity in
Neurons. Cell Reports, 2017, 20, 1319-1334. 2.9 76

10736 ENA/VASP proteins regulate exocytosis by mediating myosin VI-dependent recruitment of secretory
granules to the cortical actin network. Molecular and Cellular Neurosciences, 2017, 84, 100-111. 1.0 4

10737
Histone phosphorylation by TRPM6â€™s cleaved kinase attenuates adjacent arginine methylation to
regulate gene expression. Proceedings of the National Academy of Sciences of the United States of
America, 2017, 114, E7092-E7100.

3.3 35

10738 Epigenomic analysis in a cell-based model reveals the roles of H3K9me3 in breast cancer
transformation. Epigenomics, 2017, 9, 1077-1092. 1.0 11

10739 Interferon-Î³ Represses M2 Gene Expression in Human Macrophages by Disassembling Enhancers Bound
by the Transcription Factor MAF. Immunity, 2017, 47, 235-250.e4. 6.6 153

10740 Mettl3-mediated m6A regulates spermatogonial differentiation and meiosis initiation. Cell Research,
2017, 27, 1100-1114. 5.7 306

10741 mRNAâ€“miRNA bipartite network reconstruction to predict prognostic module biomarkers in
colorectal cancer stage differentiation. Molecular BioSystems, 2017, 13, 2168-2180. 2.9 33

10742 Mechanisms of transcription factor-mediated direct reprogramming of mouse embryonic stem cells to
trophoblast stem-like cells. Nucleic Acids Research, 2017, 45, 10103-10114. 6.5 25

10743 Comparative proteomic analysis of different developmental stages of swamp buffalo testicular
seminiferous tubules. Reproduction in Domestic Animals, 2017, 52, 1120-1128. 0.6 2

10744 From Saccharomyces cerevisiae to human: The important gene co-expression modules. Biomedical
Reports, 2017, 7, 153-158. 0.9 29



594

Citation Report

# Article IF Citations

10745 Circadian and Feeding Rhythms Orchestrate the Diurnal Liver Acetylome. Cell Reports, 2017, 20,
1729-1743. 2.9 72

10746 MicroRNA-132 with Therapeutic Potential in Chronic Wounds. Journal of Investigative Dermatology,
2017, 137, 2630-2638. 0.3 68

10747 Chemoproteomics Reveals Chemical Diversity and Dynamics of 4-Oxo-2-nonenal Modifications in Cells.
Molecular and Cellular Proteomics, 2017, 16, 1789-1800. 2.5 26

10748 Positive and relaxed selection associated with flight evolution and loss in insect transcriptomes.
GigaScience, 2017, 6, 1-14. 3.3 40

10749 Differential gene expression and transport functionality in the bundle sheath versus mesophyll â€“ a
potential role in leaf mineral homeostasis. Journal of Experimental Botany, 2017, 68, 3179-3190. 2.4 22

10750 Editorâ€™s Highlight: Comparative Dose-Response Analysis of Liver and Kidney Transcriptomic Effects of
Trichloroethylene and Tetrachloroethylene in B6C3F1 Mouse. Toxicological Sciences, 2017, 160, 95-110. 1.4 23

10751 Nuclear FAK and Runx1 Cooperate to Regulate IGFBP3, Cell-Cycle Progression, and Tumor Growth.
Cancer Research, 2017, 77, 5301-5312. 0.4 48

10752 Microfluidics Cell Loadingâ€•Dock System: Ordered Cellular Array for Dynamic
Lymphocyteâ€•Communication Study. Advanced Biology, 2017, 1, e1700085. 3.0 27

10753 RNA-seq analysis of amygdala tissue reveals characteristic expression profiles in schizophrenia.
Translational Psychiatry, 2017, 7, e1203-e1203. 2.4 63

10754 Bioinformatics Resources for Interpreting Proteomics Mass Spectrometry Data. Methods in
Molecular Biology, 2017, 1647, 267-295. 0.4 1

10755 Transcriptomic characterization of bovine primary cultured hepatocytes; a cross-comparison with a
bovine liver and the Madin-Darby bovine kidney cells. Research in Veterinary Science, 2017, 113, 40-49. 0.9 8

10756 Identification of Rab18 as an Essential Host Factor for BK Polyomavirus Infection Using a
Whole-Genome RNA Interference Screen. MSphere, 2017, 2, . 1.3 29

10757 A genome-wide CRISPR screen reconciles the role of N-linked glycosylation in galectin-3 transport to
the cell surface. Journal of Cell Science, 2017, 130, 3234-3247. 1.2 38

10758 Detecting pathway relationship in the context of human protein-protein interaction network and its
application to Parkinsonâ€™s disease. Methods, 2017, 131, 93-103. 1.9 9

10759 Relationships of circular RNA with diabetes and depression. Scientific Reports, 2017, 7, 7285. 1.6 61

10760 Identification of altered pathways in breast cancer based on individualized pathway aberrance score.
Oncology Letters, 2017, 14, 1287-1294. 0.8 4

10761 Integrated analysis of differential expression and alternative splicing of non-small cell lung cancer
based on RNA sequencing. Oncology Letters, 2017, 14, 1519-1525. 0.8 11

10762 Molecular pathogenesis of human prostate basal cell hyperplasia. Prostate, 2017, 77, 1344-1355. 1.2 12



595

Citation Report

# Article IF Citations

10763 Cytoskeleton and nuclear lamina affection in recessive osteogenesis imperfecta: A functional
proteomics perspective. Journal of Proteomics, 2017, 167, 46-59. 1.2 22

10764 Identification and characterization of a new source of adult human neural progenitors. Cell Death
and Disease, 2017, 8, e2991-e2991. 2.7 12

10765 Functional prediction of miR-3144-5p in human cardiac myocytes based on transcriptome sequencing
and bioinformatics. Medicine (United States), 2017, 96, e7539. 0.4 3

10766 <i>Hamp1</i> mRNA and plasma hepcidin levels are influenced by sex and strain but do not predict
tissue iron levels in inbred mice. American Journal of Physiology - Renal Physiology, 2017, 313, G511-G523. 1.6 8

10767
Toxoplasma gondii and Neospora caninum induce different host cell responses at proteome-wide
phosphorylation events; a step forward for uncovering the biological differences between these
closely related parasites. Parasitology Research, 2017, 116, 2707-2719.

0.6 17

10768
Global gene expression analysis of the muscle tissues of medaka acclimated to low and high
environmental temperatures. Comparative Biochemistry and Physiology Part D: Genomics and
Proteomics, 2017, 24, 19-28.

0.4 13

10769 Inhibition of H3K4 demethylation induces autophagy in cancer cell lines. Biochimica Et Biophysica Acta
- Molecular Cell Research, 2017, 1864, 2428-2437. 1.9 19

10770 Quantitative proteomic analysis of host responses triggered by Mycobacterium tuberculosis infection
in human macrophage cells. Acta Biochimica Et Biophysica Sinica, 2017, 49, 835-844. 0.9 23

10771
Manganeseâ€• and 1â€•methylâ€•4â€•phenylpyridiniumâ€•induced neurotoxicity display differences in morphological,
electrophysiological and genomeâ€•wide alterations: implications for idiopathic Parkinson's disease.
Journal of Neurochemistry, 2017, 143, 334-358.

2.1 14

10772 Rhythmic Behavior Is Controlled by the SRm160 Splicing Factor in<i>Drosophila melanogaster</i>.
Genetics, 2017, 207, 593-607. 1.2 9

10773 Integrated Genomic Characterization of Pancreatic Ductal Adenocarcinoma. Cancer Cell, 2017, 32,
185-203.e13. 7.7 1,428

10774 NFIA co-localizes with PPARÎ³ and transcriptionally controls the brown fat gene program. Nature Cell
Biology, 2017, 19, 1081-1092. 4.6 73

10775 Lineage-specific dynamic and pre-established enhancerâ€“promoter contacts cooperate in terminal
differentiation. Nature Genetics, 2017, 49, 1522-1528. 9.4 255

10776 AAV-mediated direct in vivo CRISPR screen identifies functional suppressors in glioblastoma. Nature
Neuroscience, 2017, 20, 1329-1341. 7.1 179

10777 Constraints and consequences of the emergence of amino acid repeats in eukaryotic proteins. Nature
Structural and Molecular Biology, 2017, 24, 765-777. 3.6 53

10778 NAC1 Regulates Somatic Cell Reprogramming by Controlling Zeb1 and E-cadherin Expression. Stem Cell
Reports, 2017, 9, 913-926. 2.3 14

10779 MicroRNA-143 and -145 modulate the phenotype of synovial fibroblasts in rheumatoid arthritis.
Experimental and Molecular Medicine, 2017, 49, e363-e363. 3.2 48

10780 Transcriptome Analysis of Three Sheep Intestinal Regions reveals Key Pathways and Hub Regulatory
Genes of Large Intestinal Lipid Metabolism. Scientific Reports, 2017, 7, 5345. 1.6 18



596

Citation Report

# Article IF Citations

10781 VGLL4 Selectively Represses YAP-Dependent Gene Induction and Tumorigenic Phenotypes in Breast
Cancer. Scientific Reports, 2017, 7, 6190. 1.6 46

10782 The Epigenetic Landscape of Promoter Genome-wide Analysis in Breast Cancer. Scientific Reports, 2017,
7, 6597. 1.6 25

10783 An exploratory genome-wide analysis of genetic risk for alcoholic hepatitis. Scandinavian Journal of
Gastroenterology, 2017, 52, 1263-1269. 0.6 13

10784 A rigorous method to enrich for exosomes from brain tissue. Journal of Extracellular Vesicles, 2017,
6, 1348885. 5.5 218

10785 The methyltransferase SET9 regulates TGF B-1 activation of renal fibroblasts via interaction with
SMAD3. Journal of Cell Science, 2018, 131, . 1.2 18

10786 Gene expression profile analysis of the bone microenvironment in patients with spinal metastases.
Oncology Letters, 2017, 15, 61-68. 0.8 3

10787 Dysregulation of YAP by ARF Stimulated with Tea-derived Carbon Nanodots. Scientific Reports, 2017, 7,
16577. 1.6 15

10788
Network analysis identifies chromosome intermingling regions as regulatory hotspots for
transcription. Proceedings of the National Academy of Sciences of the United States of America, 2017,
114, 13714-13719.

3.3 45

10789 Transcription Factor IRF4 Promotes CD8+ T Cell Exhaustion and Limits the Development of Memory-like
T Cells during Chronic Infection. Immunity, 2017, 47, 1129-1141.e5. 6.6 335

10790 MiR-211 is essential for adult cone photoreceptor maintenance and visual function. Scientific Reports,
2017, 7, 17004. 1.6 29

10791 Cytoplasmic polyadenylation-mediated translational control of maternal mRNAs directs maternal to
zygotic transition. Development (Cambridge), 2017, 145, . 1.2 46

10792 A Quasi-Clique Mining Algorithm for Analysis of the Human Protein-Protein Interaction Network.
Lecture Notes in Computer Science, 2017, , 411-417. 1.0 2

10793 Promoter-level transcriptome in primary lesions of endometrial cancer identified biomarkers
associated with lymph node metastasis. Scientific Reports, 2017, 7, 14160. 1.6 11

10794 Highly expressed genes evolve under strong epistasis from a proteome-wide scan in E. coli. Scientific
Reports, 2017, 7, 15844. 1.6 4

10795 Non-digestible oligosaccharides directly regulate host kinome to modulate host inflammatory
responses without alterations in the gut microbiota. Microbiome, 2017, 5, 135. 4.9 64

10796 Big data in genomics. , 2017, , . 2

10797 AP-2Î± and AP-2Î² cooperatively orchestrate homeobox gene expression during branchial arch patterning.
Development (Cambridge), 2018, 145, . 1.2 35

10798
Comparative transcriptomic analysis of endothelial progenitor cells derived from umbilical cord
blood and adult peripheral blood: Implications for the generation of induced pluripotent stem cells.
Stem Cell Research, 2017, 25, 202-212.

0.3 12



597

Citation Report

# Article IF Citations

10799 MYC-containing amplicons in acute myeloid leukemia: Genomic structures, evolution, and
transcriptional consequences. Leukemia, 2017, , . 3.3 2

10800 Expression of <scp>CPPED</scp>1 in human trophoblasts is associated with timing of term birth.
Journal of Cellular and Molecular Medicine, 2018, 22, 968-981. 1.6 10

10801 A COUP-TFII Human Embryonic Stem Cell Reporter Line to Identify and Select Atrial Cardiomyocytes.
Stem Cell Reports, 2017, 9, 1765-1779. 2.3 44

10802 Inference of differentiation time for single cell transcriptomes using cell population reference data.
Nature Communications, 2017, 8, 1856. 5.8 30

10803 Epigenetic Drug Repositioning for Alzheimerâ€™s Disease Based on Epigenetic Targets in Human
Interactome. Journal of Alzheimer's Disease, 2017, 61, 53-65. 1.2 20

10805 Mediator Complex Subunits MED2, MED5, MED16, and MED23 Genetically Interact in the Regulation of
Phenylpropanoid Biosynthesis. Plant Cell, 2017, 29, 3269-3285. 3.1 46

10806 E2F/DP Prevents Cell-Cycle Progression in Endocycling Fat Body Cells by Suppressing dATM Expression.
Developmental Cell, 2017, 43, 689-703.e5. 3.1 21

10807 Chromatin Accessibility Dynamics during iPSC Reprogramming. Cell Stem Cell, 2017, 21, 819-833.e6. 5.2 180

10808 Comprehensive statistical inference of the clonal structure of cancer from multiple biopsies.
Scientific Reports, 2017, 7, 16943. 1.6 1

10809 Roles of alternative splicing in modulating transcriptional regulation. BMC Systems Biology, 2017, 11,
89. 3.0 27

10810 A network pharmacology approach to investigate the pharmacological effects of Guizhi Fuling Wan
on uterine fibroids. Experimental and Therapeutic Medicine, 2017, 14, 4697-4710. 0.8 39

10811 A Cell-Line-Specific Atlas of PARP-Mediated Protein Asp/Glu-ADP-Ribosylation in Breast Cancer. Cell
Reports, 2017, 21, 2326-2337. 2.9 51

10812 Computational derivation of a molecular framework for hair follicle biology from disease genes.
Scientific Reports, 2017, 7, 16303. 1.6 4

10813 Genome-wide analysis of circular RNAs in prenatal and postnatal pituitary glands of sheep. Scientific
Reports, 2017, 7, 16143. 1.6 50

10814 Identification of key genes, transcription factors and microRNAs involved in intracranial aneurysm.
Molecular Medicine Reports, 2018, 17, 891-897. 1.1 17

10815 IMA: Identifying disease-related genes using MeSH terms and association rules. Journal of Biomedical
Informatics, 2017, 76, 110-123. 2.5 8

10816
Discovery of a Small-Molecule Bromodomain-Containing Protein 4 (BRD4) Inhibitor That Induces
AMP-Activated Protein Kinase-Modulated Autophagy-Associated Cell Death in Breast Cancer. Journal of
Medicinal Chemistry, 2017, 60, 9990-10012.

2.9 103

10817 NSD1- and NSD2-damaging mutations define a subset of laryngeal tumors with favorable prognosis.
Nature Communications, 2017, 8, 1772. 5.8 40



598

Citation Report

# Article IF Citations

10818 Exome array analysis identifies GPR35 as a novel susceptibility gene for anthracycline-induced
cardiotoxicity in childhood cancer. Pharmacogenetics and Genomics, 2017, 27, 445-453. 0.7 22

10819
Differential Expression of MicroRNAs in Embryos and Larvae of Mahi-Mahi (<i>Coryphaena) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 707 Td (hippurus</i>) Exposed to <i>Deepwater Horizon</i> Oil. Environmental Science and Technology

Letters, 2017, 4, 523-529.
3.9 15

10820 Uhrf1 is indispensable for normal limb growth by regulating chondrocyte differentiation through
specific gene expression. Development (Cambridge), 2018, 145, . 1.2 22

10821 Epigenetic Therapy Ties MYC Depletion to Reversing Immune Evasion and Treating Lung Cancer. Cell,
2017, 171, 1284-1300.e21. 13.5 366

10822
Deep RNA Sequencing Uncovers a Repertoire of Human Macrophage Long Intergenic Noncoding RNAs
Modulated by Macrophage Activation and Associated With Cardiometabolic Diseases. Journal of the
American Heart Association, 2017, 6, .

1.6 36

10823 NRF1 Is an ER Membrane Sensor that Is Central to Cholesterol Homeostasis. Cell, 2017, 171, 1094-1109.e15. 13.5 164

10824 First insights into the pleiotropic role of vrf (yedF), a newly characterized gene of Salmonella
Typhimurium. Scientific Reports, 2017, 7, 15291. 1.6 4

10825 Functional annotation of structural ncRNAs within enhancer RNAs in the human genome:
implications for human disease. Scientific Reports, 2017, 7, 15518. 1.6 26

10826 Targeting a non-oncogene addiction to the ATR/CHK1 axis for the treatment of small cell lung cancer.
Scientific Reports, 2017, 7, 15511. 1.6 54

10827 Metabolic reprogramming ensures cancer cell survival despite oncogenic signaling blockade. Genes
and Development, 2017, 31, 2067-2084. 2.7 57

10828 Global role of the bacterial post-transcriptional regulator CsrA revealed by integrated
transcriptomics. Nature Communications, 2017, 8, 1596. 5.8 157

10829 A soft selective sweep during rapid evolution of gentle behaviour in an Africanized honeybee. Nature
Communications, 2017, 8, 1550. 5.8 33

10830 Development of multivariable models to predict change in Body Mass Index within a clinical trial
population of psychotic individuals. Scientific Reports, 2017, 7, 14738. 1.6 16

10831 Downregulation of the protein synthesis machinery is a major regulatory event during early
adipogenic differentiation of human adipose-derived stromal cells. Stem Cell Research, 2017, 25, 191-201. 0.3 24

10832 Urothelial cancer proteomics provides both prognostic and functional information. Scientific
Reports, 2017, 7, 15819. 1.6 20

10833 Transcriptome sequencing and differential gene expression analysis of the schistosome-transmitting
snail Oncomelania hupensis inhabiting hilly and marshland regions. Scientific Reports, 2017, 7, 15809. 1.6 7

10834 Mediator Kinase Phosphorylation of STAT1 S727 Promotes Growth of Neoplasms With JAK-STAT
Activation. EBioMedicine, 2017, 26, 112-125. 2.7 35

10835 Plant Bioinformatics: Next Generation Sequencing Approaches. , 2017, , 1-106. 1



599

Citation Report

# Article IF Citations

10836 Systems-Based Approach to the Analyses of Plant Functions: Conceptual Understanding,
Implementation, and Analysis. , 2017, , 107-133. 3

10837 Active H3K27me3 demethylation by KDM6B is required for normal development of bovine
preimplantation embryos. Epigenetics, 2017, 12, 1048-1056. 1.3 30

10838 Shep regulates <i>Drosophila</i> neuronal remodeling by controlling transcription of its chromatin
targets. Development (Cambridge), 2018, 145, . 1.2 12

10839 Common mechanism of pathogenesis in various types of metastatic osteosarcoma. Oncology Letters,
2017, 14, 6307-6313. 0.8 6

10840 Molecular analysis of axonal-intrinsic and glial-associated co-regulation of axon degeneration. Cell
Death and Disease, 2017, 8, e3166-e3166. 2.7 41

10841 Analysis of gene expression profiling variations induced by hsa-miR-145-5p-overexpression in laryngeal
squamous cell carcinoma cell line Tu-177. Molecular Medicine Reports, 2017, 16, 5863-5870. 1.1 7

10842 A microRNA screen reveals that elevated hepatic ectodysplasin A expression contributes to
obesity-induced insulin resistance in skeletal muscle. Nature Medicine, 2017, 23, 1466-1473. 15.2 51

10843 DNA damage-induced histone H1 ubiquitylation is mediated by HUWE1 and stimulates the RNF8-RNF168
pathway. Scientific Reports, 2017, 7, 15353. 1.6 54

10844 Genome-wide analyses of long noncoding RNA expression profiles in lung adenocarcinoma. Scientific
Reports, 2017, 7, 15331. 1.6 20

10845 RNA editing by ADAR1 leads to context-dependent transcriptome-wide changes in RNA secondary
structure. Nature Communications, 2017, 8, 1440. 5.8 77

10846
Application of a co-expression network for the analysis of aggressive and non-aggressive breast
cancer cell lines to predict the clinical outcome of patients. Molecular Medicine Reports, 2017, 16,
7967-7978.

1.1 24

10847 Base-Resolution Mapping Reveals Distinct m1A Methylome in Nuclear- and Mitochondrial-Encoded
Transcripts. Molecular Cell, 2017, 68, 993-1005.e9. 4.5 344

10848 Antibiotics induce polarization of pleural macrophages to M2-like phenotype in patients with
tuberculous pleuritis. Scientific Reports, 2017, 7, 14982. 1.6 14

10849 Deconvolution of Transcriptional Networks in Post-Traumatic Stress Disorder Uncovers Master
Regulators Driving Innate Immune System Function. Scientific Reports, 2017, 7, 14486. 1.6 12

10850 Severe neonatal hyperbilirubinemia in Criglerâ€•Najjar syndrome model mice can be reversed with zinc
protoporphyrin. Hepatology Communications, 2017, 1, 792-802. 2.0 8

10851 Bayesian inference of negative and positive selection in human cancers. Nature Genetics, 2017, 49,
1785-1788. 9.4 90

10852 Short poly(A) tails are a conserved feature of highly expressed genes. Nature Structural and
Molecular Biology, 2017, 24, 1057-1063. 3.6 200

10853 Genome-wide genetic and epigenetic analyses of pancreatic acinar cell carcinomas reveal aberrations
in genome stability. Nature Communications, 2017, 8, 1323. 5.8 53



600

Citation Report

# Article IF Citations

10854 Epigenetics and adaptive phenotypic variation between habitats in an asexual snail. Scientific Reports,
2017, 7, 14139. 1.6 58

10855
Identification of potentially critical differentially methylated genes in nasopharyngeal carcinoma: A
comprehensive analysis of methylation profiling and gene expression profiling. Oncology Letters,
2017, 14, 7171-7178.

0.8 9

10856 Evaluating the associations between human circadian rhythms and dysregulated genes in liver cancer
cells. Oncology Letters, 2017, 14, 7353-7359. 0.8 6

10857 Identification and functional analysis of riskâ€‘related microRNAs for the prognosis of patients with
bladder urothelial carcinoma. Oncology Letters, 2017, 14, 7297-7303. 0.8 5

10858 Systematic analysis of the molecular mechanism of microRNAâ€‘124 in hepatoblastoma cells. Oncology
Letters, 2017, 14, 7161-7170. 0.8 4

10859 Integrated microRNAâ€‘mRNA analyses of distinct expression profiles in follicular thyroid tumors.
Oncology Letters, 2017, 14, 7153-7160. 0.8 10

10860 Prediction of Hostâ€“Pathogen Interactions for Helicobacter pylori by Interface Mimicry and
Implications to Gastric Cancer. Journal of Molecular Biology, 2017, 429, 3925-3941. 2.0 28

10861 Genome-wide analysis and prediction of functional long noncoding RNAs in osteoblast
differentiation under simulated microgravity. Molecular Medicine Reports, 2017, 16, 8180-8188. 1.1 10

10862 Using an NMR metabolomics approach to investigate the pathogenicity of amyloid-beta and
alpha-synuclein. Metabolomics, 2017, 13, 151. 1.4 17

10863 Characterization of the zinc-induced Shank3 interactome of mouse synaptosome. Biochemical and
Biophysical Research Communications, 2017, 494, 581-586. 1.0 13

10864 IRF3 and type I interferons fuel a fatal response to myocardial infarction. Nature Medicine, 2017, 23,
1481-1487. 15.2 358

10865 An IRF-3-, IRF-5-, and IRF-7-Independent Pathway of Dengue Viral Resistance Utilizes IRF-1 to Stimulate Type
I and II Interferon Responses. Cell Reports, 2017, 21, 1600-1612. 2.9 53

10866 Ï‰-3 polyunsaturated fatty acids direct differentiation of the membrane phenotype in mesenchymal stem
cells to potentiate osteogenesis. Science Advances, 2017, 3, eaao1193. 4.7 105

10867 Rem2 signaling affects neuronal structure and function in part by regulation of gene expression.
Molecular and Cellular Neurosciences, 2017, 85, 190-201. 1.0 6

10868 5-Methylcytosine RNA Methylation in Arabidopsis Thaliana. Molecular Plant, 2017, 10, 1387-1399. 3.9 181

10869 The Co-regulation Data Harvester: Automating gene annotation starting from a transcriptome
database. SoftwareX, 2017, 6, 165-171. 1.2 3

10870 A Long Noncoding RNA Signature That Predicts Pathological Complete Remission Rate Sensitively in
Neoadjuvant Treatment of Breast Cancer. Translational Oncology, 2017, 10, 988-997. 1.7 16

10871 Genetic background analysis and breed evaluation of Yiling yellow cattle. Journal of Integrative
Agriculture, 2017, 16, 2246-2256. 1.7 27



601

Citation Report

# Article IF Citations

10872 Genome-wide discovery of long intergenic noncoding RNAs and their epigenetic signatures in the rat.
Scientific Reports, 2017, 7, 14817. 1.6 3

10873 Sporadic Hirschsprung Disease: Mutational Spectrum and Novel Candidate Genes Revealed by
Next-generation Sequencing. Scientific Reports, 2017, 7, 14796. 1.6 19

10874 Genome-wide profiling of nardilysin target genes reveals its role in epigenetic regulation and cell
cycle progression. Scientific Reports, 2017, 7, 14801. 1.6 8

10875 Comprehensive and Integrated Genomic Characterization of Adult Soft Tissue Sarcomas. Cell, 2017, 171,
950-965.e28. 13.5 738

10876 Mammalian Î³2 AMPK regulates intrinsic heart rate. Nature Communications, 2017, 8, 1258. 5.8 43

10877 Two missense mutations in KCNQ1 cause pituitary hormone deficiency and maternally inherited
gingival fibromatosis. Nature Communications, 2017, 8, 1289. 5.8 33

10878 Differentially expressed genes in the caecal and colonic mucosa of Landrace finishing pigs with high
and low food conversion ratios. Scientific Reports, 2017, 7, 14886. 1.6 14

10879 Microarray-Based Gene Expression Analysis for Veterinary Pathologists: A Review. Veterinary
Pathology, 2017, 54, 734-755. 0.8 13

10880
Hypoxia-Induced Changes in the Fibroblast Secretome, Exosome, and Whole-Cell Proteome Using
Cultured, Cardiac-Derived Cells Isolated from Neonatal Mice. Journal of Proteome Research, 2017, 16,
2836-2847.

1.8 49

10881 Combinatory Evaluation of Transcriptome and Metabolome Profiles of Low Temperature-induced
Resistant Ascites Syndrome in Broiler Chickens. Scientific Reports, 2017, 7, 2389. 1.6 5

10882 Characterization of a new murine cell line of sarcomatoid hepatocellular carcinoma and its
application for biomarker/therapy development. Scientific Reports, 2017, 7, 3052. 1.6 5

10883 A comprehensive analysis and annotation of human normal urinary proteome. Scientific Reports, 2017,
7, 3024. 1.6 127

10884 Construction of competitive endogenous RNA network reveals regulatory role of long nonâ€•coding
RNAs in type 2 diabetes mellitus. Journal of Cellular and Molecular Medicine, 2017, 21, 3204-3213. 1.6 48

10885 REST suppression mediates neural conversion of adult human fibroblasts via microRNAâ€•dependent and
â€•independent pathways. EMBO Molecular Medicine, 2017, 9, 1117-1131. 3.3 87

10886
Sequencing-based network analysis provides a core set of gene resource for understanding kidney
immune response against Edwardsiella tarda infection in Japanese flounder. Fish and Shellfish
Immunology, 2017, 67, 643-654.

1.6 38

10887 Quantitative Phosphoproteomics Reveals a Role for Collapsin Response Mediator Protein 2 in
PDGF-Induced Cell Migration. Scientific Reports, 2017, 7, 3970. 1.6 8

10888 The transcriptional repressor GATAD2B mediates progesterone receptor suppression of myometrial
contractile gene expression. Journal of Biological Chemistry, 2017, 292, 12560-12576. 1.6 9

10889 Genomic Reconstruction of the History of Native Sheep Reveals the Peopling Patterns of Nomads and
the Expansion of Early Pastoralism in East Asia. Molecular Biology and Evolution, 2017, 34, 2380-2395. 3.5 94



602

Citation Report

# Article IF Citations

10890 Discovery and engineering of a 1-butanol biosensor in Saccharomyces cerevisiae. Bioresource
Technology, 2017, 245, 1343-1351. 4.8 36

10891 Comparative Proteomic Analysis of the Mitochondria-associated ER Membrane (MAM) in a Long-term
Type 2 Diabetic Rodent Model. Scientific Reports, 2017, 7, 2062. 1.6 63

10892 <i>Isl1</i> Controls Patterning and Mineralization of Enamel in the Continuously Renewing Mouse
Incisor. Journal of Bone and Mineral Research, 2017, 32, 2219-2231. 3.1 14

10893 Identifying disrupted pathways by tracking altered modules in typeÂ 2 DM-related heart failure. Herz,
2017, 42, 98-106. 0.4 3

10894
Genetic factor common to schizophrenia and HIV infection is associated with risky sexual behavior:
antagonistic vs. synergistic pleiotropic SNPs enriched for distinctly different biological functions.
Human Genetics, 2017, 136, 75-83.

1.8 17

10895 A constrained $$ell $$1 minimization approach for estimating multiple sparse Gaussian or
nonparanormal graphical models. Machine Learning, 2017, 106, 1381-1417. 3.4 8

10896 A genome-wide transcriptomic analysis of articular cartilage during normal maturation in pigs. Gene,
2017, 627, 508-518. 1.0 4

10897 Stabilization of the c-Myc Protein by CAMKIIÎ³ Promotes T Cell Lymphoma. Cancer Cell, 2017, 32, 115-128.e7. 7.7 68

10898 Proteomic evaluation of mouse adipose tissue and liver following hydroxytyrosol supplementation.
Food and Chemical Toxicology, 2017, 107, 329-338. 1.8 14

10899 Human Monocyte Subsets Are Transcriptionally and Functionally Altered in Aging in Response to
Pattern Recognition Receptor Agonists. Journal of Immunology, 2017, 199, 1405-1417. 0.4 118

10900 Zebrafish zic2 controls formation of periocular neural crest and choroid fissure morphogenesis.
Developmental Biology, 2017, 429, 92-104. 0.9 32

10901 Androgen induces G3BP2 and SUMO-mediated p53 nuclear export in prostate cancer. Oncogene, 2017,
36, 6272-6281. 2.6 53

10902 Characterization of transcriptional modules related to fibrosing-NAFLD progression. Scientific
Reports, 2017, 7, 4748. 1.6 48

10903 Transcriptome dynamics of human pluripotent stem cell-derived contracting cardiomyocytes using an
embryoid body model with fetal bovine serum. Molecular BioSystems, 2017, 13, 1565-1574. 2.9 8

10904
Combined epigenetic and differentiation-based treatment inhibits neuroblastoma tumor growth and
links HIF2Î± to tumor suppression. Proceedings of the National Academy of Sciences of the United States
of America, 2017, 114, E6137-E6146.

3.3 56

10905 Recent advances and clinical insights into the use of proteomics in the study of atherosclerosis.
Expert Review of Proteomics, 2017, 14, 701-713. 1.3 6

10906 MeCP2 regulated glycogenes contribute to proliferation and apoptosis of gastric cancer cells.
Glycobiology, 2017, 27, cwx006. 1.3 10

10907 Bioinformatics analysis of transcription profiling of solid pseudopapillary neoplasm of the pancreas.
Molecular Medicine Reports, 2017, 16, 1635-1642. 1.1 9



603

Citation Report

# Article IF Citations

10908 Vorinostat and Mithramycin A in combination therapy as an interesting strategy for the treatment of
SÃ©zary T lymphoma: a transcriptomic approach. Archives of Dermatological Research, 2017, 309, 611-623. 1.1 6

10909 Transcriptome Sequencing Reveals Astrocytes as a Therapeutic Target in Heat-Stroke. Neuroscience
Bulletin, 2017, 33, 627-640. 1.5 13

10910 Persistent KSHV Infection Increases EBV-Associated Tumor Formation InÂ Vivo via Enhanced EBV Lytic
Gene Expression. Cell Host and Microbe, 2017, 22, 61-73.e7. 5.1 102

10911 Dynamic gene expression response to altered gravity in human T cells. Scientific Reports, 2017, 7, 5204. 1.6 39

10912 StereoGene: rapid estimation of genome-wide correlation of continuous or interval feature data.
Bioinformatics, 2017, 33, 3158-3165. 1.8 22

10913 MAPPING NEURONAL CELL TYPES USING INTEGRATIVE MULTI-SPECIES MODELING OF HUMAN AND MOUSE
SINGLE CELL RNA SEQUENCING. , 2017, 22, 599-610. 4

10914 Golgi Outpost Synthesis Impaired by Toxic Polyglutamine Proteins Contributes to Dendritic Pathology
in Neurons. Cell Reports, 2017, 20, 356-369. 2.9 31

10915 DoriTool: A Bioinformatics Integrative Tool for Post-Association Functional Annotation. Public
Health Genomics, 2017, 20, 126-135. 0.6 4

10916 Quantitative proteomics reveal the anti-tumour mechanism of the carbohydrate recognition domain
of Galectin-3 in Hepatocellular carcinoma. Scientific Reports, 2017, 7, 5189. 1.6 15

10917 Sex-specific lung functional changes in adult mice exposed only to second-hand smoke in utero.
Respiratory Research, 2017, 18, 104. 1.4 24

10918 GATA4 and LMO3 balance angiocrine signaling and autocrine inflammatory activation by BMP2 in liver
sinusoidal endothelial cells. Gene, 2017, 627, 491-499. 1.0 17

10919 Cattle genome-wide analysis reveals genetic signatures in trypanotolerant Nâ€™Dama. BMC Genomics,
2017, 18, 371. 1.2 29

10920 CancerPDF: A repository of cancer-associated peptidome found in human biofluids. Scientific Reports,
2017, 7, 1511. 1.6 30

10921 Randomization Strategies Affect Motif Significance Analysis in TF-miRNA-Gene Regulatory Networks.
Journal of Integrative Bioinformatics, 2017, 14, . 1.0 1

10922 Inhibition of IKKÉ› and TBK1 Improves Glucose Control in a Subset of Patients with Type 2 Diabetes. Cell
Metabolism, 2017, 26, 157-170.e7. 7.2 127

10924 Statin-induced expression change of INSIG1 in lymphoblastoid cell lines correlates with plasma
triglyceride statin response in a sex-specific manner. Pharmacogenomics Journal, 2017, 17, 222-229. 0.9 14

10925 Effects of rye inclusion in grower diets on immune competence-related parameters and performance
in broilers. Poultry Science, 2017, 96, 3324-3337. 1.5 19

10926 Microarray analysis of differentially expressed genes in L929 mouse fibroblast cells exposed to leptin
and hypoxia. Molecular Medicine Reports, 2017, 16, 181-191. 1.1 6



604

Citation Report

# Article IF Citations

10927 Development and Validation of an Individualized Immune Prognostic Signature in Early-Stage
Nonsquamous Nonâ€“Small Cell Lung Cancer. JAMA Oncology, 2017, 3, 1529. 3.4 412

10928 Comparative genetic, proteomic and phosphoproteomic analysis of C. elegans embryos with a focus on
ham-1/STOX and pig-1/MELK in dopaminergic neuron development. Scientific Reports, 2017, 7, 4314. 1.6 11

10929 Integrated analysis of the potential roles of miRNA-mRNA networks in triple negative breast cancer.
Molecular Medicine Reports, 2017, 16, 1139-1146. 1.1 18

10930 Mesenchymal stem cells correct haemodynamic dysfunction associated with liver injury after
extended resection in a pig model. Scientific Reports, 2017, 7, 2617. 1.6 10

10931 Defects in dosage compensation impact global gene regulation in the mouse trophoblast. Development
(Cambridge), 2017, 144, 2784-2797. 1.2 31

10932 Quantitative proteomic analysis of iron-regulated outer membrane proteins in Aeromonas hydrophila
as potential vaccine candidates. Fish and Shellfish Immunology, 2017, 68, 1-9. 1.6 24

10933 Recessive mutation in EXOSC3 associates with mitochondrial dysfunction and pontocerebellar
hypoplasia. Mitochondrion, 2017, 37, 46-54. 1.6 26

10934 Bioinformatics analysis of gene expression profiles in B cells of postmenopausal osteoporosis
patients. Taiwanese Journal of Obstetrics and Gynecology, 2017, 56, 165-170. 0.5 15

10935 MicroRNA profiling in the dentate gyrus in epileptic rats. Medicine (United States), 2017, 96, e6744. 0.4 8

10936 Transcript profiling of native Korean grapevine species Vitis flexuosa exposed to dehydration and
rehydration treatment. Horticulture Environment and Biotechnology, 2017, 58, 66-77. 0.7 2

10937 Effects of in Utero PFOS Exposure on Transcriptome, Lipidome, and Function of Mouse Testis.
Environmental Science &amp; Technology, 2017, 51, 8782-8794. 4.6 51

10938 Gene Expression Profile of Peripheral Blood Mononuclear Cells in Response to Intracerebral
Hemorrhage. DNA and Cell Biology, 2017, 36, 647-654. 0.9 13

10939 Omics approaches to study gene regulatory networks for development in echinoderms. Briefings in
Functional Genomics, 2017, 16, 299-308. 1.3 12

10940 Commensal-to-pathogen transition: One-single transposon insertion results in two pathoadaptive
traits in Escherichia coli -macrophage interaction. Scientific Reports, 2017, 7, 4504. 1.6 51

10941 Integrative analysis of DNA methylation, mRNAs, and small RNAs during maize embryo
dedifferentiation. BMC Plant Biology, 2017, 17, 105. 1.6 16

10942 Mov10 suppresses retroelements and regulates neuronal development and function in the developing
brain. BMC Biology, 2017, 15, 54. 1.7 40

10943 Transcriptomic profiles of aging in naÃ¯ve and memory CD4+ cells from mice. Immunity and Ageing, 2017,
14, 15. 1.8 16

10944 The genomic road to invasionâ€”examining the similarities and differences in the genomes of associated
oral pre-cancer and cancer samples. Genome Medicine, 2017, 9, 53. 3.6 32



605

Citation Report

# Article IF Citations

10945
Genetic Tools for Self-Organizing Culture of Mouse Embryonic Stem Cells via Small Regulatory
RNA-Mediated Technologies, CRISPR/Cas9, and Inducible RNAi. Methods in Molecular Biology, 2017, 1622,
269-292.

0.4 1

10946 Reconstruction of the mouse extrahepatic biliary tree using primary human extrahepatic
cholangiocyte organoids. Nature Medicine, 2017, 23, 954-963. 15.2 210

10947 Early Transcriptional Responses during Heat Stress in the Coral <i>Acropora hyacinthus</i>.
Biological Bulletin, 2017, 232, 91-100. 0.7 85

10948
Secondhand Smoke-Prevalent Polycyclic Aromatic Hydrocarbon Binary Mixture-Induced Specific
Mitogenic and Pro-inflammatory Cell Signaling Events in Lung Epithelial Cells. Toxicological Sciences,
2017, 157, 156-171.

1.4 24

10949 RNA-Seq of Human Neural Progenitor Cells Exposed to Lead (Pb) Reveals Transcriptome Dynamics,
Splicing Alterations and Disease Risk Associations. Toxicological Sciences, 2017, 159, 251-265. 1.4 22

10950 Regulation of growthâ€“defense balance by the JASMONATE ZIMâ€•DOMAIN (JAZ)â€•MYC transcriptional
module. New Phytologist, 2017, 215, 1533-1547. 3.5 182

10951 PRMT1-Mediated Translation Regulation Is a Crucial Vulnerability of Cancer. Cancer Research, 2017, 77,
4613-4625. 0.4 30

10952
Enrichment of in vivo transcription data from dietary intervention studies with in vitro data provides
improved insight into gene regulation mechanisms in the intestinal mucosa. Genes and Nutrition, 2017,
12, 11.

1.2 4

10953 Structure alignment-based classification of RNA-binding pockets reveals regional RNA recognition
motifs on protein surfaces. BMC Bioinformatics, 2017, 18, 27. 1.2 7

10954 Comparison of tissue/disease specific integrated networks using directed graphlet signatures. BMC
Bioinformatics, 2017, 18, 135. 1.2 9

10955 Reactome pathway analysis: a high-performance in-memory approach. BMC Bioinformatics, 2017, 18, 142. 1.2 600

10956 Two-way learning with one-way supervision for gene expression data. BMC Bioinformatics, 2017, 18,
150. 1.2 2

10957 Cross disease analysis of co-functional microRNA pairs on a reconstructed network of
disease-gene-microRNA tripartite. BMC Bioinformatics, 2017, 18, 193. 1.2 12

10958 Comparison of different cell type correction methods for genome-scale epigenetics studies. BMC
Bioinformatics, 2017, 18, 216. 1.2 80

10959 TIGERi: modeling and visualizing the responses to perturbation of a transcription factor network.
BMC Bioinformatics, 2017, 18, 260. 1.2 2

10960 In silico re-identification of properties of drug target proteins. BMC Bioinformatics, 2017, 18, 248. 1.2 26

10961 QueryOR: a comprehensive web platform for genetic variant analysis and prioritization. BMC
Bioinformatics, 2017, 18, 225. 1.2 20

10962 WebGIVI: a web-based gene enrichment analysis and visualization tool. BMC Bioinformatics, 2017, 18,
237. 1.2 12



606

Citation Report

# Article IF Citations

10963 Early response index: a statistic to discover potential early stage disease biomarkers. BMC
Bioinformatics, 2017, 18, 313. 1.2 6

10964 Neotenic phenomenon in gene expression in the skin of Foxn1- deficient (nude) mice - a projection for
regenerative skin wound healing. BMC Genomics, 2017, 18, 56. 1.2 21

10965 Genome-wide standing variation facilitates long-term response to bidirectional selection for
antibody response in chickens. BMC Genomics, 2017, 18, 99. 1.2 23

10966
Enhanced transcriptomic responses in the Pacific salmon louse Lepeophtheirus salmonis oncorhynchi
to the non-native Atlantic Salmon Salmo salar suggests increased parasite fitness. BMC Genomics,
2017, 18, 110.

1.2 16

10967 Diversity and regulatory impact of copy number variation in the primate Macaca fascicularis. BMC
Genomics, 2017, 18, 144. 1.2 9

10968 Origin and phylogenetic status of the local Ashanti Dwarf pig (ADP) of Ghana based on genetic
analysis. BMC Genomics, 2017, 18, 193. 1.2 17

10969 Analysis of hepatic transcript profile and plasma lipid profile in early lactating dairy cows fed grape
seed and grape marc meal extract. BMC Genomics, 2017, 18, 253. 1.2 27

10970 Widespread of horizontal gene transfer in the human genome. BMC Genomics, 2017, 18, 274. 1.2 21

10971 Cross-disorder comparative analysis of comorbid conditions reveals novel autism candidate genes.
BMC Genomics, 2017, 18, 315. 1.2 24

10972 Transcriptome dynamics in early zebrafish embryogenesis determined by high-resolution time course
analysis of 180 successive, individual zebrafish embryos. BMC Genomics, 2017, 18, 287. 1.2 12

10973 An evolutionarily conserved transcriptional response to viral infection in Caenorhabditis nematodes.
BMC Genomics, 2017, 18, 303. 1.2 58

10974 Drosophila melanogaster positive transcriptional elongation factors regulate metabolic and
sex-biased expression in adults. BMC Genomics, 2017, 18, 384. 1.2 3

10975 Genome-wide methylation analysis reveals differentially methylated loci that are associated with an
age-dependent increase in bovine fibroblast response to LPS. BMC Genomics, 2017, 18, 405. 1.2 15

10976 The Cyprinodon variegatus genome reveals gene expression changes underlying differences in skull
morphology among closely related species. BMC Genomics, 2017, 18, 424. 1.2 29

10977 Global gene expression in muscle from fasted/refed trout reveals up-regulation of genes promoting
myofibre hypertrophy but not myofibre production. BMC Genomics, 2017, 18, 447. 1.2 27

10978 Comparative analysis of the root transcriptomes of cultivated sweetpotato (Ipomoea batatas [L.] Lam)
and its wild ancestor (Ipomoea trifida [Kunth] G. Don). BMC Plant Biology, 2017, 17, 9. 1.6 50

10979 Stress-responsive pathways and small RNA changes distinguish variable developmental phenotypes
caused by MSH1 loss. BMC Plant Biology, 2017, 17, 47. 1.6 26

10980 miR-363-5p as potential prognostic marker for hepatocellular carcinoma indicated by weighted
co-expression network analysis of miRNAs and mRNA. BMC Gastroenterology, 2017, 17, 81. 0.8 18



607

Citation Report

# Article IF Citations

10981 DNA methylation profiles of elderly individuals subjected to indentured childhood labor and trauma.
BMC Medical Genetics, 2017, 18, 21. 2.1 27

10982 Whole exome sequencing of an asbestos-induced wild-type murine model of malignant mesothelioma.
BMC Cancer, 2017, 17, 396. 1.1 30

10983 Rewiring of the inferred protein interactome during blood development studied with the tool
PPICompare. BMC Systems Biology, 2017, 11, 44. 3.0 6

10984 Network reconstruction of the mouse secretory pathway applied on CHO cell transcriptome data.
BMC Systems Biology, 2017, 11, 37. 3.0 14

10985
A novel approach to genome-wide association analysis identifies genetic associations with primary
biliary cholangitis and primary sclerosing cholangitis in Polish patients. BMC Medical Genomics, 2017,
10, 2.

0.7 18

10986 GRMD cardiac and skeletal muscle metabolism gene profiles are distinct. BMC Medical Genomics, 2017,
10, 21. 0.7 8

10987 Global expression profile of tumor stem-like cells isolated from MMQ rat prolactinoma cell. Cancer
Cell International, 2017, 17, 15. 1.8 13

10988 Genome-wide DNA methylation at birth in relation to in utero arsenic exposure and the associated
health in later life. Environmental Health, 2017, 16, 50. 1.7 54

10989 Thymic Epithelial Tumors phenotype relies on miR-145-5p epigenetic regulation. Molecular Cancer, 2017,
16, 88. 7.9 27

10990
Differential gene expression profiling of endometrium during the mid-luteal phase of the estrous
cycle between a repeat breeder (RB) and non-RB cows. Reproductive Biology and Endocrinology, 2017,
15, 20.

1.4 24

10991
The potential regulatory mechanisms of the gonadotropin-releasing hormone in gonadotropin
transcriptions identified with bioinformatics analyses. Reproductive Biology and Endocrinology, 2017,
15, 46.

1.4 4

10992 Specific circulating microRNA signature of bicuspid aortic valve disease. Journal of Translational
Medicine, 2017, 15, 76. 1.8 60

10993 Astrocyte-specific overexpressed gene signatures in response to methamphetamine exposure in vitro.
Journal of Neuroinflammation, 2017, 14, 49. 3.1 34

10994 Computational dynamic approaches for temporal omics data with applications to systems medicine.
BioData Mining, 2017, 10, 20. 2.2 23

10995 Cancer cells increase endothelial cell tube formation and survival by activating the PI3K/Akt
signalling pathway. Journal of Experimental and Clinical Cancer Research, 2017, 36, 27. 3.5 101

10996 miR-629-3p may serve as a novel biomarker and potential therapeutic target for lung metastases of
triple-negative breast cancer. Breast Cancer Research, 2017, 19, 72. 2.2 43

10997 The histone H3 variant H3.3 regulates gene body DNA methylation in Arabidopsis thaliana. Genome
Biology, 2017, 18, 94. 3.8 116

10998 Clusterization in head and neck squamous carcinomas based on lncRNA expression: molecular and
clinical correlates. Clinical Epigenetics, 2017, 9, 36. 1.8 19



608

Citation Report

# Article IF Citations

10999 Genome-wide DNA methylation profiling integrated with gene expression profiling identifies PAX9 as a
novel prognostic marker in chronic lymphocytic leukemia. Clinical Epigenetics, 2017, 9, 57. 1.8 25

11000
Integrated analysis of hematopoietic differentiation outcomes and molecular characterization
reveals unbiased differentiation capacity and minor transcriptional memory in HPC/HSC-iPSCs. Stem
Cell Research and Therapy, 2017, 8, 13.

2.4 5

11001 Gene expression profiling discerns molecular pathways elicited by ligand signaling to enhance the
specification of embryonic stem cells into skeletal muscle lineage. Cell and Bioscience, 2017, 7, 23. 2.1 3

11002 Serum microRNA miR-501-3p as a potential biomarker related to the progression of Alzheimerâ€™s disease.
Acta Neuropathologica Communications, 2017, 5, 10. 2.4 133

11003 <i>Caenorhabditis elegans</i> CES-1 Snail Represses <i>pig-1</i> MELK Expression To Control
Asymmetric Cell Division. Genetics, 2017, 206, 2069-2084. 1.2 13

11004 Quantitative proteomics identifies altered Oâ€•GlcNAcylation of structural, synaptic and
memoryâ€•associated proteins in Alzheimer's disease. Journal of Pathology, 2017, 243, 78-88. 2.1 105

11005 Features of lineage-specific hematopoietic metabolism revealed by mitochondrial proteomics.
Proteomics, 2017, 17, 1700053. 1.3 1

11006 TERRA RNA Antagonizes ATRX and Protects Telomeres. Cell, 2017, 170, 86-101.e16. 13.5 201

11007 PAX7 Targets, CD54, Integrin Î±9Î²1, and SDC2, Allow Isolation of Human ESC/iPSC-Derived Myogenic
Progenitors. Cell Reports, 2017, 19, 2867-2877. 2.9 62

11008 InÂ Vivo Regulation of the Zebrafish Endoderm Progenitor Niche by T-Box Transcription Factors. Cell
Reports, 2017, 19, 2782-2795. 2.9 29

11009 Ten-eleven translocation 2 interacts with forkhead box O3 and regulates adult neurogenesis. Nature
Communications, 2017, 8, 15903. 5.8 82

11010 Comprehensive investigation of temporal and autism-associated cell type composition-dependent and
independent gene expression changes in human brains. Scientific Reports, 2017, 7, 4121. 1.6 34

11011 Effect of high fat diet on phenotype, brain transcriptome and lipidome in Alzheimerâ€™s model mice.
Scientific Reports, 2017, 7, 4307. 1.6 69

11012
The doublesex-related Dmrta2 safeguards neural progenitor maintenance involving transcriptional
regulation of Hes1. Proceedings of the National Academy of Sciences of the United States of America,
2017, 114, E5599-E5607.

3.3 33

11013 RBM25 is a global splicing factor promoting inclusion of alternatively spliced exons and is itself
regulated by lysine mono-methylation. Journal of Biological Chemistry, 2017, 292, 13381-13390. 1.6 37

11014 Outbreak Caused by Escherichia coli O18:K1:H7 Sequence Type 95 in a Neonatal Intensive Care Unit in
Barcelona, Spain. Pediatric Infectious Disease Journal, 2017, 36, 1079-1086. 1.1 7

11015 Re-examining the role of Cdc14 phosphatase in reversal of Cdk phosphorylation during mitotic exit.
Journal of Cell Science, 2017, 130, 2673-2681. 1.2 20

11016 Developing Human Radiation Biodosimetry Models: Testing Cross-Species Conversion Approaches
Using an Ex Vivo Model System. Radiation Research, 2017, 187, 708. 0.7 38



609

Citation Report

# Article IF Citations

11017 Quantitative Proteomics Analysis of Plasmodium vivax Induced Alterations in Human Serum during the
Acute and Convalescent Phases of Infection. Scientific Reports, 2017, 7, 4400. 1.6 29

11018 Heart Failure and MEF2 Transcriptome Dynamics in Response to Î²-Blockers. Scientific Reports, 2017, 7,
4476. 1.6 22

11019 Differences of RNA Expression in the Tendon According to Anatomic Outcomes in Rotator Cuff Repair.
American Journal of Sports Medicine, 2017, 45, 2995-3003. 1.9 15

11020
A framework for the use of single-chemical transcriptomics data in predicting the hazards associated
with complex mixtures of polycyclic aromatic hydrocarbons. Archives of Toxicology, 2017, 91,
2599-2616.

1.9 17

11021 Proteomics Applications in Dental Derived Stem Cells. Journal of Cellular Physiology, 2017, 232,
1602-1610. 2.0 9

11022 Molecular changes in appearance of a cancer cell among normal HEK293T cells. Journal of Bioscience
and Bioengineering, 2017, 123, 281-286. 1.1 0

11023 Meta-Analysis of Microarray-Based Expression Profiles to Identify Differentially Expressed Genes in
Intracranial Aneurysms. World Neurosurgery, 2017, 97, 661-668.e7. 0.7 14

11024 Circulating microRNA Profiles as Liquid Biopsies for the Characterization and Diagnosis of
Fibromyalgia Syndrome. Molecular Neurobiology, 2017, 54, 7129-7136. 1.9 43

11025 Identification of crucial miRNAs and the targets in renal cortex of hypertensive patients by expression
profiles. Renal Failure, 2017, 39, 92-99. 0.8 13

11026 Transcriptional Dynamics During Human Adipogenesis and Its Link to Adipose Morphology and
Distribution. Diabetes, 2017, 66, 218-230. 0.3 27

11027 Integrative analysis for identification of shared markers from various functional cells/tissues for
rheumatoid arthritis. Immunogenetics, 2017, 69, 77-86. 1.2 7

11028 Female Mice With an XY Sex Chromosome Complement Develop Severe Angiotensin IIâ€“Induced
Abdominal Aortic Aneurysms. Circulation, 2017, 135, 379-391. 1.6 57

11029 Biological Evaluation <i>in Vitro</i> and <i>in Silico</i> of Azetidin-2-one Derivatives as Potential
Anticancer Agents. ACS Medicinal Chemistry Letters, 2017, 8, 32-37. 1.3 4

11030 Antisense Oligonucleotides Internally Labeled with Peptides Show Improved Target Recognition and
Stability to Enzymatic Degradation. Bioconjugate Chemistry, 2017, 28, 768-774. 1.8 28

11031 Asc1p/RACK1 Connects Ribosomes to Eukaryotic Phosphosignaling. Molecular and Cellular Biology,
2017, 37, . 1.1 29

11032 Response Profiling Using Shotgun Proteomics Enables Global Metallodrug Mechanisms of Action To
Be Established. Chemistry - A European Journal, 2017, 23, 1881-1890. 1.7 30

11033 Toxin A of the nosocomial pathogen <i>Clostridium difficile</i> induces primary effects in the
proteome of HEpâ€•2 cells. Proteomics - Clinical Applications, 2017, 11, 1600031. 0.8 14

11034 Genome-wide association analyses using electronic health records identify new loci influencing
blood pressure variation. Nature Genetics, 2017, 49, 54-64. 9.4 281



610

Citation Report

# Article IF Citations

11035
The 88-kDa Ealesâ€™ protein in serum is a complex of haptoglobin, complement C3, and galectin-1 as
identified by liquid chromatography coupled mass spectrometry. Proteomics - Clinical Applications,
2017, 11, 1600068.

0.8 3

11036 Identification of new single nucleotide polymorphisms affecting total number born and candidate
genes related to ovulation rate in Chinese Erhualian pigs. Animal Genetics, 2017, 48, 48-54. 0.6 37

11037 Computational approaches for the identification of cancer genes and pathways. Wiley
Interdisciplinary Reviews: Systems Biology and Medicine, 2017, 9, e1364. 6.6 65

11038 Whole genome sequencing of GuzerÃ¡ cattle reveals genetic variants in candidate genes for
production, disease resistance, and heat tolerance. Mammalian Genome, 2017, 28, 66-80. 1.0 15

11039
Aging, microglia and cytoskeletal regulation are key factors in the pathological evolution of the
APP23 mouse model for Alzheimer's disease. Biochimica Et Biophysica Acta - Molecular Basis of Disease,
2017, 1863, 395-405.

1.8 9

11040 The Aotus nancymaae erythrocyte proteome and its importance for biomedical research. Journal of
Proteomics, 2017, 152, 131-137. 1.2 6

11041 Advancing Top-down Analysis of the Human Proteome Using a Benchtop Quadrupole-Orbitrap Mass
Spectrometer. Journal of Proteome Research, 2017, 16, 609-618. 1.8 68

11042
Quantitative Proteomics Reveals Fundamental Regulatory Differences in Oncogenic HRAS and
Isocitrate Dehydrogenase (IDH1) Driven Astrocytoma. Molecular and Cellular Proteomics, 2017, 16,
39-56.

2.5 23

11043 A Transcriptional Switch Point During Hematopoietic Stem and Progenitor Cell Ontogeny. Stem Cells
and Development, 2017, 26, 314-327. 1.1 4

11044
Evening and morning peroxiredoxin-2 redox/oligomeric state changes in obstructive sleep apnea red
blood cells: Correlation with polysomnographic and metabolic parameters. Biochimica Et Biophysica
Acta - Molecular Basis of Disease, 2017, 1863, 621-629.

1.8 10

11045
Western diet enhances intestinal tumorigenesis in Min/+ mice, associating with mucosal metabolic
and inflammatory stress and loss of Apc heterozygosity. Journal of Nutritional Biochemistry, 2017, 39,
126-133.

1.9 12

11046
Activating transcription factor 3 attenuates chemokine and cytokine expression in mouse skeletal
muscle after exercise and facilitates molecular adaptation to endurance training. FASEB Journal, 2017,
31, 840-851.

0.2 30

11047 A novel assay to assess the effect of pharmaceutical compounds on the differentiation of podocytes.
British Journal of Pharmacology, 2017, 174, 163-176. 2.7 21

11048 Intraindividual genomic heterogeneity of highâ€•grade serous carcinoma of the ovary and clinical utility
of ascitic cancer cells for mutation profiling. Journal of Pathology, 2017, 241, 57-66. 2.1 41

11049 Transcriptome Profile Changes in Mice with MPTP-Induced Early Stages of Parkinsonâ€™s Disease.
Molecular Neurobiology, 2017, 54, 6775-6784. 1.9 20

11050
miR-145 and miR20a-5p Potentially Mediate Pleiotropic Effects of Interferon-Beta Through
Mitogen-Activated Protein Kinase Signaling Pathway in Multiple Sclerosis Patients. Journal of
Molecular Neuroscience, 2017, 61, 16-24.

1.1 25

11051 <i>MCM7</i>and its hosted miR-25, 93 and 106b cluster elicit YAP/TAZ oncogenic activity in lung cancer.
Carcinogenesis, 2017, 38, 64-75. 1.3 52

11052 Reciprocal Regulation between the Circadian Clock and Hypoxia Signaling at the Genome Level in
Mammals. Cell Metabolism, 2017, 25, 73-85. 7.2 215



611

Citation Report

# Article IF Citations

11053 Influence of perfluorooctanoic acid on proteomic expression and cell membrane fatty acid of
Escherichia coli. Environmental Pollution, 2017, 220, 532-539. 3.7 28

11054 Genome-wide DNA methylation patterns in CD4+ T cells from Chinese Han patients with rheumatoid
arthritis. Modern Rheumatology, 2017, 27, 441-447. 0.9 56

11055 Brevicoryne brassicae aphids interfere with transcriptome responses of Arabidopsis thaliana to
feeding by Plutella xylostella caterpillars in a density-dependent manner. Oecologia, 2017, 183, 107-120. 0.9 14

11056 Mitochondrial peroxiredoxins are essential in regulating the relationship between Drosophila
immunity and aging. Biochimica Et Biophysica Acta - Molecular Basis of Disease, 2017, 1863, 68-80. 1.8 18

11057 High-throughput RNAi screen in Ewing sarcoma cells identifies leucine rich repeats and WD repeat
domain containing 1 (LRWD1) as a regulator of EWS-FLI1 driven cell viability. Gene, 2017, 596, 137-146. 1.0 13

11058 miR-138/miR-222 Overexpression Characterizes the miRNome of Amniotic Mesenchymal Stem Cells in
Obesity. Stem Cells and Development, 2017, 26, 4-14. 1.1 17

11059 Root avoidance of toxic metals requires the GeBPâ€•LIKE 4 transcription factor in <i>Arabidopsis
thaliana</i>. New Phytologist, 2017, 213, 1257-1273. 3.5 56

11060 Insights into ligand stimulation effects on gastro-intestinal stromal tumors signalling. Cellular
Signalling, 2017, 29, 138-149. 1.7 4

11061 Glucocorticoid Receptor Accelerates, but Is Dispensable for, Adipogenesis. Molecular and Cellular
Biology, 2017, 37, . 1.1 69

11062 Reactivation of development-related genes by the DNA methylation inhibitor 5-Aza-2â€²-deoxycytidine in
chicken embryo fibroblasts. Poultry Science, 2017, 96, 1007-1014. 1.5 7

11063 Modeling human MLL-AF9 translocated acute myeloid leukemia from single donors reveals RET as a
potential therapeutic target. Leukemia, 2017, 31, 1166-1176. 3.3 18

11064 Discovery of porcine mi<scp>RNA</scp>â€•196a/b may influence porcine adipogenesis in longissimus dorsi
muscle by mi<scp>RNA</scp> sequencing. Animal Genetics, 2017, 48, 175-181. 0.6 20

11065 Gene co-expression network analysis of dysferlinopathy: Altered cellular processes and functional
prediction of TOR1AIP1, a novel muscular dystrophy gene. Neuromuscular Disorders, 2017, 27, 269-277. 0.3 3

11066 Jak1/Stat3 signaling acts as a positive regulator of pluripotency in chicken pre-gastrula embryos.
Developmental Biology, 2017, 421, 43-51. 0.9 7

11067 E2F-2 Promotes Nuclear Condensation and Enucleation of Terminally Differentiated Erythroblasts.
Molecular and Cellular Biology, 2017, 37, . 1.1 25

11068
Induction of expression of aryl hydrocarbon receptor-dependent genes in human HepaRG cell line
modified by shRNA and treated with Î²-naphthoflavone. Molecular and Cellular Biochemistry, 2017, 425,
59-75.

1.4 29

11069 Comparison of miRNA profiling during airway epithelial repair in undifferentiated and differentiated
cells in vitro. Journal of Applied Genetics, 2017, 58, 205-212. 1.0 4

11070 Tear Fluid Protein Changes in Dry Eye Syndrome Associated with Rheumatoid Arthritis: A Proteomic
Approach. Ocular Surface, 2017, 15, 112-129. 2.2 18



612

Citation Report

# Article IF Citations

11071 Next-generation sequencing-based small RNA profiling of cerebrospinal fluid exosomes. Neuroscience
Letters, 2017, 636, 48-57. 1.0 93

11072 KERIS: kaleidoscope of gene responses to inflammation between species. Nucleic Acids Research, 2017,
45, D908-D914. 6.5 11

11073 Use of conditioned media is critical for studies of regulation in response to rapid heat shock. Cell
Stress and Chaperones, 2017, 22, 155-162. 1.2 20

11074 A recurrence model for laryngeal cancer based on SVM and gene function clustering. Acta
Oto-Laryngologica, 2017, 137, 557-562. 0.3 17

11075
Lifecourse Activity Participation From Early, Mid, and Later Adulthood as Determinants of Cognitive
Aging: The Lothian Birth Cohort 1921. Journals of Gerontology - Series B Psychological Sciences and
Social Sciences, 2017, 72, 25-37.

2.4 71

11076 Oxidative stress-induced CREB upregulation promotes DNA damage repair prior to neuronal cell death
protection. Molecular and Cellular Biochemistry, 2017, 425, 9-24. 1.4 36

11077 Changes in mammary histology and transcriptome profiles by low-dose exposure to environmental
phenols at critical windows of development. Environmental Research, 2017, 152, 233-243. 3.7 26

11078 Specificity of Pitx3-Dependent Gene Regulatory Networks in Subsets of Midbrain Dopamine Neurons.
Molecular Neurobiology, 2017, 54, 4921-4935. 1.9 10

11079 Inhibition of Bromodomain and Extraterminal Domain Family Proteins Ameliorates Experimental Renal
Damage. Journal of the American Society of Nephrology: JASN, 2017, 28, 504-519. 3.0 56

11080 Global molecular changes in a tibial compression induced ACL rupture model of postâ€•traumatic
osteoarthritis. Journal of Orthopaedic Research, 2017, 35, 474-485. 1.2 48

11081 Social threat exposure in juvenile mice promotes cocaineâ€•seeking by altering blood clotting and brain
vasculature. Addiction Biology, 2017, 22, 911-922. 1.4 13

11082 Genome-wide genetic variation discovery in Chinese Taihu pig breeds using next generation
sequencing. Animal Genetics, 2017, 48, 38-47. 0.6 27

11083 Contrary microRNA Expression Pattern Between Fetal and Adult Cardiac Remodeling: Therapeutic
Value for Heart Failure. Cardiovascular Toxicology, 2017, 17, 267-276. 1.1 15

11084 Targeting cancer cell metabolism with mitochondria-immobilized phosphorescent cyclometalated
iridium(<scp>iii</scp>) complexes. Chemical Science, 2017, 8, 631-640. 3.7 166

11085 Antigen-presenting human B cells are expanded in inflammatory conditions. Journal of Leukocyte
Biology, 2017, 101, 577-587. 1.5 28

11086 Quantitative investigation of human cell surface N-glycoprotein dynamics. Chemical Science, 2017, 8,
268-277. 3.7 55

11087 Transcript Levels of Androgen Receptor Variant 7 and Ubiquitinâ€•Conjugating Enzyme 2C in Hormone
Sensitive Prostate Cancer and Castrationâ€•Resistant Prostate Cancer. Prostate, 2017, 77, 60-71. 1.2 13

11088 Human CD40 ligand deficiency dysregulates the macrophage transcriptome causing functional defects
that are improved by exogenous IFN-Î³. Journal of Allergy and Clinical Immunology, 2017, 139, 900-912.e7. 1.5 27



613

Citation Report

# Article IF Citations

11089 Label-free proteomic analysis of placental proteins during Toxoplasma gondii infection. Journal of
Proteomics, 2017, 150, 31-39. 1.2 11

11090 Synergistic functions of E2F7 and E2F8 are critical to suppress stress-induced skin cancer. Oncogene,
2017, 36, 829-839. 2.6 45

11091 Proteomic level changes associated with S3I201 treated U87 glioma cells. Journal of Proteomics, 2017,
150, 341-350. 1.2 6

11092 Semen proteomics and male infertility. Journal of Proteomics, 2017, 162, 125-134. 1.2 131

11093 Mass spectrometry-based proteomics revealed Glypican-1 as a novel ADAM17 substrate. Journal of
Proteomics, 2017, 151, 53-65. 1.2 23

11094 Genetic analysis of hereditary gingival fibromatosis using whole exome sequencing and
bioinformatics. Oral Diseases, 2017, 23, 102-109. 1.5 8

11095 Methyl-CpG-binding protein MBD2 plays a key role in maintenance and spread of DNA methylation at
CpG islands and shores in cancer. Oncogene, 2017, 36, 1328-1338. 2.6 59

11096 Systematic chemical and molecular profiling of MLL-rearranged infant acute lymphoblastic leukemia
reveals efficacy of romidepsin. Leukemia, 2017, 31, 40-50. 3.3 23

11097 Lentivirus Mediated Correction of Artemis-Deficient Severe Combined Immunodeficiency. Human Gene
Therapy, 2017, 28, 112-124. 1.4 44

11098 PSSV: a novel pattern-based probabilistic approach for somatic structural variation identification.
Bioinformatics, 2017, 33, 177-183. 1.8 5

11099 Antimicrobial peptide exposure selects for<i>Staphylococcus aureus</i>resistance to human defence
peptides. Journal of Antimicrobial Chemotherapy, 2017, 72, 115-127. 1.3 74

11100 A novel method for crosstalk analysis of biological networks: improving accuracy of pathway
annotation. Nucleic Acids Research, 2017, 45, e8-e8. 6.5 33

11101 Preâ€•<scp>mRNA</scp> splicing repression triggers abiotic stress signaling in plants. Plant Journal,
2017, 89, 291-309. 2.8 68

11102 G45R on nonstructural protein 1 of influenza A virus contributes to virulence by increasing the
expression of proinflammatory cytokines in mice. Archives of Virology, 2017, 162, 45-55. 0.9 3

11103 Highâ€•throughput sequencing to identify microRNA signatures during hepatic differentiation of human
umbilical cord Wharton's jellyâ€•derived mesenchymal stem cells. Hepatology Research, 2017, 47, 910-927. 1.8 6

11104 Synovium-Derived MicroRNAs Regulate Bone Pathways in Rheumatoid Arthritis. Journal of Bone and
Mineral Research, 2017, 32, 461-472. 3.1 85

11105 Trinitrobenzene sulfonic acid-induced intestinal injury in neonatal mice activates transcriptional
networks similar to those seen in human necrotizing enterocolitis. Pediatric Research, 2017, 81, 99-112. 1.1 33

11106 MicroRNA mediated network motifs in autoimmune diseases and its crosstalk between genes,
functions and pathways. Journal of Immunological Methods, 2017, 440, 19-26. 0.6 18



614

Citation Report

# Article IF Citations

11107 Genetic and Genomic Response to Selection for Food Consumption in Drosophila melanogaster.
Behavior Genetics, 2017, 47, 227-243. 1.4 20

11108 NF-Y and SP transcription factors â€” New insights in a long-standing liaison. Biochimica Et Biophysica
Acta - Gene Regulatory Mechanisms, 2017, 1860, 590-597. 0.9 38

11109 Chronic MeHg exposure modifies the histone H3K4me3 epigenetic landscape in Caenorhabditis elegans.
Comparative Biochemistry and Physiology Part - C: Toxicology and Pharmacology, 2017, 191, 109-116. 1.3 19

11110 Inflammasome-Derived Exosomes Activate NF-ÎºB Signaling in Macrophages. Journal of Proteome
Research, 2017, 16, 170-178. 1.8 72

11111
Developing a Novel Two-Dimensional Culture System to Enrich Human Prostate Luminal Progenitors
that Can Function as a Cell of Origin for Prostate Cancer. Stem Cells Translational Medicine, 2017, 6,
748-760.

1.6 19

11112 Gene Expression Profiling Stratifies IDH1-Mutant Glioma with Distinct Prognoses. Molecular
Neurobiology, 2017, 54, 5996-6005. 1.9 41

11113 USP15 regulates type I interferon response and is required for pathogenesis of neuroinflammation.
Nature Immunology, 2017, 18, 54-63. 7.0 90

11114 MicroRNAs and ectodermal specification I. Identification of miRs and miR-targeted mRNAs in early
anterior neural and epidermal ectoderm. Developmental Biology, 2017, 426, 200-210. 0.9 7

11115 Integrated analysis of RNA-binding protein complexes using in vitro selection and high-throughput
sequencing and sequence specificity landscapes (SEQRS). Methods, 2017, 118-119, 171-181. 1.9 24

11116 Rare deleterious mutations are associated with disease in bipolar disorder families. Molecular
Psychiatry, 2017, 22, 1009-1014. 4.1 28

11117
Oncogenic targets <i>Mmp7</i>, <i>S100a9</i>, <i>Nppb</i> and <i>Aldh1a3</i> from transcriptome
profiling of FAP and Pirc adenomas are downregulated in response to tumor suppression by Clotam.
International Journal of Cancer, 2017, 140, 460-468.

2.3 18

11118 Di (2-ethylhexyl) phthalate impairs steroidogenesis in ovarian follicular cells of prepuberal mice.
Archives of Toxicology, 2017, 91, 1279-1292. 1.9 56

11119 Bioinformatics exploration of PAK1 (P21-activated kinase-1) revealed potential network gene elements
in breast invasive carcinoma. Journal of Biomolecular Structure and Dynamics, 2017, 35, 2269-2279. 2.0 7

11120
Genome-wide Analysis of RARÎ² Transcriptional Targets in Mouse Striatum Links Retinoic Acid Signaling
with Huntingtonâ€™s Disease and Other Neurodegenerative Disorders. Molecular Neurobiology, 2017, 54,
3859-3878.

1.9 34

11121 Extracellular Proteasomes Are Deficient in 19S Subunits as Revealed by iTRAQ Quantitative Proteomics.
Journal of Cellular Physiology, 2017, 232, 842-851. 2.0 23

11122 miR-182-5p Inhibition Ameliorates Ischemic Acute Kidney Injury. American Journal of Pathology, 2017, 187,
70-79. 1.9 52

11123 Spatial phenotyping of the endocardial endothelium as a function of intracardiac hemodynamic shear
stress. Journal of Biomechanics, 2017, 50, 11-19. 0.9 12

11124 Inactivation of Capicua drives cancer metastasis. Nature Genetics, 2017, 49, 87-96. 9.4 130



615

Citation Report

# Article IF Citations

11125 Dual-specificity phosphatase 6 deficiency regulates gut microbiome and transcriptome response
against diet-induced obesity in mice. Nature Microbiology, 2017, 2, 16220. 5.9 47

11126
An miRNAâ€“DNMT1 Axis Is Involved in Azacitidine Resistance and Predicts Survival in Higher-Risk
Myelodysplastic Syndrome and Low Blast Count Acute Myeloid Leukemia. Clinical Cancer Research,
2017, 23, 3025-3034.

3.2 26

11127 Omics analysis of mouse brain models of human diseases. Gene, 2017, 600, 90-100. 1.0 10

11128 Arabidopsis NF-YCs Mediate the Light-Controlled Hypocotyl Elongation via Modulating Histone
Acetylation. Molecular Plant, 2017, 10, 260-273. 3.9 77

11129 HLH-30/TFEB-mediated autophagy functions in a cell-autonomous manner for epithelium intrinsic
cellular defense against bacterial pore-forming toxin in<i>C. elegans</i>. Autophagy, 2017, 13, 371-385. 4.3 46

11130 Identification of clinically predictive metagenes that encode components of a network coupling cell
shape to transcription by image-omics. Genome Research, 2017, 27, 196-207. 2.4 33

11131
Transcriptional Elongation Regulator 1 Affects Transcription and Splicing of Genes Associated with
Cellular Morphology and Cytoskeleton Dynamics and Is Required for Neurite Outgrowth in
Neuroblastoma Cells and Primary Neuronal Cultures. Molecular Neurobiology, 2017, 54, 7808-7823.

1.9 18

11132 Transcriptome profiling of NIH3T3 cell lines expressing opsin and the P23H opsin mutant identifies
candidate drugs for the treatment of retinitis pigmentosa. Pharmacological Research, 2017, 115, 1-13. 3.1 7

11133 Genome analyses identify the genetic modification of lung cancer subtypes. Seminars in Cancer
Biology, 2017, 42, 20-30. 4.3 47

11134 Reduced angiogenic gene expression in morbillivirusâ€•triggered oncolysis in a translational model for
histiocytic sarcoma. Journal of Cellular and Molecular Medicine, 2017, 21, 816-830. 1.6 24

11135
Stimulation effects of ciprofloxacin and sulphamethoxazole in <i>Microcystis aeruginosa</i> and
isobaric tag for relative and absolute quantitationâ€•based screening of antibiotic targets. Molecular
Ecology, 2017, 26, 689-701.

2.0 42

11136
Host transcriptomic responses to pneumonic plague reveal that Yersinia pestis inhibits both the initial
adaptive and innate immune responses in mice. International Journal of Medical Microbiology, 2017,
307, 64-74.

1.5 20

11137 Multilayer OMIC Data in Medullary Thyroid Carcinoma Identifies the STAT3 Pathway as a Potential
Therapeutic Target in <i>RET</i>M918T Tumors. Clinical Cancer Research, 2017, 23, 1334-1345. 3.2 34

11138 TET3 Mediates Alterations in the Epigenetic Marker 5hmC and Akt pathway in Steroid-Associated
Osteonecrosis. Journal of Bone and Mineral Research, 2017, 32, 319-332. 3.1 28

11139
Identification of new key genes for type 1 diabetes through construction and analysis of
proteinâ€“protein interaction networks based on blood and pancreatic islet transcriptomes. Journal of
Diabetes, 2017, 9, 764-777.

0.8 43

11140 The Genetic Landscape of Renal Complications in Type 1 Diabetes. Journal of the American Society of
Nephrology: JASN, 2017, 28, 557-574. 3.0 101

11141
Preservation of epithelial cell barrier function and muted inflammation in resistance to allergic
rhinoconjunctivitis from house dust mite challenge. Journal of Allergy and Clinical Immunology,
2017, 139, 844-854.

1.5 16

11142 Independent component analysis of SNPs reflects polygenic risk scores for schizophrenia.
Schizophrenia Research, 2017, 181, 83-85. 1.1 6



616

Citation Report

# Article IF Citations

11143 Comparative analysis of human and mouse CpG islands using dbCGI. , 2017, , . 1

11144 Bioinformatics analysis of differentially expressed gene profiles associated with systemic lupus
erythematosus. Molecular Medicine Reports, 2018, 17, 3591-3598. 1.1 9

11145 Eml1 loss impairs apical progenitor spindle length and soma shape in the developing cerebral cortex.
Scientific Reports, 2017, 7, 17308. 1.6 26

11146 Associating Genomics and Clinical Information by Means of Semantic Based Ranking. , 2017, , . 0

11147 Identification of key genes associated with bladder cancer using gene expression profiles. Oncology
Letters, 2018, 15, 297-303. 0.8 17

11148 Investigating the Effect of Perinatal Nicotine Exposure on Dopaminergic Neurons in the VTA Using
miRNA Expression Profiles. IEEE Transactions on Nanobioscience, 2017, 16, 843-849. 2.2 15

11149 The epitranscriptome m6A writer METTL3 promotes chemo- and radioresistance in pancreatic cancer
cells. International Journal of Oncology, 2018, 52, 621-629. 1.4 231

11150 Bioinformatic analysis of gene expression profiling of intracranial aneurysm. Molecular Medicine
Reports, 2018, 17, 3473-3480. 1.1 13

11151 Bioinformatics analysis of RNA sequencing data reveals multiple key genes in uterine corpus
endometrial carcinoma. Oncology Letters, 2018, 15, 205-212. 0.8 19

11152
MicroRNA and target mRNA selection through invasion and cytotoxicity cell modeling and
bioinformatics approaches in esophageal squamous cell carcinoma. Oncology Reports, 2017, 38,
1181-1189.

1.2 5

11153 Roles of Female and Male Genotype in Post-Mating Responses in Drosophila melanogaster. Journal of
Heredity, 2017, 108, 740-753. 1.0 34

11154 Analysis of expression profile data identifies key genes and pathways in hepatocellular carcinoma.
Oncology Letters, 2018, 15, 2625-2630. 0.8 6

11155 Theories of Aging and Chronic Diseases: Chronic Inflammation an Interdependent â€˜Roadmapâ€™ to
Age-Associated Illnesses. , 2017, , 91-174. 1

11156 Incomplete MyoD-induced transdifferentiation is associated with chromatin remodeling deficiencies.
Nucleic Acids Research, 2017, 45, 11684-11699. 6.5 27

11157 A Global Interactome Map of the Dengue Virus NS1 Identifies Virus Restriction and Dependency Host
Factors. Cell Reports, 2017, 21, 3900-3913. 2.9 90

11158 Indolizine-Based Scaffolds as Efficient and Versatile Tools: Application to the Synthesis of
Biotin-Tagged Antiangiogenic Drugs. ACS Omega, 2017, 2, 9221-9230. 1.6 19

11159 A systematic review of genetic mutations in pulmonary arterial hypertension. BMC Medical Genetics,
2017, 18, 82. 2.1 59

11160 Expression and potential mechanism of metabolism-related genes and CRLS1 in non-small cell lung
cancer. Oncology Letters, 2017, 15, 2661-2668. 0.8 13



617

Citation Report

# Article IF Citations

11161 â€œDNA Methylation signatures in panic disorderâ€•. Translational Psychiatry, 2017, 7, 1287. 2.4 42

11162 Genetically unmatched human iPSC and ESC exhibit equivalent gene expression and neuronal
differentiation potential. Scientific Reports, 2017, 7, 17504. 1.6 38

11163 Silymarinâ€‘mediated regulation of the cell cycle and DNA damage response exerts antitumor activity in
human hepatocellular carcinoma. Oncology Letters, 2017, 15, 885-892. 0.8 6

11164 Integrated transcriptomic analysis of Trichosporon Asahii uncovers the core genes and pathways of
fluconazole resistance. Scientific Reports, 2017, 7, 17847. 1.6 7

11165 Circulating microRNA expression and their target genes in deep vein thrombosis. Medicine (United) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 582 Td (States), 2017, 96, e9330.0.4 20

11166 Identification of key pathways and genes in Barrett's esophagus using integrated bioinformatics
methods. Molecular Medicine Reports, 2017, 17, 3069-3077. 1.1 2

11167 A hypothesis-driven approach to assessing significance of differences in RNA expression levels among
specific groups of genes. Current Plant Biology, 2017, 11-12, 46-51. 2.3 4

11168 Developmental Exposure to 2,2â€²,4,4â€²â€“Tetrabromodiphenyl Ether Induces Long-Lasting Changes in Liver
Metabolism in Male Mice. Journal of the Endocrine Society, 2017, 1, 323-344. 0.1 22

11169
TRIENNIAL GROWTH AND DEVELOPMENT SYMPOSIUM: Molecular mechanisms related to bovine
intramuscular fat deposition in the longissimus muscle12. Journal of Animal Science, 2017, 95,
2284-2303.

0.2 24

11170 Transcriptome profiling of individual rhesus macaque oocytes and preimplantation embryosâ€ . Biology
of Reproduction, 2017, 97, 353-364. 1.2 17

11171 Gene expression profiling and bioinformatics analysis of hereditary gingival fibromatosis. Biomedical
Reports, 2017, 8, 133-137. 0.9 11

11172
Transient receptor potential channel 6 regulates abnormal cardiac S-nitrosylation in Duchenne
muscular dystrophy. Proceedings of the National Academy of Sciences of the United States of America,
2017, 114, E10763-E10771.

3.3 28

11173 Queens and Workers Contribute Differently to Adaptive Evolution in Bumble Bees and Honey Bees.
Genome Biology and Evolution, 2017, 9, 2395-2402. 1.1 25

11174
A novel tetratricopeptide repeat protein, WHITE TO GREEN1, is required for early chloroplast
development and affects RNA editing in chloroplasts. Journal of Experimental Botany, 2017, 68,
5829-5843.

2.4 19

11175 SIRT7-dependent deacetylation of CDK9 activates RNA polymerase II transcription. Nucleic Acids
Research, 2017, 45, 2675-2686. 6.5 49

11176
Identification of Plagl1/Zac1 binding sites and target genes establishes its role in the regulation of
extracellular matrix genes and the imprinted gene network. Nucleic Acids Research, 2017, 45,
10466-10480.

6.5 45

11177 Abnormal DNA methylation may contribute to the progression of osteosarcoma. Molecular Medicine
Reports, 2017, 17, 193-199. 1.1 12

11178 EC-tagging allows cell type-specific RNA analysis. Nucleic Acids Research, 2017, 45, e138-e138. 6.5 37



618

Citation Report

# Article IF Citations

11179 The Landscape of Extreme Genomic Variation in the Highly Adaptable Atlantic Killifish. Genome Biology
and Evolution, 2017, 9, 659-676. 1.1 43

11180 Genome-scale detection of positive selection in nine primates predicts human-virus evolutionary
conflicts. Nucleic Acids Research, 2017, 45, 10634-10648. 6.5 76

11181 Identification of small RNAs abundant in Burkholderia cenocepacia biofilms reveal putative
regulators with a potential role in carbon and iron metabolism. Scientific Reports, 2017, 7, 15665. 1.6 16

11182 Loss of imprinting mutations define both distinct and overlapping roles for misexpression of IGF2 and
of H19 lncRNA. Nucleic Acids Research, 2017, 45, 12766-12779. 6.5 30

11183
WNK lysine deficient protein kinase 1 regulates human endometrial stromal cell decidualization,
proliferation, and migration in part through mitogen-activated protein kinase 7. Biology of
Reproduction, 2017, 97, 400-412.

1.2 21

11184 Insights into interplay between rexinoid signaling and myogenic regulatory factor-associated
chromatin state in myogenic differentiation. Nucleic Acids Research, 2017, 45, 11236-11248. 6.5 18

11185 Long Noncoding RNA Linc00152 Functions as a Tumor Propellant in Pan-Cancer. Cellular Physiology
and Biochemistry, 2017, 44, 2476-2490. 1.1 23

11186 The HIV co-receptor CCR5 regulates osteoclast function. Nature Communications, 2017, 8, 2226. 5.8 39

11187 Cell Cycle Model System for Advancing Cancer Biomarker Research. Scientific Reports, 2017, 7, 17989. 1.6 7

11188 ciaR impacts biofilm formation by regulating an arginine biosynthesis pathway in Streptococcus
sanguinis SK36. Scientific Reports, 2017, 7, 17183. 1.6 47

11189 PRMT5 Is a Critical Regulator of Breast Cancer Stem Cell Function via Histone Methylation and FOXP1
Expression. Cell Reports, 2017, 21, 3498-3513. 2.9 138

11190 Protein Expression Landscape of Mouse Embryos during Pre-implantation Development. Cell Reports,
2017, 21, 3957-3969. 2.9 135

11191 Effect of miR-146a-5p on tumor growth in NSCLC using chick chorioallantoic membrane assay and
bioinformatics investigation. Molecular Medicine Reports, 2017, 16, 8781-8792. 1.1 12

11192 Nicotinamide Nâ€•methyltransferase expression decreases in iron overload, exacerbating toxicity in
mouse hepatocytes. Hepatology Communications, 2017, 1, 803-815. 2.0 4

11193 Loss of DIP2C in RKO cells stimulates changes in DNA methylation and epithelial-mesenchymal
transition. BMC Cancer, 2017, 17, 487. 1.1 29

11194 Quantitative Proteomics of the E. coli Membranome. Methods in Enzymology, 2017, 586, 15-36. 0.4 24

11195 Soft-shelled turtle peptide modulates microRNA profile in human gastric cancer AGS cells. Oncology
Letters, 2018, 15, 3109-3120. 0.8 6

11196 Protein Activation in Periapical Reaction to Iodoform Containing Root Canal Sealer. Journal of
Clinical Pediatric Dentistry, 2017, 41, 450-455. 0.5 1



619

Citation Report

# Article IF Citations

11197 Analytical Strategy to Prioritize Alzheimerâ€™s Disease Candidate Genes in Gene Regulatory Networks
Using Public Expression Data. Journal of Alzheimer's Disease, 2017, 59, 1237-1254. 1.2 23

11198 Isoflurane is a suitable alternative to ether for anesthetizing rats prior to euthanasia for gene
expression analysis. Journal of Toxicological Sciences, 2017, 42, 491-497. 0.7 13

11199 Diverse contributions of <scp>MYC</scp>2 and <scp>EIN</scp>3 in the regulation of Arabidopsis
jasmonateâ€•responsive gene expression. Plant Direct, 2017, 1, e00015. 0.8 8

11200 JMJD6 and U2AF65 co-regulate alternative splicing in both JMJD6 enzymatic activity dependent and
independent manner. Nucleic Acids Research, 2017, 45, 3503-3518. 6.5 40

11201 Identification of a progressionâ€‘associated long nonâ€‘coding RNA signature for predicting the prognosis
of lung squamous cell carcinoma. Experimental and Therapeutic Medicine, 2018, 15, 1185-1192. 0.8 7

11202
Gene expression profiling of acute myeloid leukemia samples from adult patients with AML-M1 and -M2
through boutique microarrays, real-time PCR and droplet digital PCR. International Journal of
Oncology, 2018, 52, 656-678.

1.4 44

11203 Proteomic and bioinformatics analysis of human saliva for the dental-risk assessment. Open Life
Sciences, 2017, 12, 248-265. 0.6 2

11204
A â€˜phenotypic hangoverâ€™: the predictive adaptive response and multigenerational effects of altered
nutrition on the transcriptome of Drosophila melanogaster. Environmental Epigenetics, 2017, 3,
dvx019.

0.9 10

11205 Principles for the regulation of multiple developmental pathways by a versatile transcriptional
factor, BLIMP1. Nucleic Acids Research, 2017, 45, 12152-12169. 6.5 12

11206
Transcriptome analysis of ruminal epithelia revealed potential regulatory mechanisms involved in
host adaptation to gradual high fermentable dietary transition in beef cattle. BMC Genomics, 2017, 18,
976.

1.2 22

11207 Genome-wide analysis of E. coli cell-gene interactions. BMC Systems Biology, 2017, 11, 112. 3.0 3

11208 Global transcriptional response of Aspergillus niger in the process of glucoamylase fermentation.
Bioresources and Bioprocessing, 2017, 4, . 2.0 5

11209 Transcriptome analysis reveals key roles of AtLBR-2 in LPS-induced defense responses in plants. BMC
Genomics, 2017, 18, 995. 1.2 15

11210 Gene expression profiling analysis of keloids with and without hydrocortisone treatment.
Experimental and Therapeutic Medicine, 2017, 14, 5283-5288. 0.8 4

11211 Nonâ€‘small-cell lung cancer pathological subtypeâ€‘related gene selection and bioinformatics analysis
based on gene expression profiles. Molecular and Clinical Oncology, 2017, 8, 356-361. 0.4 12

11212 Comprehensive analysis of pulmonary adenocarcinoma in situ (AIS) revealed new insights into lung
cancer progression. , 2017, , . 2

11213 Toward precision breast cancer survival prediction utilizing combined whole genome-wide expression
and somatic mutation analysis. , 2017, , . 4

11214 Functional protein networks underlying the comorbidity of gout and hyperuricemia. , 2017, , . 0



620

Citation Report

# Article IF Citations

11215 Learning influential genes on cancer gene expression data with stacked denoising autoencoders. ,
2017, , . 11

11216 Alcohol-Induced Differential Variable Genes. , 2017, , . 0

11217 Digestive functions regulated by 6-shogaol towards stomach and small intestine. , 2017, , . 0

11218 Overexpression of microRNAs from the Gtl2-Rian locus contributes to postnatal death in mice. Human
Molecular Genetics, 2017, 26, 3653-3662. 1.4 15

11219 Combined allelic dosage of <i>Nfia</i> and <i>Nfib</i> regulates cortical development. Brain and
Neuroscience Advances, 2017, 1, 239821281773943. 1.8 22

11220 Gene expression analysis of blood, liver, and muscle in cattle divergently selected for high and low
residual feed intake1. Journal of Animal Science, 2017, 95, 4764-4775. 0.2 31

11221 The Complex Demographic History and Evolutionary Origin of the Western Honey Bee, Apis Mellifera.
Genome Biology and Evolution, 2017, 9, 457-472. 1.1 71

11222
Genomic profiles of a hepatoblastoma from a patient with Beckwith-Wiedemann syndrome with
uniparental disomy on chromosome 11p15 and germline mutation of APC and PALB2. Oncotarget, 2017, 8,
91950-91957.

0.8 13

11223 Modification of the Streptococcus mutans transcriptome by LrgAB and environmental stressors.
Microbial Genomics, 2017, 3, e000104. 1.0 24

11224
Systematic assessment of cervical cancer initiation and progression uncovers genetic panels for deep
learning-based early diagnosis and proposes novel diagnostic and prognostic biomarkers. Oncotarget,
2017, 8, 109436-109456.

0.8 37

11225 Interaction of Epstein-Barr virus genes with human gastric carcinoma transcriptome. Oncotarget,
2017, 8, 38399-38412. 0.8 11

11226 Molecular architecture underlying fluid absorption by the developing inner ear. ELife, 2017, 6, . 2.8 43

11227 Hematopoietic transcription factors and differential cofactor binding regulate<i>PRKACB</i>isoform
expression. Oncotarget, 2017, 8, 71685-71698. 0.8 4

11228 Establishment and characterization of hypomethylating agent-resistant cell lines, MOLM/AZA-1 and
MOLM/DEC-5. Oncotarget, 2017, 8, 11748-11762. 0.8 14

11229 Integrated expression profiles analysis reveals novel predictive biomarker in pancreatic ductal
adenocarcinoma. Oncotarget, 2017, 8, 52571-52583. 0.8 45

11230 Transcriptional response profiles of paired tumor-normal samples offer novel perspectives in
pan-cancer analysis. Oncotarget, 2017, 8, 41334-41347. 0.8 22

11231 Identifying prognostic biomarkers based on aberrant DNA methylation in kidney renal clear cell
carcinoma. Oncotarget, 2017, 8, 5268-5280. 0.8 19

11232 Identification of potential long non-coding RNA biomarkers associated with the progression of colon
cancer. Oncotarget, 2017, 8, 75834-75843. 0.8 17



621

Citation Report

# Article IF Citations

11233 Identification and validation long non-coding RNAs of oral squamous cell carcinoma by
bioinformatics method. Oncotarget, 2017, 8, 107469-107476. 0.8 16

11234 Characterizing the O-glycosylation landscape of human plasma, platelets, and endothelial cells.
Blood Advances, 2017, 1, 429-442. 2.5 121

11235 Proteomic identification of the oncoprotein STAT3 as a target of a novel Skp1 inhibitor. Oncotarget,
2017, 8, 2681-2693. 0.8 22

11236 In-depth PtdIns(3,4,5)P3 signalosome analysis identifies DAPP1 as a negative regulator of GPVI-driven
platelet function. Blood Advances, 2017, 1, 918-932. 2.5 34

11237 Incorporating interaction networks into the determination of functionally related hit genes in
genomic experiments with Markov random fields. Bioinformatics, 2017, 33, i170-i179. 1.8 13

11238 Insights on Osmotic Tolerance Mechanisms in Escherichia coli Gained from an rpoC Mutation.
Bioengineering, 2017, 4, 61. 1.6 9

11239 SAIC: an iterative clustering approach for analysis of single cell RNA-seq data. BMC Genomics, 2017, 18,
689. 1.2 32

11240
The Combination of Three Components Derived from Sheng MaiSan Protects Myocardial Ischemic
Diseases and Inhibits Oxidative Stress via Modulating MAPKs and JAK2-STAT3 Signaling Pathways Based
on Bioinformatics Approach. Frontiers in Pharmacology, 2017, 8, 21.

1.6 5

11241 Identification of Predictive DNA Methylation Biomarkers for Chemotherapy Response in Colorectal
Cancer. Frontiers in Pharmacology, 2017, 8, 47. 1.6 50

11242 System Pharmacology-Based Dissection of the Synergistic Mechanism of Huangqi and Huanglian for
Diabetes Mellitus. Frontiers in Pharmacology, 2017, 8, 694. 1.6 128

11243 The Human Amnion Epithelial Cell Secretome Decreases Hepatic Fibrosis in Mice with Chronic Liver
Fibrosis. Frontiers in Pharmacology, 2017, 8, 748. 1.6 64

11244 ATP Modifies the Proteome of Extracellular Vesicles Released by Microglia and Influences Their Action
on Astrocytes. Frontiers in Pharmacology, 2017, 8, 910. 1.6 109

11245
Cellular Signaling Pathways in Insulin Resistance-Systems Biology Analyses of Microarray Dataset
Reveals New Drug Target Gene Signatures of Type 2 Diabetes Mellitus. Frontiers in Physiology, 2017, 8,
13.

1.3 20

11246 RNA-Seq Comparison of Larval and Adult Malpighian Tubules of the Yellow Fever Mosquito Aedes
aegypti Reveals Life Stage-Specific Changes in Renal Function. Frontiers in Physiology, 2017, 8, 283. 1.3 33

11247
A Microarray Study of Carpet-Shell Clam (Ruditapes decussatus) Shows Common and Organ-Specific
Growth-Related Gene Expression Differences in Gills and Digestive Gland. Frontiers in Physiology,
2017, 8, 943.

1.3 8

11248 Weighted Gene Co-expression Network Analysis Identifies FKBP11 as a Key Regulator in Acute Aortic
Dissection through a NF-kB Dependent Pathway. Frontiers in Physiology, 2017, 8, 1010. 1.3 56

11249
Comparative Transcriptome Analysis between Gynoecious and Monoecious Plants Identifies
Regulatory Networks Controlling Sex Determination in Jatropha curcas. Frontiers in Plant Science,
2016, 7, 1953.

1.7 35

11250 The Interplay of Chromatin Landscape and DNA-Binding Context Suggests Distinct Modes of EIN3
Regulation in Arabidopsis thaliana. Frontiers in Plant Science, 2016, 7, 2044. 1.7 6



622

Citation Report

# Article IF Citations

11251 Dissecting Low Atmospheric Pressure Stress: Transcriptome Responses to the Components of
Hypobaria in Arabidopsis. Frontiers in Plant Science, 2017, 8, 528. 1.7 16

11252 Network Analysis Reveals a Common Hostâ€“Pathogen Interaction Pattern in Arabidopsis Immune
Responses. Frontiers in Plant Science, 2017, 8, 893. 1.7 24

11253 A Transcriptome Approach Toward Understanding Fruit Softening in Persimmon. Frontiers in Plant
Science, 2017, 8, 1556. 1.7 16

11254 Gaining Insight into Exclusive and Common Transcriptomic Features Linked with Biotic Stress
Responses in Malus. Frontiers in Plant Science, 2017, 8, 1569. 1.7 28

11255 A Gene-Based Analysis of Acoustic Startle Latency. Frontiers in Psychiatry, 2017, 8, 117. 1.3 7

11256 Co-expression network analysis identified FCER1G in association with progression and prognosis in
human clear cell renal cell carcinoma. International Journal of Biological Sciences, 2017, 13, 1361-1372. 2.6 123

11257 Application of Proteomics to Medical Diagnostics. , 2017, , 233-248. 0

11258 Bioinformatics Tools for Data Analysis. , 2017, , 339-351. 0

11259 MicroRNA expression profiling of porcine mammary epithelial cells after challenge with Escherichia
coli in vitro. BMC Genomics, 2017, 18, 660. 1.2 13

11260
Revealing potential long non-coding RNA biomarkers in lung adenocarcinoma using long non-coding
RNA-mediated competitive endogenous RNA network. Brazilian Journal of Medical and Biological
Research, 2017, 50, e6297.

0.7 26

11261
Estrogen exposure overrides the masculinizing effect of elevated temperature by a downregulation of
the key genes implicated in sexual differentiation in a fish with mixed genetic and environmental sex
determination. BMC Genomics, 2017, 18, 973.

1.2 33

11262 Identification of key genes and pathways associated with neuropathic pain in uninjured dorsal root
ganglion by using bioinformatic analysis. Journal of Pain Research, 2017, Volume 10, 2665-2674. 0.8 22

11263 Identification of key pathways and genes in &lt;em&gt;TP53 &lt;/em&gt;mutation acute myeloid leukemia:
evidence from bioinformatics analysis. OncoTargets and Therapy, 2018, Volume 11, 163-173. 1.0 24

11264 Transcriptome Analysis of Male Drosophila melanogaster Exposed to Ethylparaben Using Digital Gene
Expression Profiling. Journal of Insect Science, 2017, 17, . 0.6 8

11265 Identification of epigenetically altered genes and potential gene targets in melanoma using
bioinformatic methods. OncoTargets and Therapy, 2018, Volume 11, 9-15. 1.0 5

11266
Clinical significance and prospective molecular mechanism of MALAT1 in pancreatic cancer
exploration: a comprehensive study based on the GeneChip, GEO, Oncomine, and TCGA databases.
OncoTargets and Therapy, 2017, Volume 10, 3991-4005.

1.0 31

11267 Identification of the difference in the pathogenesis in heart failure arising from different etiologies
using a microarray dataset. Clinics, 2017, 72, 600-608. 0.6 7

11268 Gene expression profiles in preterm infants on continuous long-term oxygen therapy suggest reduced
oxidative stress-dependent signaling during hypoxia. Molecular Medicine Reports, 2017, 15, 1513-1526. 1.1 6



623

Citation Report

# Article IF Citations

11269 Systematic module approach identifies altered genes and pathways in four types of ovarian cancer.
Molecular Medicine Reports, 2017, 16, 7907-7914. 1.1 2

11270 Differential gene expression in the peripheral blood of Chinese Sanhe cattle exposed to severe cold
stress. Genetics and Molecular Research, 2017, 16, . 0.3 19

11271 Canonical and non-canonical JAK/STAT transcriptional targets may be involved in distinct and
overlapping cellular processes. BMC Genomics, 2017, 18, 718. 1.2 11

11272
Genome-scale analysis to identify prognostic markers in patients with early-stage pancreatic ductal
adenocarcinoma after pancreaticoduodenectomy. OncoTargets and Therapy, 2017, Volume 10,
4493-4506.

1.0 82

11273 pathDIP: an annotated resource for known and predicted human gene-pathway associations and
pathway enrichment analysis. Nucleic Acids Research, 2017, 45, D419-D426. 6.5 105

11274 Novel Insights into the Adipokinome of Obese and Obese/Diabetic Mouse Models. International Journal
of Molecular Sciences, 2017, 18, 1928. 1.8 17

11275 Induced Pluripotent Stem Cells: Advances in the Quest for Genetic Stability during Reprogramming
Process. International Journal of Molecular Sciences, 2017, 18, 1952. 1.8 45

11276
Deduction of Novel Genes Potentially Involved in Osteoblasts of Rheumatoid Arthritis Using
Next-Generation Sequencing and Bioinformatic Approaches. International Journal of Molecular
Sciences, 2017, 18, 2396.

1.8 21

11277
Identification of Differentially Expressed miRNAs in Colorado Potato Beetles (Leptinotarsa) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 427 Td (decemlineata (Say)) Exposed to Imidacloprid. International Journal of Molecular Sciences, 2017, 18,

2728.
1.8 22

11278 Synergic Anti-Pruritus Mechanisms of Action for the Radix Sophorae Flavescentis and Fructus Cnidii
Herbal Pair. Molecules, 2017, 22, 1465. 1.7 25

11279 Novel Genetic Variants Associated with Child Refractory Esophageal Stricture with Food Allergy by
Exome Sequencing. Nutrients, 2017, 9, 390. 1.7 1

11280 Exogenous Auxin Elicits Changes in the Arabidopsis thaliana Root Proteome in a Time-Dependent
Manner. Proteomes, 2017, 5, 16. 1.7 10

11281 iTRAQ Mitoproteome Analysis Reveals Mechanisms of Programmed Cell Death in Arabidopsis thaliana
Induced by Ochratoxin A. Toxins, 2017, 9, 167. 1.5 25

11282 Label-Free Quantitative Proteomic Analysis of Chitosan Oligosaccharide-Treated Rice Infected with
Southern Rice Black-Streaked Dwarf Virus. Viruses, 2017, 9, 115. 1.5 71

11283 Multiplex image-based autophagy RNAi screening identifies SMCR8 as ULK1 kinase activity and gene
expression regulator. ELife, 2017, 6, . 2.8 70

11284 YTHDC1 mediates nuclear export of N6-methyladenosine methylated mRNAs. ELife, 2017, 6, . 2.8 815

11285 Intestinal and Circulating MicroRNAs in Coeliac Disease. International Journal of Molecular Sciences,
2017, 18, 1907. 1.8 26

11286 Dynamic transcriptome and DNA methylome analyses on longissimus dorsi to identify genes
underlying intramuscular fat content in pigs. BMC Genomics, 2017, 18, 780. 1.2 47



624

Citation Report

# Article IF Citations

11287 Omics data reveal the unusual asexual-fruiting nature and secondary metabolic potentials of the
medicinal fungus Cordyceps cicadae. BMC Genomics, 2017, 18, 668. 1.2 25

11288 Whole-Exome Sequencing-Based Mutational Profiling of Hepatitis B Virus-Related Early-Stage
Hepatocellular Carcinoma. Gastroenterology Research and Practice, 2017, 2017, 1-7. 0.7 14

11289 Systematic Identification and Assessment of Therapeutic Targets for Breast Cancer Based on
Genome-Wide RNA Interference Transcriptomes. Genes, 2017, 8, 86. 1.0 12

11290 The Stearoyl-CoA Desaturase-1 (Desat1) in Drosophila cooperated with Myc to Induce Autophagy and
Growth, a Potential New Link to Tumor Survival. Genes, 2017, 8, 131. 1.0 9

11291 Evolutionary Origins of Cancer Driver Genes and Implications for Cancer Prognosis. Genes, 2017, 8,
182. 1.0 17

11292 Transcriptome Analysis Reveals Long Intergenic Noncoding RNAs Contributed to Growth and Meat
Quality Differences between Yorkshire and Wannanhua Pig. Genes, 2017, 8, 203. 1.0 48

11293 Genetic Association between Amyotrophic Lateral Sclerosis and Cancer. Genes, 2017, 8, 243. 1.0 27

11294 scRNASeqDB: A Database for RNA-Seq Based Gene Expression Profiles in Human Single Cells. Genes, 2017,
8, 368. 1.0 80

11295 Malpighian Tubules as Novel Targets for Mosquito Control. International Journal of Environmental
Research and Public Health, 2017, 14, 111. 1.2 34

11296 Long Non-Coding RNA Profiling in a Non-Alcoholic Fatty Liver Disease Rodent Model: New Insight into
Pathogenesis. International Journal of Molecular Sciences, 2017, 18, 21. 1.8 51

11297 Impact of Polyunsaturated Fatty Acids on miRNA Profiles of Monocytes/Macrophages and Endothelial
Cellsâ€”A Pilot Study. International Journal of Molecular Sciences, 2017, 18, 284. 1.8 35

11298
Overexpression of Transforming Acidic Coiled Coilâ€‘Containing Protein 3 Reflects Malignant
Characteristics and Poor Prognosis of Glioma. International Journal of Molecular Sciences, 2017, 18,
235.

1.8 9

11299 Effect of Clozapine on DNA Methylation in Peripheral Leukocytes from Patients with
Treatment-Resistant Schizophrenia. International Journal of Molecular Sciences, 2017, 18, 632. 1.8 49

11300 Exploring the Genetic Resistance to Gastrointestinal Nematodes Infection in Goat Using
RNA-Sequencing. International Journal of Molecular Sciences, 2017, 18, 751. 1.8 24

11301 Inferring Genes and Biological Functions That Are Sensitive to the Severity of Toxicity Symptoms.
International Journal of Molecular Sciences, 2017, 18, 755. 1.8 2

11302 Function of Metallothionein-3 in Neuronal Cells: Do Metal Ions Alter Expression Levels of MT3?.
International Journal of Molecular Sciences, 2017, 18, 1133. 1.8 19

11303 In-Depth Proteomic Analysis of the Hippocampus in a Rat Model after Cerebral Ischaemic Injury and
Repair by Danhong Injection (DHI). International Journal of Molecular Sciences, 2017, 18, 1355. 1.8 25

11304 Semi-Quantitative Mass Spectrometry in AML Cells Identifies New Non-Genomic Targets of the EZH2
Methyltransferase. International Journal of Molecular Sciences, 2017, 18, 1440. 1.8 7



625

Citation Report

# Article IF Citations

11305 miR-206-3p Inhibits 3T3-L1 Cell Adipogenesis via the c-Met/PI3K/Akt Pathway. International Journal of
Molecular Sciences, 2017, 18, 1510. 1.8 37

11306 FXR1 regulates transcription and is required for growth of human cancer cells with TP53/FXR2
homozygous deletion. ELife, 2017, 6, . 2.8 26

11307
Computational Analysis of Hostâ€“Pathogen Protein Interactions between Humans and Different
Strains of Enterohemorrhagic Escherichia coli. Frontiers in Cellular and Infection Microbiology,
2017, 7, 128.

1.8 14

11308
Splenic microRNA Expression Profiles and Integration Analyses Involved in Host Responses to
Salmonella enteritidis Infection in Chickens. Frontiers in Cellular and Infection Microbiology, 2017, 7,
377.

1.8 29

11309 Increased Expression of a MicroRNA Correlates with Anthelmintic Resistance in Parasitic Nematodes.
Frontiers in Cellular and Infection Microbiology, 2017, 7, 452. 1.8 25

11310 Transcriptome Profile of Rat Adrenal Evoked by Gonadectomy and Testosterone or Estradiol
Replacement. Frontiers in Endocrinology, 2017, 8, 26. 1.5 32

11311 Dysbindin Deficiency Modifies the Expression of GABA Neuron and Ion Permeation Transcripts in the
Developing Hippocampus. Frontiers in Genetics, 2017, 8, 28. 1.1 21

11312 Signatures of Selection for Environmental Adaptation and Zebu Ã— Taurine Hybrid Fitness in East
African Shorthorn Zebu. Frontiers in Genetics, 2017, 8, 68. 1.1 133

11313 Computational Methods for Characterizing Cancer Mutational Heterogeneity. Frontiers in Genetics,
2017, 8, 83. 1.1 27

11314 Endurance Exercise Ability in the Horse: A Trait with Complex Polygenic Determinism. Frontiers in
Genetics, 2017, 8, 89. 1.1 27

11315 Network Analysis Reveals Putative Genes Affecting Meat Quality in Angus Cattle. Frontiers in Genetics,
2017, 8, 171. 1.1 63

11316 A Review of Pathway-Based Analysis Tools That Visualize Genetic Variants. Frontiers in Genetics, 2017,
8, 174. 1.1 67

11317 Transcriptomic Analysis of Intestinal Tissues from Two 90-Day Feeding Studies in Rats Using
Genetically Modified MON810 Maize Varieties. Frontiers in Genetics, 2017, 8, 222. 1.1 6

11318 Host Genetic Background Strongly Affects Pulmonary microRNA Expression before and during
Influenza A Virus Infection. Frontiers in Immunology, 2017, 8, 246. 2.2 20

11319 Serum Cytokine Profiles Differentiating Hemorrhagic Fever with Renal Syndrome and Hantavirus
Pulmonary Syndrome. Frontiers in Immunology, 2017, 8, 567. 2.2 45

11320 Ly6Chi Monocytes and Their Macrophage Descendants Regulate Neutrophil Function and Clearance in
Acetaminophen-Induced Liver Injury. Frontiers in Immunology, 2017, 8, 626. 2.2 74

11321 IL-10 Dysregulation in Acute Mountain Sickness Revealed by Transcriptome Analysis. Frontiers in
Immunology, 2017, 8, 628. 2.2 42

11322
Transcriptional Profiling of Midguts Prepared from Trypanosoma/T. congolense-Positive Glossina
palpalis palpalis Collected from Two Distinct Cameroonian Foci: Coordinated Signatures of the
Midgutsâ€™ Remodeling As T. congolense-Supportive Niches. Frontiers in Immunology, 2017, 8, 876.

2.2 11



626

Citation Report

# Article IF Citations

11323 RNA Sequencing of Murine Norovirus-Infected Cells Reveals Transcriptional Alteration of Genes
Important to Viral Recognition and Antigen Presentation. Frontiers in Immunology, 2017, 8, 959. 2.2 17

11324
Deciphering of the Human Interferon-Regulated Proteome by Mass Spectrometry-Based Quantitative
Analysis Reveals Extent and Dynamics of Protein Induction and Repression. Frontiers in Immunology,
2017, 8, 1139.

2.2 50

11325 Glutathione Fine-Tunes the Innate Immune Response toward Antiviral Pathways in a Macrophage Cell
Line Independently of Its Antioxidant Properties. Frontiers in Immunology, 2017, 8, 1239. 2.2 76

11326 Erythropoietin Increases Myelination in Oligodendrocytes: Gene Expression Profiling Reveals Early
Induction of Genes Involved in Lipid Transport and Metabolism. Frontiers in Immunology, 2017, 8, 1394. 2.2 14

11327 Detection of Quiescent Radioresistant Epithelial Progenitors in the Adult Thymus. Frontiers in
Immunology, 2017, 8, 1717. 2.2 19

11328
Goats without Prion Protein Display Enhanced Proinflammatory Pulmonary Signaling and
Extracellular Matrix Remodeling upon Systemic Lipopolysaccharide Challenge. Frontiers in
Immunology, 2017, 8, 1722.

2.2 7

11329 Apoptosis, Toll-like, RIG-I-like and NOD-like Receptors Are Pathways Jointly Induced by Diverse
Respiratory Bacterial and Viral Pathogens. Frontiers in Microbiology, 2017, 8, 276. 1.5 22

11330 The Mechanism of Starch Over-Accumulation in Chlamydomonas reinhardtii High-Starch Mutants
Identified by Comparative Transcriptome Analysis. Frontiers in Microbiology, 2017, 8, 858. 1.5 33

11331 RNA Profiling Analysis of the Serum Exosomes Derived from Patients with Active and Latent
Mycobacterium tuberculosis Infection. Frontiers in Microbiology, 2017, 8, 1051. 1.5 64

11332 Modulatory Influence of Segmented Filamentous Bacteria on Transcriptomic Response of Gnotobiotic
Mice Exposed to TCDD. Frontiers in Microbiology, 2017, 8, 1708. 1.5 12

11333 Identification of Novel Long Non-coding and Circular RNAs in Human Papillomavirus-Mediated
Cervical Cancer. Frontiers in Microbiology, 2017, 8, 1720. 1.5 44

11334 Investigating the Effect of Growth Phase on the Surface-Layer Associated Proteome of Lactobacillus
acidophilus Using Quantitative Proteomics. Frontiers in Microbiology, 2017, 8, 2174. 1.5 28

11335 pH Stress-Induced Cooperation between Rhodococcus ruber YYL and Bacillus cereus MLY1 in
Biodegradation of Tetrahydrofuran. Frontiers in Microbiology, 2017, 8, 2297. 1.5 25

11336 Combination of Classifiers Identifies Fungal-Specific Activation of Lysosome Genes in Human
Monocytes. Frontiers in Microbiology, 2017, 8, 2366. 1.5 4

11337 The Orphan Response Regulator Aor1 Is a New Relevant Piece in the Complex Puzzle of Streptomyces
coelicolor Antibiotic Regulatory Network. Frontiers in Microbiology, 2017, 8, 2444. 1.5 26

11338 Biosystems Study of the Molecular Networks Underlying Hippocampal Aging Progression and
Anti-aging Treatment in Mice. Frontiers in Aging Neuroscience, 2017, 9, 393. 1.7 3

11339 Microarray and qPCR Analyses of Wallerian Degeneration in Rat Sciatic Nerves. Frontiers in Cellular
Neuroscience, 2017, 11, 22. 1.8 45

11340 Reduced Circulating Levels of miR-433 and miR-133b Are Potential Biomarkers for Parkinsonâ€™s Disease.
Frontiers in Cellular Neuroscience, 2017, 11, 170. 1.8 54



627

Citation Report

# Article IF Citations

11341
Transcriptome Analysis of Gene Expression Provides New Insights into the Effect of Mild Therapeutic
Hypothermia on Primary Human Cortical Astrocytes Cultured under Hypoxia. Frontiers in Cellular
Neuroscience, 2017, 11, 386.

1.8 50

11342 Proteomic and Metabolomic Analyses of Vanishing White Matter Mouse Astrocytes Reveal
Deregulation of ER Functions. Frontiers in Cellular Neuroscience, 2017, 11, 411. 1.8 13

11343 Phosphoproteome Profiling Reveals Circadian Clock Regulation of Posttranslational Modifications in
the Murine Hippocampus. Frontiers in Neurology, 2017, 8, 110. 1.1 35

11344 Genome-Wide Target Analyses of Otx2 Homeoprotein in Postnatal Cortex. Frontiers in Neuroscience,
2017, 11, 307. 1.4 25

11345 ProNGF Drives Localized and Cell Selective Parvalbumin Interneuron and Perineuronal Net Depletion
in the Dentate Gyrus of Transgenic Mice. Frontiers in Molecular Neuroscience, 2017, 10, 20. 1.4 10

11346
Proteomic Analysis of Post-synaptic Density Fractions from Shank3 Mutant Mice Reveals Brain Region
Specific Changes Relevant to Autism Spectrum Disorder. Frontiers in Molecular Neuroscience, 2017, 10,
26.

1.4 66

11347 Screening the Molecular Framework Underlying Local Dendritic mRNA Translation. Frontiers in
Molecular Neuroscience, 2017, 10, 45. 1.4 6

11348
Integrative Analysis of Brain Region-specific Shank3 Interactomes for Understanding the
Heterogeneity of Neuronal Pathophysiology Related to SHANK3 Mutations. Frontiers in Molecular
Neuroscience, 2017, 10, 110.

1.4 32

11349 Characterization of the Transcriptomes of Lgr5+ Hair Cell Progenitors and Lgr5- Supporting Cells in
the Mouse Cochlea. Frontiers in Molecular Neuroscience, 2017, 10, 122. 1.4 69

11350
Striatal Transcriptome and Interactome Analysis of Shank3-overexpressing Mice Reveals the
Connectivity between Shank3 and mTORC1 Signaling. Frontiers in Molecular Neuroscience, 2017, 10,
201.

1.4 48

11351 Interplay of Energetics and ER Stress Exacerbates Alzheimer's Amyloid-Î² (AÎ²) Toxicity in Yeast. Frontiers
in Molecular Neuroscience, 2017, 10, 232. 1.4 28

11352 Translational Identification of Transcriptional Signatures of Major Depression and Antidepressant
Response. Frontiers in Molecular Neuroscience, 2017, 10, 248. 1.4 29

11353 The Histone H3K27 Demethylase UTX Regulates Synaptic Plasticity and Cognitive Behaviors in Mice.
Frontiers in Molecular Neuroscience, 2017, 10, 267. 1.4 55

11354 Dysregulation of Alternative Poly-adenylation as a Potential Player in Autism Spectrum Disorder.
Frontiers in Molecular Neuroscience, 2017, 10, 279. 1.4 13

11355
Dorsal and Ventral Hippocampus Differentiate in Functional Pathways and Differentially Associate
with Neurological Disease-Related Genes during Postnatal Development. Frontiers in Molecular
Neuroscience, 2017, 10, 331.

1.4 57

11356 Conditional Loss of Hoxa5 Function Early after Birth Impacts on Expression of Genes with Synaptic
Function. Frontiers in Molecular Neuroscience, 2017, 10, 369. 1.4 15

11357 Co-expression Patterns between ATN1 and ATXN2 Coincide with Brain Regions Affected in Huntingtonâ€™s
Disease. Frontiers in Molecular Neuroscience, 2017, 10, 399. 1.4 9

11358 Hedgehog Signaling Promotes the Proliferation and Subsequent Hair Cell Formation of Progenitor
Cells in the Neonatal Mouse Cochlea. Frontiers in Molecular Neuroscience, 2017, 10, 426. 1.4 50



628

Citation Report

# Article IF Citations

11359
Gene Network Construction from Microarray Data Identifies a Key Network Module and Several
Candidate Hub Genes in Age-Associated Spatial Learning Impairment. Frontiers in Systems Neuroscience,
2017, 11, 75.

1.2 13

11360 MicroRNA Mediating Networks in Granulosa Cells Associated with Ovarian Follicular Development.
BioMed Research International, 2017, 2017, 1-18. 0.9 11

11361 Transcriptome Profiling of IL-17A Preactivated Mesenchymal Stem Cells: A Comparative Study to
Unmodified and IFN-<i>Î³</i>Modified Mesenchymal Stem Cells. Stem Cells International, 2017, 2017, 1-16. 1.2 32

11362
Network Pharmacology-Based Approach to Investigate the Analgesic Efficacy and Molecular Targets
of Xuangui Dropping Pill for Treating Primary Dysmenorrhea. Evidence-based Complementary and
Alternative Medicine, 2017, 2017, 1-12.

0.5 27

11363
Combined Transcriptomic Analysis Revealed AKR1B10 Played an Important Role in Psoriasis through the
Dysregulated Lipid Pathway and Overproliferation of Keratinocyte. BioMed Research International,
2017, 2017, 1-10.

0.9 24

11364 Functional Virtual Flow Cytometry: A Visual Analytic Approach for Characterizing Single-Cell Gene
Expression Patterns. BioMed Research International, 2017, 2017, 1-9. 0.9 5

11365
Depletion of the Third Complement Component Ameliorates Age-Dependent Oxidative Stress and
Positively Modulates Autophagic Activity in Aged Retinas in a Mouse Model. Oxidative Medicine and
Cellular Longevity, 2017, 2017, 1-17.

1.9 20

11366 Inferring Molecular Processes Heterogeneity from Transcriptional Data. BioMed Research
International, 2017, 2017, 1-14. 0.9 3

11367 Oxidative Stress Alters the Profile of Transcription Factors Related to Early Development on <i>In
Vitro</i> Produced Embryos. Oxidative Medicine and Cellular Longevity, 2017, 2017, 1-14. 1.9 34

11368 Gene Expression Profiling Identifies Downregulation of the Neurotrophin-MAPK Signaling Pathway in
Female Diabetic Peripheral Neuropathy Patients. Journal of Diabetes Research, 2017, 2017, 1-11. 1.0 28

11369 Independent manipulation of histone H3 modifications in individual nucleosomes reveals the
contributions of sister histones to transcription. ELife, 2017, 6, . 2.8 8

11370 Analysis of Microarray-Identified Genes and MicroRNAs Associated with Idiopathic Pulmonary Fibrosis.
Mediators of Inflammation, 2017, 2017, 1-9. 1.4 38

11371
Identification of Significant Pathways Induced by PAX5 Haploinsufficiency Based on Protein-Protein
Interaction Networks and Cluster Analysis in Raji Cell Line. BioMed Research International, 2017, 2017,
1-9.

0.9 5

11372
Identification of Transcriptional Modules and Key Genes in Chickens Infected with Salmonella
enterica Serovar Pullorum Using Integrated Coexpression Analyses. BioMed Research International,
2017, 2017, 1-12.

0.9 8

11373
Meta-Analysis of Pulmonary Transcriptomes from Differently Primed Mice Identifies Molecular
Signatures to Differentiate Immune Responses following<i> Bordetella pertussis</i> Challenge.
Journal of Immunology Research, 2017, 2017, 1-9.

0.9 4

11374
An Integrative Developmental Genomics and Systems Biology Approach to Identify an In Vivo Sox
Trio-Mediated Gene Regulatory Network in Murine Embryos. BioMed Research International, 2017, 2017,
1-16.

0.9 11

11375
Identification of Candidate Genes Related to Inflammatory Bowel Disease Using Minimum Redundancy
Maximum Relevance, Incremental Feature Selection, and the Shortest-Path Approach. BioMed Research
International, 2017, 2017, 1-15.

0.9 21

11376 Several Indicators of Critical Transitions for Complex Diseases Based on Stochastic Analysis.
Computational and Mathematical Methods in Medicine, 2017, 2017, 1-10. 0.7 2



629

Citation Report

# Article IF Citations

11377 Isolation and Molecular Characterization of Amniotic Fluid-Derived Mesenchymal Stem Cells
Obtained from Caesarean Sections. Stem Cells International, 2017, 2017, 1-15. 1.2 55

11378 IGF2 mRNA binding protein-2 is a tumor promoter that drives cancer proliferation through its client
mRNAs IGF2 and HMGA1. ELife, 2017, 6, . 2.8 77

11379 Uncover the Underlying Mechanism of Drug-Induced Myopathy by Using Systems Biology Approaches.
International Journal of Genomics, 2017, 2017, 1-7. 0.8 2

11380 Construction of an miRNA-Regulated Pathway Network Reveals Candidate Biomarkers for
Postmenopausal Osteoporosis. Computational and Mathematical Methods in Medicine, 2017, 2017, 1-9. 0.7 14

11381 The genome of the Antarctic-endemic copepod, Tigriopus kingsejongensis. GigaScience, 2017, 6, 1-9. 3.3 12

11382 Regulation of Noncoding Transcriptome in Developing Photoreceptors by Rod Differentiation Factor
NRL. , 2017, 58, 4422. 19

11383 Identification of potential new treatment response markers and therapeutic targets using a Gaussian
process-based method in lapatinib insensitive breast cancer models. PLoS ONE, 2017, 12, e0177058. 1.1 2

11384 DNA and RNA-sequence based GWAS highlights membrane-transport genes as key modulators of milk
lactose content. BMC Genomics, 2017, 18, 968. 1.2 47

11385 Identification of potential biomarkers and analysis of prognostic values in head and neck squamous
cell carcinoma by bioinformatics analysis. OncoTargets and Therapy, 2017, Volume 10, 2315-2321. 1.0 26

11386 Assembling large genomes: analysis of the stick insect (Clitarchus hookeri) genome reveals a high
repeat content and sex-biased genes associated with reproduction. BMC Genomics, 2017, 18, 884. 1.2 21

11387 Genes uniquely expressed in human growth plate chondrocytes uncover a distinct regulatory
network. BMC Genomics, 2017, 18, 983. 1.2 17

11388 SZRD1 is a Novel Protein that Functions as a Potential Tumor Suppressor in Cervical Cancer. Journal
of Cancer, 2017, 8, 2132-2141. 1.2 9

11389 A <i>BAP1</i> Mutation-specific MicroRNA Signature Predicts Clinical Outcomes in Clear Cell Renal
Cell Carcinoma Patients with Wild-type <i>BAP1</i>. Journal of Cancer, 2017, 8, 2643-2652. 1.2 31

11390 The transcription factor Maf-S regulates metabolic resistance to insecticides in the malaria vector
Anopheles gambiae. BMC Genomics, 2017, 18, 669. 1.2 65

11391
Identification of Linkages between EDCs in Personal Care Products and Breast Cancer through Data
Integration Combined with Gene Network Analysis. International Journal of Environmental Research
and Public Health, 2017, 14, 1158.

1.2 6

11392 An optimized, broadly applicable<i>piggyBac</i>transposon induction system. Nucleic Acids Research,
2017, 45, gkw1290. 6.5 15

11393 Network Biomarkers Constructed from Gene Expression and Protein-Protein Interaction Data for
Accurate Prediction of Leukemia. Journal of Cancer, 2017, 8, 278-286. 1.2 15

11394 c-Myc is Required for BRAF<sup>V600E</sup>-Induced Epigenetic Silencing by H3K27me3 in
Tumorigenesis. Theranostics, 2017, 7, 2092-2107. 4.6 30



630

Citation Report

# Article IF Citations

11395 Genome-wide identification of key modulators of gene-gene interaction networks in breast cancer.
BMC Genomics, 2017, 18, 679. 1.2 4

11396 Specific MicroRNA Pattern in Colon Tissue of Young Children with Eosinophilic Colitis. International
Journal of Molecular Sciences, 2017, 18, 1050. 1.8 2

11397 Relating past and present diet to phenotypic and transcriptomic variation in the fruit fly. BMC
Genomics, 2017, 18, 640. 1.2 19

11398 Identification of key pathways and genes influencing prognosis in bladder urothelial carcinoma.
OncoTargets and Therapy, 2017, Volume 10, 1673-1686. 1.0 21

11399 RNA sequencing identifies gene expression profile changes associated with &amp;beta;-estradiol
treatment in U2OS osteosarcoma cells. OncoTargets and Therapy, 2017, Volume 10, 3421-3427. 1.0 4

11400
Clinical Value and Prospective Pathway Signaling of MicroRNA-375 in Lung Adenocarcinoma: A Study
Based on the Cancer Genome Atlas (TCGA), Gene Expression Omnibus (GEO) and Bioinformatics
Analysis. Medical Science Monitor, 2017, 23, 2453-2464.

0.5 40

11401 Linking Hematopoietic Differentiation to Co-Expressed Sets of Pluripotency-Associated and Imprinted
Genes and to Regulatory microRNA-Transcription Factor Motifs. PLoS ONE, 2017, 12, e0166852. 1.1 7

11402 Transcriptome Profiling Identifies Ribosome Biogenesis as a Target of Alcohol Teratogenicity and
Vulnerability during Early Embryogenesis. PLoS ONE, 2017, 12, e0169351. 1.1 40

11403 Gene Expression Profiling of Bronchoalveolar Lavage Cells Preceding a Clinical Diagnosis of Chronic
Lung Allograft Dysfunction. PLoS ONE, 2017, 12, e0169894. 1.1 31

11404 Differential DNA Methylation Regions in Adult Human Sperm following Adolescent Chemotherapy:
Potential for Epigenetic Inheritance. PLoS ONE, 2017, 12, e0170085. 1.1 44

11405 MicroRNAs, miR-23a-3p and miR-151-3p, Are Regulated in Dentate Gyrus Neuropil following Induction of
Long-Term Potentiation In Vivo. PLoS ONE, 2017, 12, e0170407. 1.1 16

11406 A novel hypothesis-unbiased method for Gene Ontology enrichment based on transcriptome data. PLoS
ONE, 2017, 12, e0170486. 1.1 48

11407 Proteomic and transcriptomic study of brain microvessels in neonatal and adult mice. PLoS ONE, 2017,
12, e0171048. 1.1 13

11408 The essential and downstream common proteins of amyotrophic lateral sclerosis: A protein-protein
interaction network analysis. PLoS ONE, 2017, 12, e0172246. 1.1 14

11409 Characterization of the human aqueous humour proteome: A comparison of the genders. PLoS ONE,
2017, 12, e0172481. 1.1 19

11410 Bayesian model of signal rewiring reveals mechanisms of gene dysregulation in acquired drug
resistance in breast cancer. PLoS ONE, 2017, 12, e0173331. 1.1 11

11411 Distance in cancer gene expression from stem cells predicts patient survival. PLoS ONE, 2017, 12,
e0173589. 1.1 12

11412 Integrated transcriptomic and proteomic analysis of the molecular cargo of extracellular vesicles
derived from porcine adipose tissue-derived mesenchymal stem cells. PLoS ONE, 2017, 12, e0174303. 1.1 76



631

Citation Report

# Article IF Citations

11413 Literature-based condition-specific miRNA-mRNA target prediction. PLoS ONE, 2017, 12, e0174999. 1.1 24

11414 An integrated method for the identification of novel genes related to oral cancer. PLoS ONE, 2017, 12,
e0175185. 1.1 23

11415 A systematic genetic screen for genes involved in sensing inorganic phosphate availability in
Saccharomyces cerevisiae. PLoS ONE, 2017, 12, e0176085. 1.1 25

11416 Disease-related gene module detection based on a multi-label propagation clustering algorithm. PLoS
ONE, 2017, 12, e0178006. 1.1 7

11417 Gene and metabolite time-course response to cigarette smoking in mouse lung and plasma. PLoS ONE,
2017, 12, e0178281. 1.1 19

11418 Construction and analyses of the microRNA-target gene differential regulatory network in thyroid
carcinoma. PLoS ONE, 2017, 12, e0178331. 1.1 11

11419 Genome-wide alteration in DNA hydroxymethylation in the sperm from bisphenol A-exposed men. PLoS
ONE, 2017, 12, e0178535. 1.1 50

11420 Muscle-relevant genes marked by stable H3K4me2/3 profiles and enriched MyoD binding during
myogenic differentiation. PLoS ONE, 2017, 12, e0179464. 1.1 10

11421 The receptor tyrosine kinase AXL promotes migration and invasion in colorectal cancer. PLoS ONE,
2017, 12, e0179979. 1.1 38

11422 Myotis rufoniger genome sequence and analyses: M. rufonigerâ€™s genomic feature and the decreasing
effective population size of Myotis bats. PLoS ONE, 2017, 12, e0180418. 1.1 10

11423 Prediction of novel target genes and pathways involved in irinotecan-resistant colorectal cancer.
PLoS ONE, 2017, 12, e0180616. 1.1 22

11424 Functional differences between PD-1+ and PD-1- CD4+ effector T cells in healthy donors and patients
with glioblastoma multiforme. PLoS ONE, 2017, 12, e0181538. 1.1 34

11425 Aldehyde dehydrogenase 1 (ALDH1) isoform expression and potential clinical implications in
hepatocellular carcinoma. PLoS ONE, 2017, 12, e0182208. 1.1 35

11426
Comparative quantitative proteomic analysis of disease stratified laser captured microdissected
human islets identifies proteins and pathways potentially related to type 1 diabetes. PLoS ONE, 2017, 12,
e0183908.

1.1 25

11427 Transcriptome analysis of the pectoral muscles of local chickens and commercial broilers using
Ribo-Zero ribonucleic acid sequencing. PLoS ONE, 2017, 12, e0184115. 1.1 17

11428 Chronic obstructive pulmonary disease candidate gene prioritization based on metabolic networks
and functional information. PLoS ONE, 2017, 12, e0184299. 1.1 6

11429 Atrazine induced epigenetic transgenerational inheritance of disease, lean phenotype and sperm
epimutation pathology biomarkers. PLoS ONE, 2017, 12, e0184306. 1.1 110

11430 Alterations in the placental methylome with maternal obesity and evidence for metabolic regulation.
PLoS ONE, 2017, 12, e0186115. 1.1 89



632

Citation Report

# Article IF Citations

11431 De novo-based transcriptome profiling of male-sterile and fertile watermelon lines. PLoS ONE, 2017, 12,
e0187147. 1.1 7

11432 Open housing drives the expression of immune response genes in the nasal mucosa, but not the
olfactory bulb. PLoS ONE, 2017, 12, e0187192. 1.1 0

11433 Proteomic analysis reveals novel ligands and substrates for LNX1 E3 ubiquitin ligase. PLoS ONE, 2017,
12, e0187352. 1.1 10

11434 Circular RNA profile of infantile hemangioma by microarray analysis. PLoS ONE, 2017, 12, e0187581. 1.1 18

11435 Proteomics of Staphylococcus aureus biofilm matrix in a rat model of orthopedic implant-associated
infection. PLoS ONE, 2017, 12, e0187981. 1.1 30

11436 Scrambled eggs: Proteomic portraits and novel biomarkers of egg quality in zebrafish (Danio rerio).
PLoS ONE, 2017, 12, e0188084. 1.1 34

11437 Temporal dynamics of gene expression in heat-stressed Caenorhabditis elegans. PLoS ONE, 2017, 12,
e0189445. 1.1 62

11438 Unilateral nephrectomy diminishes ischemic acute kidney injury through enhanced perfusion and
reduced pro-inflammatory and pro-fibrotic responses. PLoS ONE, 2017, 12, e0190009. 1.1 19

11439 The genetic basis for variation in resistance to infection in the Drosophila melanogaster genetic
reference panel. PLoS Pathogens, 2017, 13, e1006260. 2.1 58

11440 Parvovirus B19 NS1 protein induces cell cycle arrest at G2-phase by activating the ATR-CDC25C-CDK1
pathway. PLoS Pathogens, 2017, 13, e1006266. 2.1 46

11441 Dysregulated signaling, proliferation and apoptosis impact on the pathogenesis of TCRÎ³Î´+ T cell large
granular lymphocyte leukemia. PLoS ONE, 2017, 12, e0175670. 1.1 11

11442 Parkinson's disease-associated genetic variation is linked to quantitative expression of inflammatory
genes. PLoS ONE, 2017, 12, e0175882. 1.1 45

11443 Genome-wide association analysis in dogs implicates 99 loci as risk variants for anterior cruciate
ligament rupture. PLoS ONE, 2017, 12, e0173810. 1.1 39

11444 Mitochondrial DNA depletion by ethidium bromide decreases neuronal mitochondrial creatine kinase:
Implications for striatal energy metabolism. PLoS ONE, 2017, 12, e0190456. 1.1 20

11445 Epigenetic Alterations Affecting Transcription Factors and Signaling Pathways in Stromal Cells of
Endometriosis. PLoS ONE, 2017, 12, e0170859. 1.1 48

11446 Single nucleotide variants and InDels identified from whole-genome re-sequencing of Guzerat, Gyr,
Girolando and Holstein cattle breeds. PLoS ONE, 2017, 12, e0173954. 1.1 47

11447 Correlation of EGFR or KRAS mutation status with 18F-FDG uptake on PET-CT scan in lung
adenocarcinoma. PLoS ONE, 2017, 12, e0175622. 1.1 20

11448 NKL homeobox gene activities in hematopoietic stem cells, T-cell development and T-cell leukemia. PLoS
ONE, 2017, 12, e0171164. 1.1 33



633

Citation Report

# Article IF Citations

11449 Global Gene Expression Analysis of Cross-Protected Phenotype of Pectobacterium atrosepticum. PLoS
ONE, 2017, 12, e0169536. 1.1 8

11450 Reconstruction and signal propagation analysis of the Syk signaling network in breast cancer cells.
PLoS Computational Biology, 2017, 13, e1005432. 1.5 11

11451 Landscape and variation of novel retroduplications in 26 human populations. PLoS Computational
Biology, 2017, 13, e1005567. 1.5 30

11452 Incorporating networks in a probabilistic graphical model to find drivers for complex human
diseases. PLoS Computational Biology, 2017, 13, e1005580. 1.5 16

11453 A knowledge-based T2-statistic to perform pathway analysis for quantitative proteomic data. PLoS
Computational Biology, 2017, 13, e1005601. 1.5 1

11454 Evolutionary analysis reveals regulatory and functional landscape of coding and non-coding RNA
editing. PLoS Genetics, 2017, 13, e1006563. 1.5 188

11455 RNA-seq analysis of Drosophila clock and non-clock neurons reveals neuron-specific cycling and
novel candidate neuropeptides. PLoS Genetics, 2017, 13, e1006613. 1.5 111

11456 Adaptation of A-to-I RNA editing in Drosophila. PLoS Genetics, 2017, 13, e1006648. 1.5 63

11457 Meioc maintains an extended meiotic prophase I in mice. PLoS Genetics, 2017, 13, e1006704. 1.5 103

11458 Mouse models of 17q21.31 microdeletion and microduplication syndromes highlight the importance of
Kansl1 for cognition. PLoS Genetics, 2017, 13, e1006886. 1.5 27

11459 Rare coding variants pinpoint genes that control human hematological traits. PLoS Genetics, 2017, 13,
e1006925. 1.5 39

11460 The Drosophila Duox maturation factor is a key component of a positive feedback loop that sustains
regeneration signaling. PLoS Genetics, 2017, 13, e1006937. 1.5 66

11461 CTCF counter-regulates cardiomyocyte development and maturation programs in the embryonic heart.
PLoS Genetics, 2017, 13, e1006985. 1.5 54

11462 Genomics of parallel adaptation at two timescales in Drosophila. PLoS Genetics, 2017, 13, e1007016. 1.5 21

11463
An Adverse Outcome Pathway Analysis Employing DNA Methylation Effects in Arsenic-Exposed
Zebrafish Embryos Supports a Role of Epigenetic Events in Arsenic-Induced Chronic Disease. Applied in
Vitro Toxicology, 2017, 3, 312-324.

0.6 3

11464 LMO2 is required for TAL1 DNA binding activity and initiation of definitive haematopoiesis at the
haemangioblast stage. Nucleic Acids Research, 2017, 45, 9874-9888. 6.5 22

11465 A tissue-based approach to selection of reference genes for quantitative real-time PCR in a sheep
osteoporosis model. BMC Genomics, 2017, 18, 975. 1.2 22

11466 Metrics to estimate differential co-expression networks. BioData Mining, 2017, 10, 32. 2.2 21



634

Citation Report

# Article IF Citations

11467 Mutational and putative neoantigen load predict clinical benefit of adoptive T cell therapy in
melanoma. Nature Communications, 2017, 8, 1738. 5.8 310

11468 Transcriptional profile of breast muscle in heat stressed layers is similar to that of broiler chickens
at control temperature. Genetics Selection Evolution, 2017, 49, 69. 1.2 16

11469 Genome-wide association studies and genomic prediction of breeding values for calving performance
and body conformation traits in Holstein cattle. Genetics Selection Evolution, 2017, 49, 82. 1.2 55

11470 Evidence of high-altitude adaptation in the glyptosternoid fish, Creteuchiloglanis macropterus from
the Nujiang River obtained through transcriptome analysis. BMC Evolutionary Biology, 2017, 17, 229. 3.2 33

11471 Gene expression variations in high-altitude adaptation: a case study of the Asiatic toad (Bufo) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 582 Td (gargarizans). BMC Genetics, 2017, 18, 62.2.7 10

11472 Multi-region and single-cell sequencing reveal variable genomic heterogeneity in rectal cancer. BMC
Cancer, 2017, 17, 787. 1.1 30

11473 A network-based predictive gene-expression signature for adjuvant chemotherapy benefit in stage II
colorectal cancer. BMC Cancer, 2017, 17, 844. 1.1 14

11474 Comparative gene co-expression network analysis of epithelial to mesenchymal transition reveals
lung cancer progression stages. BMC Cancer, 2017, 17, 830. 1.1 10

11475 Proteomics analysis and proteogenomic characterization of different physiopathological human
lenses. BMC Ophthalmology, 2017, 17, 253. 0.6 14

11476 Gene expression profiling in patients with polymyalgia rheumatica before and after
symptom-abolishing glucocorticoid treatment. BMC Musculoskeletal Disorders, 2017, 18, 341. 0.8 2

11477 Examining non-LTR retrotransposons in the context of the evolving primate brain. BMC Biology, 2017,
15, 68. 1.7 19

11478 RNA-binding activity of TRIM25 is mediated by its PRY/SPRY domain and is required for ubiquitination.
BMC Biology, 2017, 15, 105. 1.7 125

11479 Genotype-driven identification of a molecular network predictive of advanced coronary calcium in
ClinSeqÂ® and Framingham Heart Study cohorts. BMC Systems Biology, 2017, 11, 99. 3.0 20

11480
Identification of natural antimicrobial peptides from bacteria through metagenomic and
metatranscriptomic analysis of high-throughput transcriptome data of Taiwanese oolong teas. BMC
Systems Biology, 2017, 11, 131.

3.0 19

11481 Identification of trunk mutations in gastric carcinoma: a case study. BMC Medical Genomics, 2017, 10,
49. 0.7 5

11482 Consensus strategy in genes prioritization and combined bioinformatics analysis for preeclampsia
pathogenesis. BMC Medical Genomics, 2017, 10, 50. 0.7 18

11483 High resolution chromosomal microarray analysis in paediatric obsessive-compulsive disorder. BMC
Medical Genomics, 2017, 10, 68. 0.7 21

11484 Predicting drug-disease interactions by semi-supervised graph cut algorithm and three-layer data
integration. BMC Medical Genomics, 2017, 10, 79. 0.7 23



635

Citation Report

# Article IF Citations

11485 Transcriptomic analysis comparing mouse strains with extreme total lung capacities identifies novel
candidate genes for pulmonary function. Respiratory Research, 2017, 18, 152. 1.4 9

11486 Oncogenic long noncoding RNA landscape in breast cancer. Molecular Cancer, 2017, 16, 129. 7.9 205

11487 Profiling, clinicopathological correlation and functional validation of specific long non-coding
RNAs for hepatocellular carcinoma. Molecular Cancer, 2017, 16, 164. 7.9 17

11488 Depletion of club cells attenuates bleomycin-induced lung injury and fibrosis in mice. Journal of
Inflammation, 2017, 14, 20. 1.5 14

11489 Comparative proteomic analysis between nitrogen supplemented and starved conditions in
Magnaporthe oryzae. Proteome Science, 2017, 15, 20. 0.7 18

11490 Special role of JUN in papillary thyroid carcinoma based on bioinformatics analysis. World Journal of
Surgical Oncology, 2017, 15, 119. 0.8 10

11491 Proteomic analysis of human follicular fluid associated with successful in vitro fertilization.
Reproductive Biology and Endocrinology, 2017, 15, 58. 1.4 42

11492
Identification of potential transcriptomic markers in developing pediatric sepsis: a weighted gene
co-expression network analysis and a caseâ€“control validation study. Journal of Translational
Medicine, 2017, 15, 254.

1.8 19

11493 ZIKV infection effects changes in gene splicing, isoform composition and lncRNA expression in human
neural progenitor cells. Virology Journal, 2017, 14, 217. 1.4 56

11494 RNA-sequence data normalization through in silico prediction of reference genes: the bacterial
response to DNA damage as case study. BioData Mining, 2017, 10, 30. 2.2 15

11495 The distinct biological implications of Asxl1 mutation and its roles in leukemogenesis revealed by a
knock-in mouse model. Journal of Hematology and Oncology, 2017, 10, 139. 6.9 40

11496 Drug repurposing for the treatment of glioblastoma multiforme. Journal of Experimental and Clinical
Cancer Research, 2017, 36, 169. 3.5 58

11497 Intron retention enhances gene regulatory complexity in vertebrates. Genome Biology, 2017, 18, 216. 3.8 79

11498 Ubiquitin C-terminal hydrolase isozyme L1 is associated with shelterin complex at interstitial
telomeric sites. Epigenetics and Chromatin, 2017, 10, 54. 1.8 6

11499 Treatment with a DNA methyltransferase inhibitor feminizes zebrafish and induces long-term
expression changes in the gonads. Epigenetics and Chromatin, 2017, 10, 59. 1.8 53

11500
Analysis of proteomes released from in vitro cultured eight Clostridium difficile PCR ribotypes
revealed specific expression in PCR ribotypes 027 and 176 confirming their genetic relatedness and
clinical importance at the proteomic level. Gut Pathogens, 2017, 9, 45.

1.6 36

11501 Genome-wide microRNA expression profiling in placentae from frozen-thawed blastocyst transfer.
Clinical Epigenetics, 2017, 9, 79. 1.8 51

11502 Epigenome alterations in aortic valve stenosis and its related left ventricular hypertrophy. Clinical
Epigenetics, 2017, 9, 106. 1.8 23



636

Citation Report

# Article IF Citations

11503 A novel Alzheimerâ€™s disease drug candidate targeting inflammation and fatty acid metabolism.
Alzheimer's Research and Therapy, 2017, 9, 50. 3.0 33

11504 Stress amplifies sex differences in primate prefrontal profiles of gene expression. Biology of Sex
Differences, 2017, 8, 36. 1.8 7

11505 HIF prolyl hydroxylase PHD3 regulates translational machinery and glucose metabolism in clear cell
renal cell carcinoma. Cancer & Metabolism, 2017, 5, 5. 2.4 24

11506 Beneficial effects of Heqi san on rat model of polycystic ovary syndrome through the PI3K/AKT
pathway. DARU, Journal of Pharmaceutical Sciences, 2017, 25, 21. 0.9 53

11507
RNA-sequencing analysis of lung primary fibroblast response to eosinophil-degranulation products
predicts downstream effects on inflammation, tissue remodeling and lipid metabolism. Respiratory
Research, 2017, 18, 188.

1.4 23

11508 Effects of the vertically transmitted microsporidian Facilispora margolisi and the parasiticide
emamectin benzoate on salmon lice (Lepeophtheirus salmonis). BMC Genomics, 2017, 18, 630. 1.2 16

11509 Transcriptome analyses of immune tissues from three Japanese frogs (genus Rana ) reveals their utility
in characterizing major histocompatibility complex class II. BMC Genomics, 2017, 18, 994. 1.2 7

11510 A new method to study the change of miRNAâ€“mRNA interactions due to environmental exposures.
Bioinformatics, 2017, 33, i199-i207. 1.8 4

11511 Transcriptomic meta-analysis identifies gene expression characteristics in various samples of
HIV-infected patients with nonprogressive disease. Journal of Translational Medicine, 2017, 15, 191. 1.8 16

11512 Impact of mesenchymal stem cellsâ€™ secretome on glioblastoma pathophysiology. Journal of
Translational Medicine, 2017, 15, 200. 1.8 33

11513 Changes in DNA methylation in naÃ¯ve T helper cells regulate the pathophysiological state in
minimal-change nephrotic syndrome. BMC Research Notes, 2017, 10, 480. 0.6 2

11514 A practical prognostic lncRNA signature for lung squamous cell carcinoma. Translational Medicine
Communications, 2017, 2, . 0.5 1

11515 Histone/protein deacetylase 11 targeting promotes Foxp3+ Treg function. Scientific Reports, 2017, 7,
8626. 1.6 64

11516 Uncovering the Pharmacological Mechanism of Astragalus Salvia Compound on Pregnancy-Induced
Hypertension Syndrome by a Network Pharmacology Approach. Scientific Reports, 2017, 7, 16849. 1.6 50

11517 Variant Ranker: a web-tool to rank genomic data according to functional significance. BMC
Bioinformatics, 2017, 18, 341. 1.2 21

11518 Factors affecting interactome-based prediction of human genes associated with clinical signs. BMC
Bioinformatics, 2017, 18, 340. 1.2 4

11519 mmquant: how to count multi-mapping reads?. BMC Bioinformatics, 2017, 18, 411. 1.2 32

11520 Partitioning of functional gene expression data using principal points. BMC Bioinformatics, 2017, 18,
450. 1.2 2



637

Citation Report

# Article IF Citations

11521
Mutation status coupled with RNA-sequencing data can efficiently identify important
non-significantly mutated genes serving as diagnostic biomarkers of endometrial cancer. BMC
Bioinformatics, 2017, 18, 472.

1.2 5

11522 Super-delta: a new differential gene expression analysis procedure with robust data normalization.
BMC Bioinformatics, 2017, 18, 582. 1.2 10

11523
Milk yield and genomewide expression profiling in the mammary gland of beef primiparous cows in
response to the dietary management during the pre- and postweaning periods1. Journal of Animal
Science, 2017, 95, 4274-4287.

0.2 3

11524
Use of methylation profiling to identify significant differentially methylated genes in bone marrow
mesenchymal stromal cells from acute myeloid leukemia. International Journal of Molecular
Medicine, 2018, 41, 679-686.

1.8 3

11525 Comparative analysis of human embryonic stem cellâ€‘derived neural stem cells as an in vitro human
model. International Journal of Molecular Medicine, 2018, 41, 783-790. 1.8 14

11526 Expression profiles and function analysis of microRNAs in postovulatory aging mouse oocytes. Aging,
2017, 9, 1186-1201. 1.4 8

11527
Repeated short climatic change affects the epidermal differentiation program and leads to matrix
remodeling in a human organotypic skin model. Clinical, Cosmetic and Investigational Dermatology,
2017, Volume 10, 43-50.

0.8 4

11528
DECIPHERING THE ACTION MECHANISM OF INDONESIA HERBAL DECOCTION IN THE TREATMENT OF TYPE II
DIABETES USING A NETWORK PHARMACOLOGY APPROACH. International Journal of Pharmacy and
Pharmaceutical Sciences, 2017, 9, 243.

0.3 2

11529 Leveraging Online Resources to Prioritize Candidate Genes for Functional Analyses: Using the Fetal
Testis as a Test Case. Sexual Development, 2017, 11, 1-20. 1.1 4

11530 Glioma stem cells and their non-stem differentiated glioma cells exhibit differences in mitochondrial
structure and function. Oncology Reports, 2017, 39, 411-416. 1.2 8

11531 A prognostic model for lung adenocarcinoma patient survival with a focus on four miRNAs.
Oncology Letters, 2017, 14, 2991-2995. 0.8 6

11532 Transcriptome analysis reveals differentially expressed lncRNAs between oral squamous cell
carcinoma and healthy oral mucosa. Oncotarget, 2017, 8, 31521-31531. 0.8 87

11533 Leucine-rich glioma inactivated 3: Integrative analyses support its role in the cytokine network.
International Journal of Molecular Medicine, 2017, 40, 251-259. 1.8 7

11534 Cross-species hybridization of foot-and-mouth disease virus-infected BHK-21 cells using human and
mouse oligonucleotide microarrays. Acta Virologica, 2017, 61, 299-307. 0.3 0

11535 HIF-1Î± is required for disturbed flow-induced metabolic reprogramming in human and porcine vascular
endothelium. ELife, 2017, 6, . 2.8 120

11536 Integrated bioinformatics analysis of the osteoarthritisâ€‘associated microRNA expression signature.
Molecular Medicine Reports, 2017, 17, 1833-1838. 1.1 14

11537 Epigenetic mechanisms underlying maternal diabetes-associated risk of congenital heart disease. JCI
Insight, 2017, 2, . 2.3 59

11538 A 4-lncRNA scoring system for prognostication of adult myelodysplastic syndromes. Blood Advances,
2017, 1, 1505-1516. 2.5 19



638

Citation Report

# Article IF Citations

11539 Identification of Nitrogen Consumption Genetic Variants in Yeast Through QTL Mapping and Bulk
Segregant RNA-Seq Analyses. G3: Genes, Genomes, Genetics, 2017, 7, 1693-1705. 0.8 87

11540 SIRT1 regulates Mxd1 during malignant melanoma progression. Oncotarget, 2017, 8, 114540-114553. 0.8 12

11541 A comprehensive insight into the clinicopathologic significance of miR-144-3p in hepatocellular
carcinoma. OncoTargets and Therapy, 2017, Volume 10, 3405-3419. 1.0 28

11542 Bioinformatic analysis of microRNA-mRNA expression profiles of bladder tissue induced by bladder
outlet obstruction in a rat model. Molecular Medicine Reports, 2017, 16, 4803-4810. 1.1 7

11543 LncRNA expression in the spinal cord modulated by minocycline in a mouse model of spared nerve
injury. Journal of Pain Research, 2017, Volume 10, 2503-2514. 0.8 27

11544 Human embryonic lung epithelial tips are multipotent progenitors that can be expanded in vitro as
long-term self-renewing organoids. ELife, 2017, 6, . 2.8 226

11545 BPTF inhibits NK cell activity and the abundance of natural cytotoxicity receptor co-ligands.
Oncotarget, 2017, 8, 64344-64357. 0.8 24

11546 Transcriptomic responses to wounding: meta-analysis of gene expression microarray data. BMC
Genomics, 2017, 18, 850. 1.2 15

11547
<i>TOP2A</i>, <i>GGH</i>, and <i>PECAM1</i> are associated with hematogenous, lymph node, and
peritoneal recurrence in stage II/III gastric cancer patients enrolled in the ACTS-GC study. Oncotarget,
2017, 8, 57574-57582.

0.8 44

11548 miR-608 regulates apoptosis in human lung adenocarcinoma via regulation of AKT2. International
Journal of Oncology, 2017, 51, 1757-1764. 1.4 39

11549 Analysis of gene expression profile microarray data in complex regional pain syndrome. Molecular
Medicine Reports, 2017, 16, 3371-3378. 1.1 7

11550 Mutation-profile-based methods for understanding selection forces in cancer somatic mutations: a
comparative analysis. Oncotarget, 2017, 8, 58835-58846. 0.8 11

11551 Differences in global gene expression in muscle tissue of Nellore cattle with divergent meat
tenderness. BMC Genomics, 2017, 18, 945. 1.2 32

11552 Restoration of Mesenchymal RPE by Transcription Factor-Mediated Reprogramming. , 2017, 58, 430. 16

11553 Differential radiation response between normal astrocytes and glioma cells revealed by comparative
transcriptome analysis. OncoTargets and Therapy, 2017, Volume 10, 5755-5764. 1.0 8

11554 Pediatric brain tumor cells release exosomes with a miRNA repertoire that differs from exosomes
secreted by normal cells. Oncotarget, 2017, 8, 90164-90175. 0.8 39

11555
Comprehensive analysis of differential co-expression patterns reveal transcriptional dysregulation
mechanism and identify novel prognostic lncRNAs in esophageal squamous cell carcinoma.
OncoTargets and Therapy, 2017, Volume 10, 3095-3105.

1.0 22

11556 Comparison of miRNA and gene expression profiles between metastatic and primary prostate cancer.
Oncology Letters, 2017, 14, 6085-6090. 0.8 9



639

Citation Report

# Article IF Citations

11557
Clarifying the molecular mechanism associated with carfilzomib resistance in human multiple
myeloma using microarray gene expression profile and genetic interaction network. OncoTargets and
Therapy, 2017, Volume 10, 1327-1334.

1.0 13

11558 Comprehensive comparison of Pacific Biosciences and Oxford Nanopore Technologies and their
applications to transcriptome analysis. F1000Research, 2017, 6, 100. 0.8 366

11559
Profiling of gene expression regulated by 17&beta;-estradiol and tamoxifen in estrogen
receptor-positive and estrogen receptor-negative human breast cancer cell lines. Breast Cancer:
Targets and Therapy, 2017, Volume 9, 537-550.

1.0 7

11560 Leucine-rich glioma inactivated 3: integrative analyses support its prognostic role in glioma.
OncoTargets and Therapy, 2017, Volume 10, 2721-2728. 1.0 6

11561 Differential Gene Transcription of Extracellular Matrix Components in Response to In Vivo Corneal
Crosslinking (CXL) in Rabbit Corneas. Translational Vision Science and Technology, 2017, 6, 8. 1.1 7

11562 ATM kinase sustains breast cancer stem-like cells by promoting ATG4C expression and autophagy.
Oncotarget, 2017, 8, 21692-21709. 0.8 39

11563 In Vitro Effects of Arthrocen, an Avocado/Soy Unsaponifiables Agent, on Inflammation and Global
Gene Expression in Human Monocytes. International Journal of Chemistry, 2017, 9, 31. 0.3 9

11564 <i>Actinidia chinensis</i> Planch root extract inhibits cholesterol metabolism in hepatocellular
carcinoma through upregulation of <i>PCSK9</i>. Oncotarget, 2017, 8, 42136-42148. 0.8 25

11565 Defining age- and lactocrine-sensitive elements of the neonatal porcine uterine microRNAâ€“mRNA
interactomeâ€ ,â€¡. Biology of Reproduction, 2017, 96, 327-340. 1.2 9

11566 The Significant Pathways and Genes Underlying the Colon Cancer Treatment by the Traditional Chinese
Medicine PHY906. Evidence-based Complementary and Alternative Medicine, 2017, 2017, 1-7. 0.5 12

11567 Selection for female traits of high fertility affects male reproductive performance and alters the
testicular transcriptional profile. BMC Genomics, 2017, 18, 889. 1.2 11

11568 Global differential gene expression in the pituitary gland and the ovaries of pre- and postpubertal
Brahman heifers1. Journal of Animal Science, 2017, 95, 599-615. 0.2 27

11569 Bioinformatics analysis of key genes and signaling pathways associated with myocardial infarction
following telomerase activation. Molecular Medicine Reports, 2017, 16, 2915-2924. 1.1 2

11570 Transcriptome-wide elucidation of liposomal formulations for anticancer drug delivery.
International Journal of Nanomedicine, 2017, Volume 12, 8557-8572. 3.3 1

11571 Evolution of Fish Let-7 MicroRNAs and Their Expression Correlated to Growth Development in Blunt
Snout Bream. International Journal of Molecular Sciences, 2017, 18, 646. 1.8 30

11572 Gene Expression Profiling of the Optic Nerve Head of Patients with Primary Open-Angle Glaucoma.
Journal of Ophthalmology, 2017, 2017, 1-7. 0.6 4

11573 Exploring targeted therapy of osteosarcoma using proteomics data. OncoTargets and Therapy, 2017,
Volume 10, 565-577. 1.0 22

11574 Gender-dimorphic effects of adipose-derived stromal vascular fractions on HUVECs exposed to
oxidative stress. International Journal of Medical Sciences, 2017, 14, 911-919. 1.1 7



640

Citation Report

# Article IF Citations

11575 Drosophila. , 2017, , 345-358. 11

11576 Fungal biomarker discovery by integration of classifiers. BMC Genomics, 2017, 18, 601. 1.2 3

11577 Identification of common oncogenic and early developmental pathways in the ovarian carcinomas
controlling by distinct prognostically significant microRNA subsets. BMC Genomics, 2017, 18, 692. 1.2 18

11578 SaVanT: a web-based tool for the sample-level visualization of molecular signatures in gene
expression profiles. BMC Genomics, 2017, 18, 824. 1.2 32

11579 Transcriptome profiling of aging Drosophila photoreceptors reveals gene expression trends that
correlate with visual senescence. BMC Genomics, 2017, 18, 894. 1.2 76

11580 Identification of novel genetic etiology and key molecular pathways for seminoma via network-based
studies. International Journal of Oncology, 2017, 51, 1280-1290. 1.4 13

11581 Identification of Key Genes Related with Alzheimerâ€™s Disease Treatment Through Bioinformatics
Analysis. Journal of Biology and Life Science, 2017, 9, 78. 0.2 1

11582 Detecting the genetic link between Alzheimer's disease and obesity using bioinformatics analysis of
GWAS data. Oncotarget, 2017, 8, 55915-55919. 0.8 14

11583 Identification of genes and pathways in nasopharyngeal carcinoma by bioinformatics analysis.
Oncotarget, 2017, 8, 63738-63749. 0.8 22

11584 MicroRNA Profiling of Oxaliplatin-Resistant HCT116 Colorectal Cancer Cells. Oncomedicine, 2017, 2,
111-120. 1.1 1

11585 KCTD11 inhibits growth and metastasis of hepatocellular carcinoma through activating Hippo
signaling. Oncotarget, 2017, 8, 37717-37729. 0.8 15

11586 Identification of core genes and outcome in gastric cancer using bioinformatics analysis. Oncotarget,
2017, 8, 70271-70280. 0.8 118

11587 Cysteine-rich 61-associated gene expression profile alterations in human glioma cells. Molecular
Medicine Reports, 2017, 16, 5561-5567. 1.1 1

11588 Genome-wide gene expression pattern underlying differential host response to high or low
pathogenic H5N1 avian influenza virus in ducks. Acta Virologica, 2017, 61, 66-76. 0.3 25

11589 Glucose deprivation elicits phenotypic plasticity via ZEB1-mediated expression of NNMT. Oncotarget,
2017, 8, 26200-26220. 0.8 38

11590 Identifying biomarkers of papillary renal cell carcinoma associated with pathological stage by
weighted gene co-expression network analysis. Oncotarget, 2017, 8, 27904-27914. 0.8 36

11591 Proteomic analysis of cerebrospinal fluid from children with central nervous system tumors
identifies candidate proteins relating to tumor metastatic spread. Oncotarget, 2017, 8, 46177-46190. 0.8 24

11592 Genetic regulation of the RUNX transcription factor family has antitumor effects. Journal of Clinical
Investigation, 2017, 127, 2815-2828. 3.9 103



641

Citation Report

# Article IF Citations

11593 C1orf64 is a novel androgen receptor target gene and coregulator that interacts with 14-3-3 protein in
breast cancer. Oncotarget, 2017, 8, 57907-57933. 0.8 11

11594
Comparative study of joint bioinformatics analysis of underlying potential of â€˜neurimmiRâ€™,
miR-212-3P/miR-132-3P, being involved in epilepsy and its emerging role in human cancer. Oncotarget,
2017, 8, 40668-40682.

0.8 19

11595 The effects of DLEU1 gene expression in Burkitt lymphoma (BL): potential mechanism of
chemoimmunotherapy resistance in BL. Oncotarget, 2017, 8, 27839-27853. 0.8 31

11596 Genome-wide DNA methylation analysis reveals molecular subtypes of pancreatic cancer. Oncotarget,
2017, 8, 28990-29012. 0.8 72

11597 Transcriptome Analysis of Chicken Embryo Fibroblast Cell Infected with Marekâ€™s Disease Virus of
GX0101 âˆ† LTR. Brazilian Journal of Poultry Science, 2017, 19, 179-184. 0.3 2

11598 Decitabine-Vorinostat combination treatment in acute myeloid leukemia activates pathways with
potential for novel triple therapy. Oncotarget, 2017, 8, 51429-51446. 0.8 30

11599 Vitamin K epoxide reductase regulation of androgen receptor activity. Oncotarget, 2017, 8, 13818-13831. 0.8 25

11600 Biomarkers identified for prostate cancer patients through genome-scale screening. Oncotarget, 2017,
8, 92055-92063. 0.8 20

11601 Lipid degradation promotes prostate cancer cell survival. Oncotarget, 2017, 8, 38264-38275. 0.8 64

11602 Notch1 haploinsufficiency causes ascending aortic aneurysms in mice. JCI Insight, 2017, 2, . 2.3 44

11603
Genome-wide methylation sequencing of paired primary and metastatic cell lines identifies common
DNA methylation changes and a role for EBF3 as a candidate epigenetic driver of melanoma metastasis.
Oncotarget, 2017, 8, 6085-6101.

0.8 60

11604 Feature selection and extraction from heterogeneous genomic characterizations. , 2017, , 45-81. 1

11605 Genome-wide analysis of circular RNAs in prenatal and postnatal muscle of sheep. Oncotarget, 2017, 8,
97165-97177. 0.8 32

11606 A comprehensive analysis of candidate gene signatures in oral squamous cell carcinoma. Neoplasma,
2017, 64, 167-174. 0.7 4

11607 Optimized Exon-Exon Junction Library and its Application on Rodents' Brain Transcriptome Analysis.
Brazilian Archives of Biology and Technology, 2017, 60, . 0.5 0

11608 IDENTIFYING EXOSOME-DERIVED MICRORNAS AS CANDIDATE BIOMARKERS OF FRAILTY. Journal of Frailty
&amp; Aging,the, 2018, 7, 1-4. 0.8 35

11609 Chemo brain or tumor brain - that is the question: the presence of extracranial tumors profoundly
affects molecular processes in the prefrontal cortex of TumorGraft mice. Aging, 2017, 9, 1660-1676. 1.4 9

11610 Identification of novel diagnostic biomarkers for thyroid carcinoma. Oncotarget, 2017, 8, 111551-111566. 0.8 6



642

Citation Report

# Article IF Citations

11611 Co-expression network analysis of lncRNAs and mRNAs in OPTN-silenced cells. International Journal
of Molecular Medicine, 2018, 41, 1013-1020. 1.8 0

11612 Toxicogenomics of Bisphenol A and Neurodevelopmental Disorders. , 0, , . 1

11613 The long non-coding RNA CRNDE acts as a ceRNA and promotes glioma malignancy by preventing
miR-136-5p-mediated downregulation of Bcl-2 and Wnt2. Oncotarget, 2017, 8, 88163-88178. 0.8 70

11614 Translational reprogramming of colorectal cancer cells induced by 5-fluorouracil through a
miRNA-dependent mechanism. Oncotarget, 2017, 8, 46219-46233. 0.8 25

11615 Databases and tools for constructing signal transduction networks in cancer. BMB Reports, 2017, 50,
12-19. 1.1 3

11616 Big Drug Design Mechanisms via Systems Biology and Big Database Mining. , 2017, , 737-845. 1

11617 Investigating the impact human proteinâ€“protein interaction networks have on disease-gene analysis.
International Journal of Machine Learning and Cybernetics, 2018, 9, 455-464. 2.3 10

11618 REPA: Applying Pathway Analysis to Genome-Wide Transcription Factor Binding Data. IEEE/ACM
Transactions on Computational Biology and Bioinformatics, 2018, 15, 1270-1283. 1.9 3

11619 Overexpression of YTHDF1 is associated with poor prognosis in patients with hepatocellular
carcinoma. Cancer Biomarkers, 2018, 21, 859-868. 0.8 216

11620 Argonaute 2 RNA Immunoprecipitation Reveals Distinct miRNA Targetomes of Primary Burkitt Lymphoma
Tumors and Normal B Cells. American Journal of Pathology, 2018, 188, 1289-1299. 1.9 7

11621 Transformation of Accessible Chromatin and 3D Nucleome Underlies Lineage Commitment of Early T
Cells. Immunity, 2018, 48, 227-242.e8. 6.6 188

11622 Study on behaviors and performances of universal <i>N</i>-glycopeptide enrichment methods.
Analyst, The, 2018, 143, 1870-1880. 1.7 45

11623 Sequencing and characterization of lncRNAs in the breast muscle of Gushi and Arbor Acres chickens.
Genome, 2018, 61, 337-347. 0.9 24

11624 Sox11 gene disruption causes congenital anomalies of the kidney and urinary tract (CAKUT). Kidney
International, 2018, 93, 1142-1153. 2.6 19

11625 Global proteomic responses of Escherichia coli and evolution of biomarkers under tetracycline
stress at acid and alkaline conditions. Science of the Total Environment, 2018, 627, 1315-1326. 3.9 11

11626 Artificial Light at Night (ALAN), an alarm to ovarian physiology: A study of possible chronodisruption
on zebrafish (Danio rerio). Science of the Total Environment, 2018, 628-629, 1407-1421. 3.9 38

11627 Understanding the functional role of genistein in the bone differentiation in mouse osteoblastic cell
line MC3T3-E1 by RNA-seq analysis. Scientific Reports, 2018, 8, 3257. 1.6 21

11628 High-throughput metabolomic analysis predicts mode of action of uncharacterized antimicrobial
compounds. Science Translational Medicine, 2018, 10, . 5.8 102



643

Citation Report

# Article IF Citations

11629 Soft Computing Approaches to Extract Biologically Significant Gene Network Modules. , 2018, , 23-37. 5

11630 Spine Patterning Is Guided by Segmentation of the Notochord Sheath. Cell Reports, 2018, 22, 2026-2038. 2.9 59

11631 A Model for Manganese interaction with Deinococcus radiodurans proteome network involved in
ROS response and defense. Journal of Trace Elements in Medicine and Biology, 2018, 50, 465-473. 1.5 23

11632 Oligomeric proanthocyanidins (OPCs) target cancer stem-like cells and suppress tumor organoid
formation in colorectal cancer. Scientific Reports, 2018, 8, 3335. 1.6 56

11633 A minimal RNA ligand for potent RIG-I activation in living mice. Science Advances, 2018, 4, e1701854. 4.7 79

11634 Metformin-Induced Changes of the Coding Transcriptome and Non-Coding RNAs in the Livers of
Non-Alcoholic Fatty Liver Disease Mice. Cellular Physiology and Biochemistry, 2018, 45, 1487-1505. 1.1 38

11635 Mutational Pleiotropy and the Strength of Stabilizing Selection Within and Between Functional
Modules of Gene Expression. Genetics, 2018, 208, 1601-1616. 1.2 14

11636 Seven-Up Is a Novel Regulator of Insulin Signaling. Genetics, 2018, 208, 1643-1656. 1.2 14

11637 Identification of methylated genes and miRNA signatures in nasopharyngeal carcinoma by
bioinformatics analysis. Molecular Medicine Reports, 2018, 17, 4909-4916. 1.1 11

11638 Single-Cell Transcriptome Analysis Using SINCERA Pipeline. Methods in Molecular Biology, 2018, 1751,
209-222. 0.4 13

11639 Microarray Data Analysis for Transcriptome Profiling. Methods in Molecular Biology, 2018, 1751, 17-33. 0.4 6

11640 Pathway and Network Analysis of Differentially Expressed Genes in Transcriptomes. Methods in
Molecular Biology, 2018, 1751, 35-55. 0.4 4

11641 Transcriptomic studies in tolerance: Lessons learned and the path forward. Human Immunology, 2018,
79, 395-401. 1.2 6

11642 Systematic Protein Prioritization for Targeted Proteomics Studies through Literature Mining. Journal
of Proteome Research, 2018, 17, 1383-1396. 1.8 16

11643 Changes in global translation elongation or initiation rates shape the proteome via the Kozak
sequence. Scientific Reports, 2018, 8, 4018. 1.6 34

11644 Analyzing gene expression profiles with preliminary validations in cardiac hypertrophy induced by
pressure overload. Canadian Journal of Physiology and Pharmacology, 2018, 96, 701-709. 0.7 7

11645 Single suture craniosynostosis: Identification of rare variants in genes associated with syndromic
forms. American Journal of Medical Genetics, Part A, 2018, 176, 290-300. 0.7 34

11646 Chromatin Accessibility Landscape in Human Early Embryos and Its Association with Evolution. Cell,
2018, 173, 248-259.e15. 13.5 159



644

Citation Report

# Article IF Citations

11647 EWSâ€“FLI1 increases transcription to cause R-loops and block BRCA1 repair in Ewing sarcoma. Nature,
2018, 555, 387-391. 13.7 222

11648 Global Gene Expression Analysis in an in vitro Fibroblast Model of Idiopathic Pulmonary Fibrosis
Reveals Potential Role for CXCL14/CXCR4. Scientific Reports, 2018, 8, 3983. 1.6 30

11649 A 65â€‘gene signature for prognostic prediction in colon adenocarcinoma. International Journal of
Molecular Medicine, 2018, 41, 2021-2027. 1.8 11

11650 Collective transcriptomic deregulation of hypertrophic and dilated cardiomyopathy â€“ Importance of
fibrotic mechanism in heart failure. Computational Biology and Chemistry, 2018, 73, 85-94. 1.1 7

11651 MYC-containing amplicons in acute myeloid leukemia: genomic structures, evolution, and
transcriptional consequences. Leukemia, 2018, 32, 2152-2166. 3.3 70

11652 DeSUMOylation switches Kaiso from activator to repressor upon hyperosmotic stress. Cell Death and
Differentiation, 2018, 25, 1938-1951. 5.0 20

11653 Integrated Multiâ€•Omic Analyses Support Distinguishing Secretory Carcinoma of the Breast from
Basalâ€•Like Tripleâ€•Negative Breast Cancer. Proteomics - Clinical Applications, 2018, 12, e1700125. 0.8 15

11654 Module-Based Knowledge Discovery for Multiple-Cytosine-Variant Methylation Profile. , 2018, , 169-186. 1

11655 Insulin Signaling Regulates Oocyte Quality Maintenance with Age via Cathepsin B Activity. Current
Biology, 2018, 28, 753-760.e4. 1.8 45

11656 Identification of key microRNAs, transcription factors and genes associated with congenital
obstructive nephropathy in a mouse model of megabladder. Gene, 2018, 650, 77-85. 1.0 4

11657
T <sub>reg</sub> cells limit IFN-Î³ production to control macrophage accrual and phenotype during
skeletal muscle regeneration. Proceedings of the National Academy of Sciences of the United States
of America, 2018, 115, E2585-E2593.

3.3 114

11658 Inferences of individual drug responses across diverse cancer types using a novel competing
endogenous RNA network. Molecular Oncology, 2018, 12, 1429-1446. 2.1 29

11659 Mass Spectrometric Identification of Endogenous Peptides. Methods in Molecular Biology, 2018, 1719,
59-70. 0.4 5

11660
Strong cation exchange-reversed phase liquid chromatography-capillary zone electrophoresis-tandem
mass spectrometry platform with high peak capacity for deep bottom-up proteomics. Analytica Chimica
Acta, 2018, 1012, 1-9.

2.6 43

11661 Patterns of alternative splicing vary between species during heat stress. AoB PLANTS, 2018, 10, ply013. 1.2 29

11662 The Glycosyltransferase EOGT Regulates Adropin Expression in Decidualizing Human Endometrium.
Endocrinology, 2018, 159, 994-1004. 1.4 27

11663 <i>Airn</i> Regulates Igf2bp2 Translation in Cardiomyocytes. Circulation Research, 2018, 122, 1347-1353. 2.0 33

11664 The prognostic value of <scp>CYP</scp>2C subfamily genes in hepatocellular carcinoma. Cancer
Medicine, 2018, 7, 966-980. 1.3 35



645

Citation Report

# Article IF Citations

11666 Identification of Small RNAâ€“Protein Partners in Plant Symbiotic Bacteria. Methods in Molecular
Biology, 2018, 1737, 351-370. 0.4 6

11667 LncRNA-OIS1 regulates DPP4 activation to modulate senescence induced by RAS. Nucleic Acids
Research, 2018, 46, 4213-4227. 6.5 40

11668 The orphan nuclear receptor TLX regulates hippocampal transcriptome changes induced by IL-1Î². Brain,
Behavior, and Immunity, 2018, 70, 268-279. 2.0 14

11669 Dynamic Changes in the Protein Localization in the Nuclear Environment in Pancreatic Î²-Cell after
Brief Glucose Stimulation. Journal of Proteome Research, 2018, 17, 1664-1676. 1.8 6

11670
Interactome Analysis Reveals Regulator of G Protein Signaling 14 (RGS14) is a Novel
Calcium/Calmodulin (Ca<sup>2+</sup>/CaM) and CaM Kinase II (CaMKII) Binding Partner. Journal of
Proteome Research, 2018, 17, 1700-1711.

1.8 21

11671 A VCP inhibitor substrate trapping approach (VISTA) enables proteomic profiling of endogenous ERAD
substrates. Molecular Biology of the Cell, 2018, 29, 1021-1030. 0.9 31

11672 Development and validation of a small SNP panel for feed efficiency in beef cattle1. Journal of Animal
Science, 2018, 96, 375-397. 0.2 36

11673 Transcriptomic analysis of <i><scp>FUCA</scp>1</i> knockâ€•down in keratinocytes reveals new insights
into the pathogenesis of fucosidosis skin lesions. Experimental Dermatology, 2018, 27, 663-667. 1.4 7

11674 Association study between copy number variation and beef fatty acid profile of Nellore cattle. Journal
of Applied Genetics, 2018, 59, 203-223. 1.0 29

11675 RSRC1 mutation affects intellect and behaviour through aberrant splicing and transcription,
downregulating IGFBP3. Brain, 2018, 141, 961-970. 3.7 20

11676
Partitioning the Pleiotropy Between Coronary Artery Disease and Body Mass Index Reveals the
Importance of Low Frequency Variants and Central Nervous Systemâ€“Specific Functional Elements.
Circulation Genomic and Precision Medicine, 2018, 11, e002050.

1.6 16

11677 An OMIC biomarker detection algorithm TriVote and its application in methylomic biomarker
detection. Epigenomics, 2018, 10, 335-347. 1.0 21

11678 Secretome Analysis of Hypoxiaâ€•Induced 3T3â€•L1 Adipocytes Uncovers Novel Proteins Potentially Involved
in Obesity. Proteomics, 2018, 18, e1700260. 1.3 14

11679 "Oneâ€•Pot" Sample Processing Method for Proteomeâ€•Wide Analysis of Microbial Cells and Spores.
Proteomics - Clinical Applications, 2018, 12, e1700169. 0.8 50

11680 Aggregating sequences that occur in many proteins constitute weak spots of bacterial proteostasis.
Nature Communications, 2018, 9, 866. 5.8 53

11681 Identification of transcripts potentially involved in neural tube closure using RNA sequencing.
Genesis, 2018, 56, e23096. 0.8 7

11682 Meta- and cross-species analyses of insulin resistance based on gene expression datasets in human
white adipose tissues. Scientific Reports, 2018, 8, 3747. 1.6 7

11683 A six-long non-coding RNA signature predicts prognosis in melanoma patients. International Journal
of Oncology, 2018, 52, 1178-1188. 1.4 51



646

Citation Report

# Article IF Citations

11684 Aspartyl proteases in Candida glabrata are required for suppression of the host innate immune
response. Journal of Biological Chemistry, 2018, 293, 6410-6433. 1.6 30

11685
Differentiating Pathway-Specific From Nonspecific Effects in High-Throughput Toxicity Data: A
Foundation for Prioritizing Adverse Outcome Pathway Development. Toxicological Sciences, 2018, 163,
500-515.

1.4 43

11686 CAPN3, DCT, MLANA and TYRP1 are overexpressed in skin of vitiligo vulgaris Mexican patients.
Experimental and Therapeutic Medicine, 2018, 15, 2804-2811. 0.8 14

11687 Gene expression profile analysis of the progression of carotid atherosclerotic plaques. Molecular
Medicine Reports, 2018, 17, 5789-5795. 1.1 11

11688 From gene networks to drugs: systems pharmacology approaches for AUD. Psychopharmacology, 2018,
235, 1635-1662. 1.5 15

11689
Solute carrier family 35 member F2 is indispensable for papillary thyroid carcinoma progression
through activation of transforming growth factorâ€•Î² type I receptor/apoptosis signalâ€•regulating kinase
1/mitogenâ€•activated protein kinase signaling axis. Cancer Science, 2018, 109, 642-655.

1.7 31

11690 Reducing Pericyte-Derived Scarring Promotes Recovery after Spinal Cord Injury. Cell, 2018, 173,
153-165.e22. 13.5 242

11691 Novel RNA-Affinity Proteogenomics Dissects Tumor Heterogeneity for Revealing Personalized Markers
in Precision Prognosis of Cancer. Cell Chemical Biology, 2018, 25, 619-633.e5. 2.5 15

11692 Comprehensive analysis of miRNAs expression profiles revealed potential key miRNA/mRNAs regulating
colorectal cancer stem cell self-renewal. Gene, 2018, 656, 30-39. 1.0 13

11693 Mitochondrial Retrograde Signaling in Mammals Is Mediated by the Transcriptional Cofactor GPS2 via
Direct Mitochondria-to-Nucleus Translocation. Molecular Cell, 2018, 69, 757-772.e7. 4.5 95

11694 Distinct patterns of gene expression in human cardiac fibroblasts exposed to rapamycin treatment or
methionine restriction. Annals of the New York Academy of Sciences, 2018, 1418, 95-105. 1.8 6

11695 A Damage Sensor Associated with the Cuticle Coordinates Three Core Environmental Stress Responses
in<i>Caenorhabditis elegans</i>. Genetics, 2018, 208, 1467-1482. 1.2 84

11696 Peptidomics. Methods in Molecular Biology, 2018, , . 0.4 5

11697 Transcriptome Data Analysis. Methods in Molecular Biology, 2018, , . 0.4 3

11698 Inhibition of LYPD1 is critical for endothelial network formation in bioengineered tissue with human
cardiac fibroblasts. Biomaterials, 2018, 166, 109-121. 5.7 19

11699 Clarifying of the potential mechanism of Sinisan formula for treatment of chronic hepatitis by
systems pharmacology method. Biomedicine and Pharmacotherapy, 2018, 100, 532-550. 2.5 23

11700 A Drosophila Model of Intellectual Disability Caused by Mutations in the Histone Demethylase KDM5.
Cell Reports, 2018, 22, 2359-2369. 2.9 47

11701 Resident T Cells in Resolved Psoriasis Steer Tissue Responses that Stratify Clinical Outcome. Journal
of Investigative Dermatology, 2018, 138, 1754-1763. 0.3 82



647

Citation Report

# Article IF Citations

11702 Dysregulation of the epigenetic landscape of normal aging in Alzheimerâ€™s disease. Nature
Neuroscience, 2018, 21, 497-505. 7.1 236

11703 dCas9-targeted locus-specific protein isolation method identifies histone gene regulators.
Proceedings of the National Academy of Sciences of the United States of America, 2018, 115, E2734-E2741. 3.3 44

11704 Triplicate parallel life cycle divergence despite gene flow in periodical cicadas. Communications
Biology, 2018, 1, 26. 2.0 9

11705 Human Osteoblast-Derived Extracellular Matrix with High Homology to Bone Proteome Is
Osteopromotive. Tissue Engineering - Part A, 2018, 24, 1377-1389. 1.6 18

11706 Experimental Evolution of Yeast for High-Temperature Tolerance. Molecular Biology and Evolution,
2018, 35, 1823-1839. 3.5 61

11707 Silencing of Long Noncoding RNA <i>MIR22HG</i> Triggers Cell Survival/Death Signaling via
Oncogenes YBX1, MET, and p21 in Lung Cancer. Cancer Research, 2018, 78, 3207-3219. 0.4 114

11708 Tankyrase modulates insulin sensitivity in skeletal muscle cells by regulating the stability of GLUT4
vesicle proteins. Journal of Biological Chemistry, 2018, 293, 8578-8587. 1.6 28

11709 Single-cell RNA-Seq reveals cell heterogeneity and hierarchy within mouse mammary epithelia. Journal
of Biological Chemistry, 2018, 293, 8315-8329. 1.6 40

11710 Spontaneous single nucleotide polymorphism in porcine microRNA-378 seed region leads to functional
alteration. Bioscience, Biotechnology and Biochemistry, 2018, 82, 1081-1089. 0.6 8

11711 Comparative transcriptomics across 14 <i>Drosophila</i> species reveals signatures of longevity.
Aging Cell, 2018, 17, e12740. 3.0 35

11712
Proteomics Analysis Reveals Abnormal Electron Transport and Excessive Oxidative Stress Cause
Mitochondrial Dysfunction in Placental Tissues of Earlyâ€•Onset Preeclampsia. Proteomics - Clinical
Applications, 2018, 12, e1700165.

0.8 23

11713 Silencing LncRNA LOXL1-AS1 attenuates mesenchymal characteristics of glioblastoma via NF-ÎºB pathway.
Biochemical and Biophysical Research Communications, 2018, 500, 518-524. 1.0 59

11714 Microarray Analysis of Long Noncoding RNAs in Female Diabetic Peripheral Neuropathy Patients.
Cellular Physiology and Biochemistry, 2018, 46, 1209-1217. 1.1 23

11715 Exercise training alters the genomic response to acute exercise in human adipose tissue. Epigenomics,
2018, 10, 1033-1050. 1.0 61

11717 Transcriptome analysis for identifying possible gene regulations during maize root emergence and
formation at the initial growth stage. Genes and Genomics, 2018, 40, 755-766. 0.5 12

11718
Identification of Poly-<i>N</i>-Acetyllactosamine-Carrying Glycoproteins from HL-60 Human
Promyelocytic Leukemia Cells Using a Site-Specific Glycome Analysis Method, Glyco-RIDGE. Journal of
the American Society for Mass Spectrometry, 2018, 29, 1138-1152.

1.2 19

11719 Validation and bioinformatic analysis of propofol-induced differentially expressed microRNAs in
primary cultured neural stem cells. Gene, 2018, 664, 90-100. 1.0 16

11720
High level efficacy of lufenuron against sea lice (Lepeophtheirus salmonis) linked to rapid impact on
moulting processes. International Journal for Parasitology: Drugs and Drug Resistance, 2018, 8,
174-188.

1.4 21



648

Citation Report

# Article IF Citations

11721 Proteomic Analysis of Cancer-Associated Fibroblasts Reveals a Paracrine Role for MFAP5 in Human
Oral Tongue Squamous Cell Carcinoma. Journal of Proteome Research, 2018, 17, 2045-2059. 1.8 65

11722 Making It All Work: Functional Genomics and Reporter Gene Assays. Methods in Molecular Biology,
2018, 1755, 89-105. 0.4 2

11723 Reprogramming of H3K9me3-dependent heterochromatin during mammalian embryo development.
Nature Cell Biology, 2018, 20, 620-631. 4.6 292

11724 Expansion of DUB functionality by alternative isoforms: USP35, a case study. Journal of Cell Science,
2018, 131, . 1.2 34

11725 Comparative High-Resolution Transcriptome Sequencing of Lymphoma Cell Lines and de novo
Lymphomas Reveals Cell-Line-Specific Pathway Dysregulation. Scientific Reports, 2018, 8, 6279. 1.6 11

11726 Comparative proteomic analyses of human adipose extracellular matrices decellularized using
alternative procedures. Journal of Biomedical Materials Research - Part A, 2018, 106, 2481-2493. 2.1 37

11727 Revealing the Inhibitory Effect of Ginseng on Mitochondrial Respiration through Synaptosomal
Proteomics. Proteomics, 2018, 18, 1700354. 1.3 8

11728 Proteomic Profiling Exosomes from Vascular Smooth Muscle Cell. Proteomics - Clinical Applications,
2018, 12, e1700097. 0.8 17

11729 Exposure to air pollution interacts with obesogenic nutrition to induce tissue-specific response
patterns. Environmental Pollution, 2018, 239, 532-543. 3.7 19

11730 Characterization of long non-coding RNAs to reveal potential prognostic biomarkers in
hepatocellular carcinoma. Gene, 2018, 663, 148-156. 1.0 26

11731 Loss of KLHL6 promotes diffuse large B-cell lymphoma growth and survival by stabilizing the mRNA
decay factor roquin2. Nature Cell Biology, 2018, 20, 586-596. 4.6 35

11732 Differential protein expression and post-translational modifications in metronidazole-resistant
Giardia duodenalis. GigaScience, 2018, 7, . 3.3 41

11733 Chromosome-scale assembly of the Monopterus genome. GigaScience, 2018, 7, . 3.3 30

11734 Effects of PSII Manganese-Stabilizing Protein Succinylation on Photosynthesis in the Model
Cyanobacterium Synechococcus sp. PCC 7002. Plant and Cell Physiology, 2018, 59, 1466-1482. 1.5 8

11735 Targeting of RNA Polymerase II by a nuclear<i>Legionella pneumophila</i>Dot/Icm effector SnpL.
Cellular Microbiology, 2018, 20, e12852. 1.1 21

11736 Plasmid Negative Regulation of CPAF Expression Is Pgp4 Independent and Restricted to Invasive
Chlamydia trachomatis Biovars. MBio, 2018, 9, . 1.8 13

11737
Molecular Phenotyping of Telomerized Human Bone Marrow Skeletal Stem Cells Reveals a Genetic
Program of Enhanced Proliferation and Maintenance of Differentiation Responses. JBMR Plus, 2018, 2,
257-267.

1.3 21

11738 Network pharmacology-based prediction of active compounds and molecular targets in Yijin-Tang
acting on hyperlipidaemia and atherosclerosis. Journal of Ethnopharmacology, 2018, 221, 151-159. 2.0 117



649

Citation Report

# Article IF Citations

11739
Proteome and acylome analyses of the functional interaction network between the
carbazoleâ€•degradative plasmid pCAR1 and host <i>Pseudomonas putida</i> KT2440. Environmental
Microbiology Reports, 2018, 10, 299-309.

1.0 8

11740 PHF5A Epigenetically Inhibits Apoptosis to Promote Breast Cancer Progression. Cancer Research, 2018,
78, 3190-3206. 0.4 62

11741 Characterization and non-parametric modeling of the developing serum proteome during infancy and
early childhood. Scientific Reports, 2018, 8, 5883. 1.6 13

11742
A Structured Workflow for Mapping Human Sin3 Histone Deacetylase Complex Interactions Using
Halo-MudPIT Affinity-Purification Mass Spectrometry. Molecular and Cellular Proteomics, 2018, 17,
1432-1447.

2.5 27

11743
TCL1A, a Novel Transcription Factor and a Coregulator of Nuclear Factor ÎºB p65: Single Nucleotide
Polymorphism and Estrogen Dependence. Journal of Pharmacology and Experimental Therapeutics,
2018, 365, 700-710.

1.3 9

11744
RASâ€“MAPK Reactivation Facilitates Acquired Resistance in <i>FGFR1</i>-Amplified Lung Cancer and
Underlies a Rationale for Upfront FGFRâ€“MEK Blockade. Molecular Cancer Therapeutics, 2018, 17,
1526-1539.

1.9 39

11745 Defining essential genes for human pluripotent stem cells by CRISPRâ€“Cas9 screening in haploid cells.
Nature Cell Biology, 2018, 20, 610-619. 4.6 107

11746 Fatal demyelinating disease is induced by monocyte-derived macrophages in the absence of TGF-Î²
signaling. Nature Immunology, 2018, 19, 1-7. 7.0 62

11747 Pan-cancer analysis of somatic mutations and transcriptomes reveals common functional gene
clusters shared by multiple cancer types. Scientific Reports, 2018, 8, 6041. 1.6 46

11748 Identification of potential tumorâ€•educated platelets <scp>RNA</scp> biomarkers in nonâ€•smallâ€•cell lung
cancer by integrated bioinformatical analysis. Journal of Clinical Laboratory Analysis, 2018, 32, e22450. 0.9 22

11749 Multiplexed Isobaric Tagâ€•Based Profiling of Seven Murine Tissues Following In Vivo Nicotine Treatment
Using a Minimalistic Proteomics Strategy. Proteomics, 2018, 18, e1700326. 1.3 22

11750 Metabolic and genomic characterisation of stress-tolerant industrial Saccharomyces cerevisiae
strains from TALENs-assisted multiplex editing. FEMS Yeast Research, 2018, 18, . 1.1 9

11751 Reporter Gene Assays. Methods in Molecular Biology, 2018, , . 0.4 0

11752 A comprehensive analysis of Wnt/Î²-catenin signaling pathway-related genes and crosstalk pathways in
the treatment of As2O3 in renal cancer. Renal Failure, 2018, 40, 331-339. 0.8 3

11753 Comparative proteomics analysis of human and ruminant milk serum reveals variation in protection
and nutrition. Food Chemistry, 2018, 261, 274-282. 4.2 46

11754 Comparative Serum Challenges Show Divergent Patterns of Gene Expression and Open Chromatin in
Human and Chimpanzee. Genome Biology and Evolution, 2018, 10, 826-839. 1.1 21

11755 The transcriptional regulator CCCTC-binding factor limits oxidative stress in endothelial cells.
Journal of Biological Chemistry, 2018, 293, 8449-8461. 1.6 18

11756 A novel long non-coding RNA Myolinc regulates myogenesis through TDP-43 and Filip1. Journal of
Molecular Cell Biology, 2018, 10, 102-117. 1.5 56



650

Citation Report

# Article IF Citations

11757 Genomewide mechanisms of chronological longevity by dietary restriction in budding yeast. Aging
Cell, 2018, 17, e12749. 3.0 33

11758 Protein Acetylation Mediated by YfiQ and CobB Is Involved in the Virulence and Stress Response of
Yersinia pestis. Infection and Immunity, 2018, 86, . 1.0 21

11759 Prevalent Homozygous Deletions of Type I Interferon and Defensin Genes in Human Cancers Associate
with Immunotherapy Resistance. Clinical Cancer Research, 2018, 24, 3299-3308. 3.2 37

11760
MicroRNA networks associated with active systemic juvenile idiopathic arthritis regulate CD163
expression and anti-inflammatory functions in macrophages through two distinct mechanisms.
Journal of Leukocyte Biology, 2018, 103, 71-85.

1.5 19

11761 Preliminary study of protein changes in trisomy 21 fetus by proteomics analysis in amniocyte. Prenatal
Diagnosis, 2018, 38, 435-444. 1.1 2

11762 Quantification of Urinary Protein Biomarkers of Autosomal Dominant Polycystic Kidney Disease by
Parallel Reaction Monitoring. Proteomics - Clinical Applications, 2018, 12, e1700157. 0.8 10

11763 Pseudouridylation of tRNA-Derived Fragments Steers Translational Control in Stem Cells. Cell, 2018,
173, 1204-1216.e26. 13.5 332

11764 Genomic, Pathway Network, and Immunologic Features Distinguishing Squamous Carcinomas. Cell
Reports, 2018, 23, 194-212.e6. 2.9 245

11765 Coordinated Control of mRNA and rRNA Processing Controls Embryonic Stem Cell Pluripotency and
Differentiation. Cell Stem Cell, 2018, 22, 543-558.e12. 5.2 55

11766 Gon4l regulates notochord boundary formation and cell polarity underlying axis extension by
repressing adhesion genes. Nature Communications, 2018, 9, 1319. 5.8 23

11767 A multi-step transcriptional cascade underlies vascular regeneration in vivo. Scientific Reports, 2018,
8, 5430. 1.6 11

11768 Long noncoding RNA LINC00152 is a potential prognostic biomarker in patients with highâ€•grade glioma.
CNS Neuroscience and Therapeutics, 2018, 24, 957-966. 1.9 20

11769 Concurrent Host-Pathogen Transcriptional Responses in a <i>Clostridium perfringens</i> Murine
Myonecrosis Infection. MBio, 2018, 9, . 1.8 38

11770 Cell-Free DNA Modification Dynamics in Abiraterone Acetate-Treated Prostate Cancer Patients. Clinical
Cancer Research, 2018, 24, 3317-3324. 3.2 41

11771 SRARP and HSPB7 are epigenetically regulated gene pairs that function as tumor suppressors and
predict clinical outcome in malignancies. Molecular Oncology, 2018, 12, 724-755. 2.1 16

11772 Transcriptomeâ€•Based Analysis in <i>Lactobacillus plantarum</i> WCFS1 Reveals New Insights into
Resveratrol Effects at System Level. Molecular Nutrition and Food Research, 2018, 62, e1700992. 1.5 11

11773 Differential expression of miR-34a, miR-141, and miR-9 in MPP+-treated differentiated PC12 cells as a
model of Parkinson's disease. Gene, 2018, 662, 54-65. 1.0 70

11774
Up-Regulation of PI 3-Kinases and the Activation of PI3K-Akt Signaling Pathway in Cancer Stem-Like Cells
Through DNA Hypomethylation Mediated by the Cancer Microenvironment. Translational Oncology,
2018, 11, 653-663.

1.7 34



651

Citation Report

# Article IF Citations

11775 NFÎºB regulates p21 expression and controls DNA damage-induced leukemic differentiation. Oncogene,
2018, 37, 3647-3656. 2.6 28

11776 De novo reconstruction of human adipose transcriptome reveals conserved lncRNAs as regulators of
brown adipogenesis. Nature Communications, 2018, 9, 1329. 5.8 69

11777 A Beginnerâ€™s Guide to Analysis of RNA Sequencing Data. American Journal of Respiratory Cell and
Molecular Biology, 2018, 59, 145-157. 1.4 78

11778 A comprehensive analysis of the predicted targets of miR-642b-3p associated with the long non-coding
RNA HOXA11-AS in NSCLC cells. Oncology Letters, 2018, 15, 6147-6160. 0.8 17

11779 Cryptic glucocorticoid receptor-binding sites pervade genomic NF-ÎºB response elements. Nature
Communications, 2018, 9, 1337. 5.8 90

11780 Two Novel MicroRNA Biomarkers Related to Î²-Cell Damage and Their Potential Values for Early
Diagnosis of Type 1 Diabetes. Journal of Clinical Endocrinology and Metabolism, 2018, 103, 1320-1329. 1.8 18

11781 The bone marrow is patrolled by NK cells that are primed and expand in response to systemic viral
activation. European Journal of Immunology, 2018, 48, 1137-1152. 1.6 12

11782 Global and gene-specific DNA methylation effects of different asbestos fibres on human bronchial
epithelial cells. Environment International, 2018, 115, 301-311. 4.8 10

11783 Alterations in Serum MicroRNA Profile During Hemodialysis - Potential Biological Implications.
Cellular Physiology and Biochemistry, 2018, 46, 793-801. 1.1 2

11784 VSClust: feature-based variance-sensitive clustering of omics data. Bioinformatics, 2018, 34, 2965-2972. 1.8 22

11785 Multilevel Differential Control of Hormone Gene Expression Programs by hnRNP L and LL in Pituitary
Cells. Molecular and Cellular Biology, 2018, 38, . 1.1 8

11786 Exosomal proteomic analysis reveals changes in the urinary proteome of rats with unilateral ureteral
obstruction. Canadian Journal of Chemistry, 2018, 96, 771-778. 0.6 0

11787 Identification of new disease genes from proteinâ€“protein interaction network. Journal of Ambient
Intelligence and Humanized Computing, 0, , 1. 3.3 3

11788 Gene expression in adverse reaction to metal debris around metal-on-metal arthroplasty: An
RNA-Seq-based study. Journal of Trace Elements in Medicine and Biology, 2018, 48, 149-156. 1.5 6

11789 Transcriptome-wide discovery of coding and noncoding RNA-binding proteins. Proceedings of the
National Academy of Sciences of the United States of America, 2018, 115, E3879-E3887. 3.3 138

11790 Roles of the CSE1L-mediated nuclear import pathway in epigenetic silencing. Proceedings of the
National Academy of Sciences of the United States of America, 2018, 115, E4013-E4022. 3.3 21

11792 Whole-genome resequencing reveals signatures of selection and timing of duck domestication.
GigaScience, 2018, 7, . 3.3 86

11793 IreA Controls Endoplasmic Reticulum Stress-Induced Autophagy and Survival through Homeostasis
Recovery. Molecular and Cellular Biology, 2018, 38, . 1.1 14



652

Citation Report

# Article IF Citations

11794 The DEAD box RNA helicase Ddx39ab is essential for myocyte and lens development in zebrafish.
Development (Cambridge), 2018, 145, . 1.2 12

11795 De-novo assembly and transcriptome analysis of Odontesthes argentinensis gill tissue, with
development of single sequence repeat markers. Gene Reports, 2018, 11, 220-228. 0.4 3

11796 Calorie restriction is the most reasonable anti-ageing intervention: a meta-analysis of survival curves.
Scientific Reports, 2018, 8, 5779. 1.6 75

11797 A Streamlined Sample Preparation Method for Mass Spectrometric Analysis. Current Protocols in Cell
Biology, 2018, 78, 5.8.1-5.8.8. 2.3 1

11798 Genomeâ€•wide detection of <scp>CNV</scp>s associated with beak deformity in chickens using
highâ€•density 600K <scp>SNP</scp> arrays. Animal Genetics, 2018, 49, 226-236. 0.6 12

11799 RBM20 Mutations Induce an Arrhythmogenic Dilated Cardiomyopathy Related to Disturbed Calcium
Handling. Circulation, 2018, 138, 1330-1342. 1.6 152

11800
Myristic acid induces proteomic and secretomic changes associated with steatosis, cytoskeleton
remodeling, endoplasmic reticulum stress, protein turnover and exosome release in HepG2 cells.
Journal of Proteomics, 2018, 181, 118-130.

1.2 24

11801
Widespread changes in transcriptome profile of human mesenchymal stem cells induced by
two-dimensional nanosilicates. Proceedings of the National Academy of Sciences of the United States
of America, 2018, 115, E3905-E3913.

3.3 119

11802 Investigation of miR-136-5p key target genes and pathways in lung squamous cell cancer based on TCGA
database and bioinformatics analysis. Pathology Research and Practice, 2018, 214, 644-654. 1.0 36

11803 Srf destabilizes cellular identity by suppressing cell-type-specific gene expression programs. Nature
Communications, 2018, 9, 1387. 5.8 35

11804 Comparative analysis of naive, primed and ground state pluripotency in mouse embryonic stem cells
originating from the same genetic background. Scientific Reports, 2018, 8, 5884. 1.6 54

11805 Lymphatic exosomes promote dendritic cell migration along guidance cues. Journal of Cell Biology,
2018, 217, 2205-2221. 2.3 57

11806 MicroRNA-Mediated Therapy Modulating Bloodâ€“Brain Barrier Disruption Improves Vascular Cognitive
Impairment. Arteriosclerosis, Thrombosis, and Vascular Biology, 2018, 38, 1392-1406. 1.1 68

11807 Gastric cancer biomarkers; A systems biology approach. Biochemistry and Biophysics Reports, 2018, 13,
141-146. 0.7 20

11808 Regulatory responses of hepatocytes, macrophages and vascular endothelial cells to magnesium
deficiency. Journal of Nutritional Biochemistry, 2018, 56, 35-47. 1.9 16

11809 Transcriptome of Porcine PBMCs over Two Generations Reveals Key Genes and Pathways Associated
with Variable Antibody Responses post PRRSV Vaccination. Scientific Reports, 2018, 8, 2460. 1.6 12

11810 Transcriptomic changes in the pre-implantation uterus highlight histotrophic nutrition of the
developing marsupial embryo. Scientific Reports, 2018, 8, 2412. 1.6 25

11811 Parental micronutrient deficiency distorts liver DNA methylation and expression of lipid genes
associated with a fatty-liver-like phenotype in offspring. Scientific Reports, 2018, 8, 3055. 1.6 50



653

Citation Report

# Article IF Citations

11812
Downregulation of MicroRNA eca-mir-128 in Seminal Exosomes and Enhanced Expression of CXCL16 in
the Stallion Reproductive Tract Are Associated with Long-Term Persistence of Equine Arteritis Virus.
Journal of Virology, 2018, 92, .

1.5 14

11813 Distinct methylation profile of mucinous ovarian carcinoma reveals susceptibility to proteasome
inhibitors. International Journal of Cancer, 2018, 143, 355-367. 2.3 12

11814 miRTarBase update 2018: a resource for experimentally validated microRNA-target interactions.
Nucleic Acids Research, 2018, 46, D296-D302. 6.5 1,591

11815
Identification of cancerâ€•related potential biomarkers based on
lnc<scp>RNA</scp>â€“pseudogeneâ€“<scp>mRNA</scp> competitive networks. FEBS Letters, 2018, 592,
973-986.

1.3 9

11816 Proteome changes in the aging Drosophila melanogaster head. International Journal of Mass
Spectrometry, 2018, 425, 36-46. 0.7 17

11817 Molecular characterization of colorectal adenomas with and without malignancy reveals
distinguishing genome, transcriptome and methylome alterations. Scientific Reports, 2018, 8, 3161. 1.6 35

11818 H3K9 demethylase KDM4E is an epigenetic regulator for bovine embryonic development and a defective
factor for nuclear reprogramming. Development (Cambridge), 2018, 145, . 1.2 98

11819 Noise-Induced Dysregulation of<i>Quaking</i>RNA Binding Proteins Contributes to Auditory Nerve
Demyelination and Hearing Loss. Journal of Neuroscience, 2018, 38, 2551-2568. 1.7 32

11820
Aldolase A overexpression is associated with poor prognosis and promotes tumor progression by the
epithelial-mesenchymal transition in colon cancer. Biochemical and Biophysical Research
Communications, 2018, 497, 639-645.

1.0 28

11821 Distinct Proteomic, Transcriptomic, and Epigenetic Stress Responses in Dorsal and Ventral
Hippocampus. Biological Psychiatry, 2018, 84, 531-541. 0.7 106

11822 AQR is a novel type 2 diabetes-associated gene that regulates signaling pathways critical for glucose
metabolism. Journal of Genetics and Genomics, 2018, 45, 111-120. 1.7 15

11823 Inhibition of the JNK/MAPK signaling pathway by myogenesis-associated miRNAs is required for skeletal
muscle development. Cell Death and Differentiation, 2018, 25, 1581-1597. 5.0 79

11824 A CRISPR-based screen for Hedgehog signaling provides insights into ciliary function and ciliopathies.
Nature Genetics, 2018, 50, 460-471. 9.4 140

11825 Embryonic defects induced by maternal obesity in mice derive from Stella insufficiency in oocytes.
Nature Genetics, 2018, 50, 432-442. 9.4 112

11826 Pretreatment with probiotic Bifico ameliorates colitisâ€•associated cancer in mice: Transcriptome and
gut flora profiling. Cancer Science, 2018, 109, 666-677. 1.7 87

11827
Whole-Transcriptome Analysis of Mouse Models with MPTP-Induced Early Stages of Parkinsonâ€™s
Disease Reveals Stage-Specific Response of Transcriptome and a Possible Role of Myelin-Linked Genes in
Neurodegeneration. Molecular Neurobiology, 2018, 55, 7229-7241.

1.9 14

11828 Loss of ATRX suppresses ATM dependent DNA damage repair by modulating H3K9me3 to enhance
temozolomide sensitivity in glioma. Cancer Letters, 2018, 419, 280-290. 3.2 47

11829 Interaction of DCF1 with ATP1B1 induces impairment in astrocyte structural plasticity via the P38
signaling pathway. Experimental Neurology, 2018, 302, 214-229. 2.0 3



654

Citation Report

# Article IF Citations

11830 Region-specific innate antiviral responses of the human epididymis. Molecular and Cellular
Endocrinology, 2018, 473, 72-78. 1.6 13

11831 A Translational Repression Complex in Developing Mammalian Neural Stem Cells that Regulates
Neuronal Specification. Neuron, 2018, 97, 520-537.e6. 3.8 124

11832 High expression of SMARCA4 or SMARCA2 is frequently associated with an opposite prognosis in
cancer. Scientific Reports, 2018, 8, 2043. 1.6 100

11833 Lamin A/C Maintains Exocrine Pancreas Homeostasis by Regulating Stability of RB and Activity of E2F.
Gastroenterology, 2018, 154, 1625-1629.e8. 0.6 12

11834 Computational Prediction of HCV-Human Protein-Protein Interaction via Topological Analysis of HCV
Infected PPI Modules. IEEE Transactions on Nanobioscience, 2018, 17, 55-61. 2.2 5

11835 Chromatin Modification and Global Transcriptional Silencing in the Oocyte Mediated by the mRNA
Decay Activator ZFP36L2. Developmental Cell, 2018, 44, 392-402.e7. 3.1 65

11836 Genome-wide gene expression changes associated with exposure of rat liver, heart, and kidney cells to
endosulfan. Toxicology in Vitro, 2018, 48, 244-254. 1.1 9

11837 Molecular and clinical characterization of IDH associated immune signature in lower-grade gliomas.
OncoImmunology, 2018, 7, e1434466. 2.1 53

11839 Distinctive molecular signature and activated signaling pathways in aortic smooth muscle cells of
patients with myocardial infarction. Atherosclerosis, 2018, 271, 237-244. 0.4 29

11840 Transcriptomic responses to biotic stresses in Malus x domestica: a meta-analysis study. Scientific
Reports, 2018, 8, 1970. 1.6 37

11841 A computationally driven analysis of the polyphenol-protein interactome. Scientific Reports, 2018, 8,
2232. 1.6 59

11842 Regulatory network analysis of hypertension and hypotension microarray data from mouse model.
Clinical and Experimental Hypertension, 2018, 40, 631-636. 0.5 2

11843 Comparative analysis of the transcriptome of injured nerve segments reveals spatiotemporal
responses to neural damage in mice. Journal of Comparative Neurology, 2018, 526, 1195-1208. 0.9 17

11844 miR-182-5p and miR-183-5p Act as GDNF Mimics in Dopaminergic Midbrain Neurons. Molecular Therapy -
Nucleic Acids, 2018, 11, 9-22. 2.3 34

11845 Progressive glomerular and tubular damage in sickle cell trait and sickle cell anemia mouse models.
Translational Research, 2018, 197, 1-11. 2.2 15

11846 MiR-22 suppresses epithelialâ€“mesenchymal transition in bladder cancer by inhibiting Snail and
MAPK1/Slug/vimentin feedback loop. Cell Death and Disease, 2018, 9, 209. 2.7 73

11847 Autophagy mediates glucose starvation-induced glioblastoma cell quiescence and chemoresistance
through coordinating cell metabolism, cell cycle, and survival. Cell Death and Disease, 2018, 9, 213. 2.7 48

11848 Ginkgolic acid, a sumoylation inhibitor, promotes adipocyte commitment but suppresses adipocyte
terminal differentiation of mouse bone marrow stromal cells. Scientific Reports, 2018, 8, 2545. 1.6 22



655

Citation Report

# Article IF Citations

11849 3â€² UTR lengthening as a novel mechanism in regulating cellular senescence. Genome Research, 2018, 28,
285-294. 2.4 90

11850 Identifying small RNAs derived from maternal- and somatic-type rRNAs in zebrafish development.
Genome, 2018, 61, 371-378. 0.9 23

11852 Placeholder Nucleosomes Underlie Germline-to-Embryo DNA Methylation Reprogramming. Cell, 2018,
172, 993-1006.e13. 13.5 137

11853 Differential Effector Engagement by Oncogenic KRAS. Cell Reports, 2018, 22, 1889-1902. 2.9 101

11854 The TIA1 RNA-Binding Protein Family Regulates EIF2AK2-Mediated Stress Response and Cell Cycle
Progression. Molecular Cell, 2018, 69, 622-635.e6. 4.5 86

11855 Adult hippocampal MeCP2 preserves the genomic responsiveness to learning required for long-term
memory formation. Neurobiology of Learning and Memory, 2018, 149, 84-97. 1.0 39

11856 A large-scale RNA interference screen identifies genes that regulate autophagy at different stages.
Scientific Reports, 2018, 8, 2822. 1.6 12

11857 Analyzing the genes related to nicotine addiction or schizophrenia via a pathway and network based
approach. Scientific Reports, 2018, 8, 2894. 1.6 31

11858 Comprehensive Analysis of DNA Methylation and Gene Expression Datasets IdentifiedMMP9andTWIST1as
Important Pathogenic Genes of Lung Adenocarcinoma. DNA and Cell Biology, 2018, 37, 336-346. 0.9 5

11859
Transcriptional profiling of primary endometrial epithelial cells following acute <scp>HIV</scp>â€•1
exposure reveals gene signatures related to innate immunity. American Journal of Reproductive
Immunology, 2018, 79, e12822.

1.2 5

11860 Identification of differentially expressed genes and regulatory relationships in Huntington's disease
by bioinformatics analysis. Molecular Medicine Reports, 2018, 17, 4317-4326. 1.1 11

11861 A system view and analysis of essential hypertension. Journal of Hypertension, 2018, 36, 1094-1103. 0.3 13

11862 Pharmacogenomics of Chemically Distinct Classes of Keap1-Nrf2 Activators Identify Common and
Unique Gene, Protein, and Pathway Responses In Vivo. Molecular Pharmacology, 2018, 93, 297-308. 1.0 11

11863 Different milk diets have substantial effects on the jejunal mucosal immune system of pre-weaning
calves, as demonstrated by whole transcriptome sequencing. Scientific Reports, 2018, 8, 1693. 1.6 17

11864 Ribosome Incorporation into Somatic Cells Promotes Lineage Transdifferentiation towards
Multipotency. Scientific Reports, 2018, 8, 1634. 1.6 17

11865 Potential prognostic biomarkers identified by DNA methylation profiling analysis for patients with
lung adenocarcinoma. Oncology Letters, 2018, 15, 3552-3557. 0.8 10

11866 Tox21 Enricher: Webâ€•based Chemical/Biological Functional Annotation Analysis Tool Based on Tox21
Toxicity Screening Platform. Molecular Informatics, 2018, 37, e1700129. 1.4 7

11867 Proteomic analysis reveals distinctive protein profiles involved in CD8+ T cell-mediated murine
autoimmune cholangitis. Cellular and Molecular Immunology, 2018, 15, 756-767. 4.8 9



656

Citation Report

# Article IF Citations

11868 BES1 and BZR1 Redundantly Promote Phloem and Xylem Differentiation. Plant and Cell Physiology, 2018,
59, 590-600. 1.5 67

11869 Pathophysiological mechanisms of autoimmunity. Annals of the New York Academy of Sciences, 2018,
1413, 59-68. 1.8 20

11870 mi<scp>R</scp>147b: <scp>A</scp> novel key regulator of interleukin 1 betaâ€•mediated inflammation in
human astrocytes. Glia, 2018, 66, 1082-1097. 2.5 28

11871
3-Carboxybenzoboroxole Functionalized Polyethylenimine Modified Magnetic Graphene Oxide
Nanocomposites for Human Plasma Glycoproteins Enrichment under Physiological Conditions.
Analytical Chemistry, 2018, 90, 2671-2677.

3.2 55

11872 BRD4 Profiling Identifies Critical Chronic Lymphocytic Leukemia Oncogenic Circuits and Reveals
Sensitivity to PLX51107, a Novel Structurally Distinct BET Inhibitor. Cancer Discovery, 2018, 8, 458-477. 7.7 101

11873 Single-Cell Sequencing of the Healthy and Diseased Heart Reveals Cytoskeleton-Associated Protein 4 as
a New Modulator of Fibroblasts Activation. Circulation, 2018, 138, 166-180. 1.6 231

11874 Tyrosine phosphorylation switching of a G protein. Journal of Biological Chemistry, 2018, 293,
4752-4766. 1.6 23

11875 Recognition of histone acetylation by the GAS41 YEATS domain promotes H2A.Z deposition in non-small
cell lung cancer. Genes and Development, 2018, 32, 58-69. 2.7 86

11876 Systematical analysis of lncRNAâ€“mRNA competing endogenous RNA network in breast cancer subtypes.
Breast Cancer Research and Treatment, 2018, 169, 267-275. 1.1 47

11877 Novel identification of STAT1 as a crucial mediator of ETV6-NTRK3-induced tumorigenesis. Oncogene,
2018, 37, 2270-2284. 2.6 10

11878 Bovine Milk Comparative Proteome Analysis from Early, Mid, and Late Lactation in the Cattle Breed,
Malnad Gidda (Bos indicus). OMICS A Journal of Integrative Biology, 2018, 22, 223-235. 1.0 42

11879 <scp>ZBTB</scp> 2 reads unmethylated CpG island promoters and regulates embryonic stem cell
differentiation. EMBO Reports, 2018, 19, . 2.0 22

11880 Identification of Hostâ€•Response in Cerebral Malaria Patients Using Quantitative Proteomic Analysis.
Proteomics - Clinical Applications, 2018, 12, e1600187. 0.8 14

11881 Proteomics in Domestic Animals: from Farm to Systems Biology. , 2018, , . 4

11882 Bioinformatics Support for Farm Animal Proteomics. , 2018, , 361-386. 0

11883 Proteomic alterations of brain subcellular organelles caused by low-dose copper exposure:
implication for Alzheimerâ€™s disease. Archives of Toxicology, 2018, 92, 1363-1382. 1.9 17

11884
Novel Consensus Gene Selection Criteria for Distributed GPU Partial Least Squares-Based Gene
Microarray Analysis in Diffused Large B Cell Lymphoma (DLBCL) and Related Findings. IEEE/ACM
Transactions on Computational Biology and Bioinformatics, 2018, 15, 2039-2052.

1.9 10

11885 QuantumClone: clonal assessment of functional mutations in cancer based on a genotype-aware
method for clonal reconstruction. Bioinformatics, 2018, 34, 1808-1816. 1.8 20



657

Citation Report

# Article IF Citations

11886 Integrative Personal Omics Profiles during Periods of Weight Gain and Loss. Cell Systems, 2018, 6,
157-170.e8. 2.9 183

11887 The Transcription Factor STAT6 Mediates Direct Repression of Inflammatory Enhancers and Limits
Activation of Alternatively Polarized Macrophages. Immunity, 2018, 48, 75-90.e6. 6.6 185

11888 Organic Solute Transporter Î±-Î² Protects Ileal Enterocytes From Bile Acidâ€“Induced Injury. Cellular and
Molecular Gastroenterology and Hepatology, 2018, 5, 499-522. 2.3 34

11889
Characterization of Macrophage Endogenous <i>S</i>-Nitrosoproteome Using a Cysteine-Specific
Phosphonate Adaptable Tag in Combination with TiO<sub>2</sub> Chromatography. Journal of
Proteome Research, 2018, 17, 1172-1182.

1.8 21

11890 Transcriptomic signatures of cellular and humoral immune responses in older adults after seasonal
influenza vaccination identified by data-driven clustering. Scientific Reports, 2018, 8, 739. 1.6 34

11891 Methicillin-resistant <i>Staphylococcus aureus</i> causes sustained collecting lymphatic vessel
dysfunction. Science Translational Medicine, 2018, 10, . 5.8 45

11892
Genes Predisposed to DNA Hypermethylation during Acquired Resistance to Chemotherapy Are
Identified in Ovarian Tumors by Bivalent Chromatin Domains at Initial Diagnosis. Cancer Research,
2018, 78, 1383-1391.

0.4 35

11893
STAT3 as a promising chemoresistance biomarker associated with the CD44 +/high /CD24 -/low /ALDH +
BCSCs-like subset of the triple-negative breast cancer (TNBC) cell line. Experimental Cell Research,
2018, 363, 283-290.

1.2 41

11894 Regeneration in distantly related species: common strategies and pathways. Npj Systems Biology and
Applications, 2018, 4, 5. 1.4 23

11895 Long-term expression of glomerular genes in diabetic nephropathy. Nephrology Dialysis
Transplantation, 2018, 33, 1533-1544. 0.4 11

11896 Circular RNA expression in extracellular vesicles isolated from serum of patients with endometrial
cancer. Epigenomics, 2018, 10, 187-197. 1.0 87

11897 Monocyte subsets exhibit transcriptional plasticity and a shared response to interferon in
SIV-infected rhesus macaques. Journal of Leukocyte Biology, 2018, 103, 141-155. 1.5 10

11898 Decreased TGFBR3/betaglycan expression enhances the metastatic abilities of renal cell carcinoma
cells through TGF-Î²-dependent and -independent mechanisms. Oncogene, 2018, 37, 2197-2212. 2.6 60

11899 ITGB1-dependent upregulation of Caveolin-1 switches TGFÎ² signalling from tumour-suppressive to
oncogenic in prostate cancer. Scientific Reports, 2018, 8, 2338. 1.6 29

11900 Comprehensive network of miRNA-induced intergenic interactions and a biological role of its core in
cancer. Scientific Reports, 2018, 8, 2418. 1.6 27

11901 Identification of molecular pathways and candidate genes associated with cocksâ€™ comb size trait by
genome-wide transcriptome analysis. Scientific Reports, 2018, 8, 2015. 1.6 8

11902 Impaired Wnt signaling in dopamine containing neurons is associated with pathogenesis in a rotenone
triggered Drosophila Parkinsonâ€™s disease model. Scientific Reports, 2018, 8, 2372. 1.6 43

11903 Leydig cell genes change their expression and association with polysomes in a stage-specific manner in
the adult mouse testisâ€ ,â€¡. Biology of Reproduction, 2018, 98, 722-738. 1.2 13



658

Citation Report

# Article IF Citations

11904
Rare Risk Variants Identification by Identity-by-Descent Mapping and Whole-Exome Sequencing
Implicates Neuronal Development Pathways in Schizophrenia and Bipolar Disorder. Molecular
Neurobiology, 2018, 55, 7366-7376.

1.9 17

11905 Exosomes as secondary inductive signals involved in kidney organogenesis. Journal of Extracellular
Vesicles, 2018, 7, 1422675. 5.5 37

11906 Neurogenic differentiation by hippocampal neural stem and progenitor cells is biased by NFIX
expression. Development (Cambridge), 2018, 145, . 1.2 29

11907 Oncoprotein AEG-1 is an endoplasmic reticulum RNA-binding protein whose interactome is enriched in
organelle resident protein-encoding mRNAs. Rna, 2018, 24, 688-703. 1.6 41

11908 The DNA double-strand â€œbreakomeâ€• of mouse spermatids. Cellular and Molecular Life Sciences, 2018,
75, 2859-2872. 2.4 14

11909 Bioinformatic analyses of microRNA-targeted genes and microarray-identified genes correlated with
Barrett's esophagus. Cell Cycle, 2018, 17, 792-800. 1.3 9

11910 Herpes Simplex Virus 1 Dramatically Alters Loading and Positioning of RNA Polymerase II on Host Genes
Early in Infection. Journal of Virology, 2018, 92, . 1.5 51

11911 Integrating eQTL data with GWAS summary statistics in pathwayâ€•based analysis with application to
schizophrenia. Genetic Epidemiology, 2018, 42, 303-316. 0.6 20

11912 TCMAnalyzer: A Chemo- and Bioinformatics Web Service for Analyzing Traditional Chinese Medicine.
Journal of Chemical Information and Modeling, 2018, 58, 550-555. 2.5 23

11913 Genome-wide analysis of disease progression in age-related macular degeneration. Human Molecular
Genetics, 2018, 27, 929-940. 1.4 67

11914 CD28 co-stimulation is dispensable for the steady state homeostasis of intestinal regulatory T cells.
International Immunology, 2018, 30, 171-180. 1.8 8

11915 Expression profile analysis of long nonâ€•coding <scp>RNA</scp> in acute myeloid leukemia by
microarray and bioinformatics. Cancer Science, 2018, 109, 340-353. 1.7 32

11916 Mitochondrial dysfunction in human skeletal muscle biopsies of lipid storage disorder. Journal of
Neurochemistry, 2018, 145, 323-341. 2.1 17

11917 A Regulatory Circuitry Between Gria2, miR-409, and miR-495 Is Affected by ALS FUS Mutation in
ESC-Derived Motor Neurons. Molecular Neurobiology, 2018, 55, 7635-7651. 1.9 32

11918 miR-145 overexpression triggers alteration of the whole transcriptome and inhibits breast cancer
development. Biomedicine and Pharmacotherapy, 2018, 100, 72-82. 2.5 34

11919 Dysregulated fibronectin trafficking by Hsp90 inhibition restricts prostate cancer cell invasion.
Scientific Reports, 2018, 8, 2090. 1.6 31

11920 Guanosine monophosphate reductase 1 is a potential therapeutic target for Alzheimerâ€™s disease.
Scientific Reports, 2018, 8, 2759. 1.6 24

11921 Efficient derivation of stable primed pluripotent embryonic stem cells from bovine blastocysts.
Proceedings of the National Academy of Sciences of the United States of America, 2018, 115, 2090-2095. 3.3 181



659

Citation Report

# Article IF Citations

11922 DNA Methylation Patterns Separate Senescence from Transformation Potential and Indicate Cancer
Risk. Cancer Cell, 2018, 33, 309-321.e5. 7.7 84

11923 Long-term exposure of Mytilus galloprovincialis to diclofenac, Ibuprofen and Ketoprofen: Insights
into bioavailability, biomarkers and transcriptomic changes. Chemosphere, 2018, 198, 238-248. 4.2 78

11924 Mutational Profiling of Malignant Mesothelioma Revealed Potential Therapeutic Targets in EGFR and
NRAS. Translational Oncology, 2018, 11, 268-274. 1.7 16

11925 Transcriptional regulation of macrophage cholesterol efflux and atherogenesis by a long noncoding
RNA. Nature Medicine, 2018, 24, 304-312. 15.2 171

11927 <i>De novo</i> assembly and characterization of the <i>Hucho taimen</i> transcriptome. Ecology and
Evolution, 2018, 8, 1271-1285. 0.8 8

11928 Retinoic acid receptor Î², a potential therapeutic target in the inhibition of adenovirus replication.
Antiviral Research, 2018, 152, 84-93. 1.9 9

11929
Î” 9 -Tetrahydrocannabinol changes the brain lipidome and transcriptome differentially in the
adolescent and the adult. Biochimica Et Biophysica Acta - Molecular and Cell Biology of Lipids, 2018,
1863, 479-492.

1.2 37

11930 Microfluidics for secretome analysis under enhanced endogenous signaling. Biochemical and
Biophysical Research Communications, 2018, 497, 480-484. 1.0 15

11932
IGF1/MAPK/ERK signaling pathway-mediated programming alterations of adrenal cortex cell
proliferation by prenatal caffeine exposure in male offspring rats. Toxicology and Applied
Pharmacology, 2018, 341, 64-76.

1.3 20

11933 A novel microRNA, hsa-miR-6852 differentially regulated by Interleukin-27 induces necrosis in cervical
cancer cells by downregulating the FoxM1 expression. Scientific Reports, 2018, 8, 900. 1.6 31

11934 Proteome-wide mapping of PQS-interacting proteins in Pseudomonas aeruginosa. Chemical Science,
2018, 9, 2290-2294. 3.7 26

11935 Integrated analysis of single-cell embryo data yields a unified transcriptome signature for the human
preimplantation epiblast. Development (Cambridge), 2018, 145, . 1.2 155

11936 Identifying Novel Signaling Pathways: An Exercise Scientists Guide to Phosphoproteomics. Exercise
and Sport Sciences Reviews, 2018, 46, 76-85. 1.6 5

11937 T lymphocytes facilitate brain metastasis of breast cancer by inducing Guanylate-Binding Protein 1
expression. Acta Neuropathologica, 2018, 135, 581-599. 3.9 63

11938 PCDHGA9 acts as a tumor suppressor to induce tumor cell apoptosis and autophagy and inhibit the
EMT process in human gastric cancer. Cell Death and Disease, 2018, 9, 27. 2.7 37

11939 Role of Macrophage Socs3 in the Pathogenesis of Aortic Dissection. Journal of the American Heart
Association, 2018, 7, . 1.6 28

11940 Identification of CDK2 as a novel target in treatment of prostate cancer. Future Oncology, 2018, 14,
709-718. 1.1 37

11941 Differential gene expression in trigeminal ganglia of male and female rats following chronic
constriction of the infraorbital nerve. European Journal of Pain, 2018, 22, 875-888. 1.4 25



660

Citation Report

# Article IF Citations

11942 Community proteogenomics reveals the systemic impact of phosphorus availability on microbial
functions in tropical soil. Nature Ecology and Evolution, 2018, 2, 499-509. 3.4 116

11943 Mapping and Quantification of Over 2000 O-linked Glycopeptides in Activated Human T Cells with
Isotope-Targeted Glycoproteomics (Isotag). Molecular and Cellular Proteomics, 2018, 17, 764-775. 2.5 138

11944 Testicular MTHFR deficiency may explain sperm DNA hypomethylation associated with high dose folic
acid supplementation. Human Molecular Genetics, 2018, 27, 1123-1135. 1.4 42

11945 Loss of ASXL1 in the bone marrow niche dysregulates hematopoietic stem and progenitor cell fates.
Cell Discovery, 2018, 4, 4. 3.1 28

11946 Evolutionary routes and KRAS dosage define pancreatic cancer phenotypes. Nature, 2018, 554, 62-68. 13.7 328

11947 The prolyl isomerase FKBP25 regulates microtubule polymerization impacting cell cycle progression
and genomic stability. Nucleic Acids Research, 2018, 46, 2459-2478. 6.5 19

11948 Identification of Head and Neck Cancer Subtypes Based on Human Papillomavirus Presence and
E2F-Regulated Gene Expression. MSphere, 2018, 3, . 1.3 25

11949 Glutaredoxin-1 Silencing Induces Cell Senescence via p53/p21/p16 Signaling Axis. Journal of Proteome
Research, 2018, 17, 1091-1100. 1.8 54

11950 Proteomics of the Human Olfactory Tract. OMICS A Journal of Integrative Biology, 2018, 22, 77-87. 1.0 6

11951
Human Wharton's Jelly-Derived Stem Cells Display a Distinct Immunomodulatory and Proregenerative
Transcriptional Signature Compared to Bone Marrow-Derived Stem Cells. Stem Cells and Development,
2018, 27, 65-84.

1.1 81

11952 Microbiome Influences Prenatal and Adult Microglia in a Sex-Specific Manner. Cell, 2018, 172,
500-516.e16. 13.5 563

11953 Histone methyltransferase KMT2D sustains prostate carcinogenesis and metastasis via epigenetically
activating LIFR and KLF4. Oncogene, 2018, 37, 1354-1368. 2.6 101

11954 Transcriptomic analysis reveals transgenerational effect of hypoxia on the neural control of
testicular functions. Aquatic Toxicology, 2018, 195, 41-48. 1.9 11

11955
Distinguishing three subtypes of hematopoietic cells based on gene expression profiles using a
support vector machine. Biochimica Et Biophysica Acta - Molecular Basis of Disease, 2018, 1864,
2255-2265.

1.8 13

11956 Identification of immune-related genes in gill cells of Japanese eels ( Anguilla japonica ) in adaptation
to water salinity changes. Fish and Shellfish Immunology, 2018, 73, 288-296. 1.6 25

11957 PITX1 promotes chondrogenesis and myogenesis in mouse hindlimbs through conserved regulatory
targets. Developmental Biology, 2018, 434, 186-195. 0.9 19

11958 Endocrine disruption and differential gene expression in sentinel fish on St. Lawrence Island, Alaska:
Health implications for indigenous residents. Environmental Pollution, 2018, 234, 279-287. 3.7 17

11959 RNA sequencing identifies gene regulatory networks controlling extracellular matrix synthesis in
intervertebral disk tissues. Journal of Orthopaedic Research, 2018, 36, 1356-1369. 1.2 26



661

Citation Report

# Article IF Citations

11960 A Proximity Labeling Strategy Provides Insights into the Composition and Dynamics of Lipid Droplet
Proteomes. Developmental Cell, 2018, 44, 97-112.e7. 3.1 240

11961 Recent advances in mass spectrometry-based approaches for proteomics and biologics: Great
contribution for developing therapeutic antibodies. , 2018, 185, 147-154. 48

11962 Mechanism underlying rapid responses to boron deprivation in Arabidopsis roots. Soil Science and
Plant Nutrition, 2018, 64, 106-115. 0.8 18

11963 A p300 and SIRT1 Regulated Acetylation Switch of C/EBPÎ± Controls Mitochondrial Function. Cell
Reports, 2018, 22, 497-511. 2.9 45

11964 Dual Role of EZH2 in Cutaneous Anaplastic Large Cell Lymphoma: Promoting Tumor Cell Survival and
Regulating Tumor Microenvironment. Journal of Investigative Dermatology, 2018, 138, 1126-1136. 0.3 25

11965 Low level Hg 2+ exposure modulates the B-cell cytoskeletal phosphoproteome. Journal of Proteomics,
2018, 173, 107-114. 1.2 4

11966
Proteomic analysis reveals the important roles of alpha-5-collagen and ATP5Î² during skin ulceration
syndrome progression of sea cucumber Apostichopus japonicus. Journal of Proteomics, 2018, 175,
136-143.

1.2 14

11967 Hyperglycemia Alters Expression of Cerebral Metabolic Genes after Cardiac Arrest. Journal of Stroke
and Cerebrovascular Diseases, 2018, 27, 1200-1211. 0.7 0

11968 Genome-Wide Analysis of Barrett's Adenocarcinoma. A First Step Towards Identifying Patients at Risk
and Developing Therapeutic Paths. Translational Oncology, 2018, 11, 116-124. 1.7 8

11969 Stage-specific metabolic features of differentiating neurons: Implications for toxicant sensitivity.
Toxicology and Applied Pharmacology, 2018, 354, 64-80. 1.3 29

11970 Quantitative Proteomic Analysis of Changes Related to Age and Calorie Restriction in Rat Liver Tissue.
Proteomics, 2018, 18, 1700240. 1.3 7

11971 CRISPR Screens Uncover Genes that Regulate Target Cell Sensitivity to the Morphogen Sonic
Hedgehog. Developmental Cell, 2018, 44, 113-129.e8. 3.1 95

11972 Importance of the RpoE Regulon in Maintaining the Lipid Bilayer during Antimicrobial Treatment with
the Polycationic Agent, Chlorhexidine. Proteomics, 2018, 18, 1700285. 1.3 10

11973 Single-tubule RNA-Seq uncovers signaling mechanisms that defend against hyponatremia in SIADH.
Kidney International, 2018, 93, 128-146. 2.6 23

11974 Quantitative <i>N</i>-glycoproteomics of milk fat globule membrane in human colostrum and mature
milk reveals changes in protein glycosylation during lactation. Food and Function, 2018, 9, 1163-1172. 2.1 43

11975 Kernel differential subgraph reveals dynamic changes in biomolecular networks. Journal of
Bioinformatics and Computational Biology, 2018, 16, 1750027. 0.3 2

11976 Combined Mutation of <i>Apc, Kras</i>, and <i>Tgfbr2</i> Effectively Drives Metastasis of Intestinal
Cancer. Cancer Research, 2018, 78, 1334-1346. 0.4 106

11977 Review: The Tumorâ€•Like Phenotype of Rheumatoid Synovium: Molecular Profiling and Prospects for
Precision Medicine. Arthritis and Rheumatology, 2018, 70, 637-652. 2.9 68



662

Citation Report

# Article IF Citations

11978 Systems Biology Modeling to Study Pathogenâ€“Host Interactions. Methods in Molecular Biology, 2018,
1734, 97-112. 0.4 13

11979 Surface Proteome Biotinylation Combined with Bioinformatic Tools as a Strategy for Predicting
Pathogen Interacting Proteins. Methods in Molecular Biology, 2018, 1734, 83-96. 0.4 1

11980 Antigen Analysis of Pre-Eclamptic Plasma Antibodies Using Escherichia Coli Proteome Chips. Molecular
and Cellular Proteomics, 2018, 17, 1457-1469. 2.5 5

11981 Differential Expression of Ion Channels in Adult and Neonatal Rat Ventral Respiratory Column.
Journal of Molecular Neuroscience, 2018, 64, 51-61. 1.1 3

11982
Coexpression network analysis identifies transcriptional modules associated with genomic
alterations in neuroblastoma. Biochimica Et Biophysica Acta - Molecular Basis of Disease, 2018, 1864,
2341-2348.

1.8 35

11983 Labeling and identifying cell-specific proteomes in the mouse brain. Nature Biotechnology, 2018, 36,
156-159. 9.4 73

11984 Pharmacological perturbation of CDK9 using selective CDK9 inhibition or degradation. Nature
Chemical Biology, 2018, 14, 163-170. 3.9 376

11985 ERBB3 and NGFR mark a distinct skeletal muscle progenitor cell in human development and hPSCs.
Nature Cell Biology, 2018, 20, 46-57. 4.6 151

11986 VE-Cadherinâ€“Mediated Epigenetic Regulation of Endothelial Gene Expression. Circulation Research,
2018, 122, 231-245. 2.0 54

11987
FK506-Binding Protein 12.6/1b, a Negative Regulator of [Ca<sup>2+</sup>], Rescues Memory and
Restores Genomic Regulation in the Hippocampus of Aging Rats. Journal of Neuroscience, 2018, 38,
1030-1041.

1.7 19

11988 Circular RNA expression profile of articular chondrocytes in an IL-1Î²-induced mouse model of
osteoarthritis. Gene, 2018, 644, 20-26. 1.0 71

11989 Biomarker identification in clear cell renal cell carcinoma based on miRNA-seq and digital gene
expression-seq data. Gene, 2018, 647, 205-212. 1.0 25

11990 Proteomic Characterization of Prostate Cancer to Distinguish Nonmetastasizing and Metastasizing
Primary Tumors and Lymph Node Metastases. Neoplasia, 2018, 20, 140-151. 2.3 22

11991 A CREB3-regulated ERâ€“Golgi trafficking signature promotes metastatic progression in breast cancer.
Oncogene, 2018, 37, 1308-1325. 2.6 53

11992 Comprehensive Analysis of Gene Expression Profiles of Sepsis-Induced Multiorgan Failure Identified Its
Valuable Biomarkers. DNA and Cell Biology, 2018, 37, 90-98. 0.9 5

11993 Novel Method for Noninvasive Sampling of the Distal Airspace in Acute Respiratory Distress
Syndrome. American Journal of Respiratory and Critical Care Medicine, 2018, 197, 1027-1035. 2.5 35

11994 Specificity of Phosphorylation Responses to Mitogen Activated Protein (MAP) Kinase Pathway
Inhibitors in Melanoma Cells. Molecular and Cellular Proteomics, 2018, 17, 550-564. 2.5 27

11995 Gene Expression Profiling of Bronchoalveolar Lavage Cells During Aspergillus Colonization of the
Lung Allograft. Transplantation, 2018, 102, 986-993. 0.5 15



663

Citation Report

# Article IF Citations

11996
Trichinella spiralis muscle larvae excretoryâ€“secretory products induce changes in cytoskeletal and
myogenic transcription factors in primary myoblast cultures. International Journal for Parasitology,
2018, 48, 275-285.

1.3 13

11997 Coelacanth-specific adaptive genes give insights into primitive evolution for water-to-land transition
of tetrapods. Marine Genomics, 2018, 38, 89-95. 0.4 1

11998 Phytochrome A Negatively Regulates the Shade Avoidance Response by Increasing Auxin/Indole Acidic
Acid Protein Stability. Developmental Cell, 2018, 44, 29-41.e4. 3.1 97

11999 Methylation in Mycobacterium tuberculosis is lineage specific with associated mutations present
globally. Scientific Reports, 2018, 8, 160. 1.6 31

12000 Interactions Between Diet and the Intestinal Microbiota Alter Intestinal Permeability and Colitis
Severity in Mice. Gastroenterology, 2018, 154, 1037-1046.e2. 0.6 273

12001 Transcriptomic profiling of interacting nasal staphylococci species reveals global changes in gene
and non-coding RNA expression. FEMS Microbiology Letters, 2018, 365, . 0.7 11

12002 JUNB governs a feed-forward network of TGFÎ² signaling that aggravates breast cancer invasion.
Nucleic Acids Research, 2018, 46, 1180-1195. 6.5 77

12003 Transcriptomics in the wild: Hibernation physiology in freeâ€•ranging dwarf lemurs. Molecular Ecology,
2018, 27, 709-722. 2.0 39

12004 H5N1 influenza virus-specific miRNA-like small RNA increases cytokine production and mouse mortality
via targeting poly(rC)-binding protein 2. Cell Research, 2018, 28, 157-171. 5.7 63

12005 RNAâ€•Seq Highlights High Clonal Variation in Monoclonal Antibody Producing CHO Cells.
Biotechnology Journal, 2018, 13, e1700231. 1.8 28

12006 Down-regulation of RIP3 potentiates cisplatin chemoresistance by triggering HSP90-ERK pathway
mediated DNA repair in esophageal squamous cell carcinoma. Cancer Letters, 2018, 418, 97-108. 3.2 39

12007 A five-gene signature may predict sunitinib sensitivity and serve as prognostic biomarkers for renal
cell carcinoma. Journal of Cellular Physiology, 2018, 233, 6649-6660. 2.0 40

12008
Overexpression of Nogo receptor 3 (NgR3) correlates with poor prognosis and contributes to the
migration of epithelial cells of nasopharyngeal carcinoma patients. Journal of Molecular Medicine,
2018, 96, 265-279.

1.7 8

12009 Immunologic and gene expression profiles of spontaneous canine oligodendrogliomas. Journal of
Neuro-Oncology, 2018, 137, 469-479. 1.4 25

12010 Nonstructural proteins nsp2TF and nsp2N of porcine reproductive and respiratory syndrome virus
(PRRSV) play important roles in suppressing host innate immune responses. Virology, 2018, 517, 164-176. 1.1 26

12011 Combinatorial Omics Analysis Reveals Perturbed Lysosomal Homeostasis in Collagen VII-deficient
Keratinocytes. Molecular and Cellular Proteomics, 2018, 17, 565-579. 2.5 25

12012 Co-Emergence of Specialized Endothelial Cells from Embryonic Stem Cells. Stem Cells and
Development, 2018, 27, 326-335. 1.1 8

12013 Identification and Characterization of Sindbis Virus RNA-Host Protein Interactions. Journal of
Virology, 2018, 92, . 1.5 27



664

Citation Report

# Article IF Citations

12014 <i>Jun, Gal, Cd74, and C1qb</i> as potential indicator for neuropathic pain. Journal of Cellular
Biochemistry, 2018, 119, 4792-4798. 1.2 17

12015 Human Placental-Derived Adherent Stromal Cells Co-Induced with TNF-Î± and IFN-Î³ Inhibit Triple-Negative
Breast Cancer in Nude Mouse Xenograft Models. Scientific Reports, 2018, 8, 670. 1.6 19

12016 Mechanistic insights into acephalic spermatozoa syndromeâ€“associated mutations in the human SUN5
gene. Journal of Biological Chemistry, 2018, 293, 2395-2407. 1.6 35

12017 Analysis of the Aedes albopictus C6/36 genome provides insight into cell line utility for viral
propagation. GigaScience, 2018, 7, 1-13. 3.3 51

12018 Population-dependent Intron Retention and DNA Methylation in Breast Cancer. Molecular Cancer
Research, 2018, 16, 461-469. 1.5 23

12019 iTRAQ-Based Quantitative Proteomics Reveals the New Evidence Base for Traumatic Brain Injury Treated
with Targeted Temperature Management. Neurotherapeutics, 2018, 15, 216-232. 2.1 22

12020 Dual gene activation and knockout screen reveals directional dependencies in genetic networks.
Nature Biotechnology, 2018, 36, 170-178. 9.4 120

12021 An Expanded Role for the RFX Transcription Factor DAF-19, with Dual Functions in Ciliated and
Nonciliated Neurons. Genetics, 2018, 208, 1083-1097. 1.2 11

12022
Gene expression analysis in peripheral blood cells of patients with hereditary leiomyomatosis and
renal cell cancer syndrome (HLRCC): identification of NRF2 pathway activation. Familial Cancer, 2018,
17, 587-599.

0.9 2

12023 Dynamic changes in DNA methylation patterns in canine lymphoma cell lines demonstrated by
genome-wide quantitative DNA methylation analysis. Veterinary Journal, 2018, 231, 48-54. 0.6 16

12024 TDP-43 pathology disrupts nuclear pore complexes and nucleocytoplasmic transport in ALS/FTD.
Nature Neuroscience, 2018, 21, 228-239. 7.1 404

12025 Advanced aging causes diaphragm functional abnormalities, global proteome remodeling, and loss of
mitochondrial cysteine redox flexibility in mice. Experimental Gerontology, 2018, 103, 69-79. 1.2 19

12026 Histone H3 lysine 4 monomethylation modulates long-range chromatin interactions at enhancers. Cell
Research, 2018, 28, 204-220. 5.7 131

12027 Synaptic markers of cognitive decline in neurodegenerative diseases: a proteomic approach. Brain,
2018, 141, 582-595. 3.7 172

12028
RvD1 inhibits TNFÎ±-induced c-Myc expression in normal intestinal epithelial cells and destabilizes
hyper-expressed c-Myc in colon cancer cells. Biochemical and Biophysical Research Communications,
2018, 496, 316-323.

1.0 27

12029 Genes and Pathways Regulated by Androgens in Human Neural Cells, Potential Candidates for the Male
Excess in Autism Spectrum Disorder. Biological Psychiatry, 2018, 84, 239-252. 0.7 67

12030 BCG Vaccination Protects against Experimental Viral Infection in Humans through the Induction of
Cytokines Associated with Trained Immunity. Cell Host and Microbe, 2018, 23, 89-100.e5. 5.1 860

12031 A network approach to exploring the functional basis of geneâ€“gene epistatic interactions in disease
susceptibility. Bioinformatics, 2018, 34, 1741-1749. 1.8 11



665

Citation Report

# Article IF Citations

12032 TPD52L2 impacts proliferation, invasiveness and apoptosis of glioblastoma cells via modulation of
wnt/Î²-catenin/snail signaling. Carcinogenesis, 2018, 39, 214-224. 1.3 26

12033 Female Mimicry by Sneaker Males Has a Transcriptomic Signature in Both the Brain and the Gonad in a
Sex-Changing Fish. Molecular Biology and Evolution, 2018, 35, 225-241. 3.5 29

12034 Complex Relationships between Chromatin Accessibility, Sequence Divergence, and Gene Expression in
Arabidopsis thaliana. Molecular Biology and Evolution, 2018, 35, 837-854. 3.5 33

12035 Variation in the Early Host-Pathogen Interaction of Bovine Macrophages with Divergent
Mycobacterium bovis Strains in the United Kingdom. Infection and Immunity, 2018, 86, . 1.0 20

12036 Origin of new genes after zygotic genome activation in vertebrate. Journal of Molecular Cell Biology,
2018, 10, 139-146. 1.5 1

12037 Combination of 247 Genome-Wide Association Studies Reveals High Cancer Risk as a Result of
Evolutionary Adaptation. Molecular Biology and Evolution, 2018, 35, 473-485. 3.5 43

12038
The Psychiatric Risk Gene Transcription Factor 4 (TCF4) Regulates Neurodevelopmental Pathways
Associated With Schizophrenia, Autism, and Intellectual Disability. Schizophrenia Bulletin, 2018, 44,
1100-1110.

2.3 79

12039 Sirtuin 1-Chromatin-Binding Dynamics Points to a Common Mechanism Regulating Inflammatory
Targets in SIV Infection and in the Aging Brain. Journal of NeuroImmune Pharmacology, 2018, 13, 163-178. 2.1 15

12040 Combining gene essentiality with feature selection method to explore multi-cancer biomarkers.
Chemometrics and Intelligent Laboratory Systems, 2018, 172, 241-247. 1.8 3

12041 High-quality assembly of Dermatophagoides pteronyssinus genome and transcriptome reveals a wide
range of novel allergens. Journal of Allergy and Clinical Immunology, 2018, 141, 2268-2271.e8. 1.5 34

12042
Systematic analyses of drugs and disease indications in RepurposeDB reveal pharmacological,
biological and epidemiological factors influencing drug repositioning. Briefings in Bioinformatics,
2018, 19, 656-678.

3.2 81

12043 Intracranial Aneurysmâ€“Associated Single-Nucleotide Polymorphisms Alter Regulatory DNA in the
Human Circle of Willis. Stroke, 2018, 49, 447-453. 1.0 16

12044 Unraveling the human protein atlas of metastatic melanoma in the course of ultraviolet
radiation-derived photo-therapy. Journal of Proteomics, 2018, 188, 119-138. 1.2 4

12045 iTRAQ-Based Proteomic Analysis Reveals Recovery of Impaired Mitochondrial Function in Ischemic
Myocardium by Shenmai Formula. Journal of Proteome Research, 2018, 17, 794-803. 1.8 14

12046 Lysine Succinylation Contributes to Aflatoxin Production and Pathogenicity in Aspergillus flavus.
Molecular and Cellular Proteomics, 2018, 17, 457-471. 2.5 59

12047 A review of computational approaches for analysis of hepatitis C virus-mediated liver diseases.
Briefings in Functional Genomics, 2018, 17, 428-440. 1.3 3

12048 Discovery of Transcription Factors Novel to Mouse Cerebellar Granule Cell Development Through
Laser-Capture Microdissection. Cerebellum, 2018, 17, 308-325. 1.4 6

12049 MTOR inhibitor-based combination therapies for pancreatic cancer. British Journal of Cancer, 2018,
118, 366-377. 2.9 35



666

Citation Report

# Article IF Citations

12050 Role of Selenof as a Gatekeeper of Secreted Disulfide-Rich Glycoproteins. Cell Reports, 2018, 23,
1387-1398. 2.9 49

12051 PRC1 Fine-tunes Gene Repression and Activation to Safeguard Skin Development and Stem Cell
Specification. Cell Stem Cell, 2018, 22, 726-739.e7. 5.2 106

12052 Proteomic and Phosphoproteomic Changes Induced by Prolonged Activation of Human Eosinophils
with IL-3. Journal of Proteome Research, 2018, 17, 2102-2111. 1.8 11

12053 Metabolic systems analysis of LPS induced endothelial dysfunction applied to sepsis patient
stratification. Scientific Reports, 2018, 8, 6811. 1.6 29

12054 Functional clusters analysis and research based on differential coexpression networks.
Biotechnology and Biotechnological Equipment, 2018, 32, 171-182. 0.5 4

12055 Convergent Acquisition of Nonembryonic Development in Styelid Ascidians. Molecular Biology and
Evolution, 2018, 35, 1728-1743. 3.5 35

12056 The response to neoadjuvant chemoradiotherapy with 5-fluorouracil in locally advanced rectal
cancer patients: a predictive proteomic signature. Clinical Proteomics, 2018, 15, 16. 1.1 43

12057 A survey of functional genomic variation in domesticated chickens. Genetics Selection Evolution,
2018, 50, 17. 1.2 27

12058 RNA-seq analysis of lncRNA-controlled developmental gene expression during puberty in goat &amp;
rat. BMC Genetics, 2018, 19, 19. 2.7 24

12059 FunGeneNet: a web tool to estimate enrichment of functional interactions in experimental gene sets.
BMC Genomics, 2018, 19, 76. 1.2 7

12060
Multi-tissue transcriptomic study reveals the main role of liver in the chicken adaptive response to a
switch in dietary energy source through the transcriptional regulation of lipogenesis. BMC
Genomics, 2018, 19, 187.

1.2 26

12061 A comparative genomics study of carbohydrate/glucose metabolic genes: from fish to mammals. BMC
Genomics, 2018, 19, 246. 1.2 40

12062 Comparative genomics of the wheat fungal pathogen Pyrenophora tritici-repentis reveals
chromosomal variations and genome plasticity. BMC Genomics, 2018, 19, 279. 1.2 56

12063 Differential networking meta-analysis of gastric cancer across Asian and American racial groups. BMC
Systems Biology, 2018, 12, 51. 3.0 7

12064 The mosquito adulticidal Chromobacterium sp. Panama causes transgenerational impacts on fitness
parameters and elicits xenobiotic gene responses. Parasites and Vectors, 2018, 11, 229. 1.0 10

12065 Fatty acid oxidation promotes reprogramming by enhancing oxidative phosphorylation and inhibiting
protein kinase C. Stem Cell Research and Therapy, 2018, 9, 47. 2.4 30

12066 The presence of human mesenchymal stem cells of renal origin in amniotic fluid increases with
gestational time. Stem Cell Research and Therapy, 2018, 9, 113. 2.4 18

12067 Microbiome and ecotypic adaption of Holcus lanatus (L.) to extremes of its soil pH range, investigated
through transcriptome sequencing. Microbiome, 2018, 6, 48. 4.9 29



667

Citation Report

# Article IF Citations

12068 Genetic interaction between two insulin-dependent diabetes susceptibility loci, Idd2 and Idd13, in
determining immunoregulatory DN T cell proportion. Immunogenetics, 2018, 70, 495-509. 1.2 1

12069 Common proteomic profiles of induced pluripotent stem cell-derived three-dimensional neurons and
brain tissue from Alzheimer patients. Journal of Proteomics, 2018, 182, 21-33. 1.2 40

12070 Correlates of evolutionary rates in the murine sperm proteome. BMC Evolutionary Biology, 2018, 18,
35. 3.2 14

12071 Altered DNA methylation in liver and adipose tissues derived from individuals with obesity and type 2
diabetes. BMC Medical Genetics, 2018, 19, 28. 2.1 32

12072 Development of a computational promoter with highly efficient expression in tumors. BMC Cancer,
2018, 18, 480. 1.1 2

12073 Combined flow cytometry and high-throughput image analysis for the study of essential genes in
Caenorhabditis elegans. BMC Biology, 2018, 16, 36. 1.7 18

12074 Differences in MWCNT- and SWCNT-induced DNA methylation alterations in association with the
nuclear deposition. Particle and Fibre Toxicology, 2018, 15, 11. 2.8 57

12075 A novel joint analysis framework improves identification of differentially expressed genes in cross
disease transcriptomic analysis. BioData Mining, 2018, 11, 3. 2.2 12

12076 Quartz-Seq2: a high-throughput single-cell RNA-sequencing method that effectively uses limited
sequence reads. Genome Biology, 2018, 19, 29. 3.8 101

12077 OCEAN-C: mapping hubs of open chromatin interactions across the genome reveals gene regulatory
networks. Genome Biology, 2018, 19, 54. 3.8 47

12078 Bioinformatics analysis of differentially expressed miRNA-related mRNAs and their prognostic value in
breast carcinoma. Oncology Reports, 2018, 39, 2865-2872. 1.2 13

12079
Transcriptome analysis of different sizes of 3â€•mercaptopropionic acidâ€•modified cadmium telluride
quantum dotâ€•induced toxic effects reveals immune response in rat hippocampus. Journal of Applied
Toxicology, 2018, 38, 1177-1194.

1.4 26

12080 Evaluation of NCI-7 Cell Line Panel as a Reference Material for Clinical Proteomics. Journal of
Proteome Research, 2018, 17, 2205-2215. 1.8 17

12081 A CRISPR knockout screen identifies SETDB1-target retroelement silencing factors in embryonic stem
cells. Genome Research, 2018, 28, 846-858. 2.4 54

12082 A zebrafish model of foxe3 deficiency demonstrates lens and eye defects with dysregulation of key
genes involved in cataract formation in humans. Human Genetics, 2018, 137, 315-328. 1.8 26

12083 Intracellular Drug Bioavailability: Effect of Neutral Lipids and Phospholipids. Molecular
Pharmaceutics, 2018, 15, 2224-2233. 2.3 25

12084 Widespread intronic polyadenylation diversifies immune cell transcriptomes. Nature Communications,
2018, 9, 1716. 5.8 117

12085 Sauchinone controls hepatic cholesterol homeostasis by the negative regulation of PCSK9
transcriptional network. Scientific Reports, 2018, 8, 6737. 1.6 26



668

Citation Report

# Article IF Citations

12086 Hippocampal Subcellular Organelle Proteomic Alteration of Copper-Treated Mice. Toxicological
Sciences, 2018, 164, 250-263. 1.4 11

12087 Load-Dependent Changes in Left Ventricular Structure and Function in a Pathophysiologically
Relevant Murine Model of Reversible Heart Failure. Circulation: Heart Failure, 2018, 11, e004351. 1.6 37

12088
Lifespan analysis of brain development, gene expression and behavioral phenotypes in the Ts1Cje,
Ts65Dn and Dp(16)1/Yey mouse models of Down syndrome. DMM Disease Models and Mechanisms, 2018,
11, .

1.2 84

12089 Virusâ€“human proteinâ€“protein interaction prediction using Bayesian matrix factorization and
projection techniques. Biocybernetics and Biomedical Engineering, 2018, 38, 574-585. 3.3 2

12090 Shortening the list of essential genes in the human genome by network analysis. Meta Gene, 2018, 17,
68-77. 0.3 3

12091 A proteomic analysis of an in vitro knock-out of miR-200c. Scientific Reports, 2018, 8, 6927. 1.6 7

12092 An RNAi-mediated screen identifies novel targets for next-generation antiepileptic drugs based on
increased expression of the homeostatic regulator pumilio. Journal of Neurogenetics, 2018, 32, 106-117. 0.6 3

12093 Zwitterionic PEG-PC Hydrogels Modulate the Foreign Body Response in a Modulus-Dependent Manner.
Biomacromolecules, 2018, 19, 2880-2888. 2.6 74

12094 An enrichment method based on synergistic and reversible covalent interactions for large-scale
analysis of glycoproteins. Nature Communications, 2018, 9, 1692. 5.8 127

12095 Genetics in multiple sclerosis: Updates in the era of big data. Clinical and Experimental
Neuroimmunology, 2018, 9, 19-24. 0.5 3

12096 Gold nanoparticles induce serum amyloid A 1â€“Toll-like receptor 2 mediated NF-kB signaling in lung
cells in vitro. Chemico-Biological Interactions, 2018, 289, 81-89. 1.7 8

12097
Ethanol Induced Disordering of Pancreatic Acinar Cell Endoplasmic Reticulum: An ER Stress/Defective
Unfolded Protein Response Model. Cellular and Molecular Gastroenterology and Hepatology, 2018, 5,
479-497.

2.3 19

12098 Differential proteomic analysis of actinic keratosis, Bowenâ€™s disease and cutaneous squamous cell
carcinoma by label-free LCâ€“MS/MS. Journal of Dermatological Science, 2018, 91, 69-78. 1.0 26

12099
The Correlation Between the Immune and Epithelial-Mesenchymal Transition Signatures Suggests
Potential Therapeutic Targets and Prognosis Prediction Approaches in Kidney Cancer. Scientific
Reports, 2018, 8, 6570.

1.6 20

12100 Hyperoxia induces epigenetic changes in newborn mice lungs. Free Radical Biology and Medicine, 2018,
121, 51-56. 1.3 27

12101 A novel gene expression analytics-based approach to structure aided design of rexinoids for
development as next-generation cancer therapeutics. Steroids, 2018, 135, 36-49. 0.8 9

12102 Altered AKAP12 expression in portal fibroblasts and liver sinusoids mediates transition from hepatic
fibrogenesis to fibrosis resolution. Experimental and Molecular Medicine, 2018, 50, 1-13. 3.2 14

12103 Mining for Microbial Gems: Integrating Proteomics in the Postgenomic Natural Product Discovery
Pipeline. Proteomics, 2018, 18, e1700332. 1.3 33



669

Citation Report

# Article IF Citations

12104 INO80 Chromatin Remodeling Coordinates Metabolic Homeostasis with Cell Division. Cell Reports,
2018, 22, 611-623. 2.9 28

12105 Altered Neocortical Gene Expression, Brain Overgrowth and Functional Over-Connectivity in Chd8
Haploinsufficient Mice. Cerebral Cortex, 2018, 28, 2192-2206. 1.6 118

12106 Identification of novel circulatory microRNA signatures linked to patients with ischemic stroke.
Human Molecular Genetics, 2018, 27, 2318-2329. 1.4 64

12107 MVisAGe Identifies Concordant and Discordant Genomic Alterations of Driver Genes in Squamous
Tumors. Cancer Research, 2018, 78, 3375-3385. 0.4 5

12108 Genome-wide RNAi Screening to Identify Host Factors That Modulate Oncolytic Virus Therapy. Journal
of Visualized Experiments, 2018, , . 0.2 0

12109 A reference genome of the Chinese hamster based on a hybrid assembly strategy. Biotechnology and
Bioengineering, 2018, 115, 2087-2100. 1.7 95

12110 Transcription factor ID2 prevents E proteins from enforcing a naÃ¯ve T lymphocyte gene program
during NK cell development. Science Immunology, 2018, 3, . 5.6 47

12111 Integrated analysis of methylome, transcriptome and miRNAome of three pig breeds. Epigenomics, 2018,
10, 597-612. 1.0 11

12112 Epigenetic Transgenerational Inheritance of Altered Sperm Histone Retention Sites. Scientific Reports,
2018, 8, 5308. 1.6 81

12113 TAILS N-terminomics and proteomics reveal complex regulation of proteolytic cleavage by
O-glycosylation. Journal of Biological Chemistry, 2018, 293, 7629-7644. 1.6 25

12114 Alterations of circular RNAs in hyperglycemic human endothelial cells. Biochemical and Biophysical
Research Communications, 2018, 499, 551-555. 1.0 27

12115 Genome-wide DNA methylation profiling in infants born to gestational diabetes mellitus. Diabetes
Research and Clinical Practice, 2018, 142, 10-18. 1.1 47

12116 Effects of prenatal exposure to triclosan on the liver transcriptome in chicken embryos. Toxicology
and Applied Pharmacology, 2018, 347, 23-32. 1.3 23

12117 Profiles of miRNA Isoforms and tRNA Fragments in Prostate Cancer. Scientific Reports, 2018, 8, 5314. 1.6 57

12118 Activity of Mesothelin-Specific Chimeric Antigen Receptor T Cells Against Pancreatic Carcinoma
Metastases in a Phase 1 Trial. Gastroenterology, 2018, 155, 29-32. 0.6 337

12119 Identification of key genes and miRNAs associated with carotid atherosclerosis based on mRNA-seq
data. Medicine (United States), 2018, 97, e9832. 0.4 21

12120 The microRNA-200 family coordinately regulates cell adhesion and proliferation in hair
morphogenesis. Journal of Cell Biology, 2018, 217, 2185-2204. 2.3 69

12121 MicroRNA Expression Levels Are Altered in the Cerebrospinal Fluid of Patients with Young-Onset
Alzheimerâ€™s Disease. Molecular Neurobiology, 2018, 55, 8826-8841. 1.9 111



670

Citation Report

# Article IF Citations

12122 ARID1A Maintains Differentiation of Pancreatic Ductal Cells and Inhibits Development of Pancreatic
Ductal Adenocarcinoma inÂ Mice. Gastroenterology, 2018, 155, 194-209.e2. 0.6 60

12123 Transcriptome alterations of vascular smooth muscle cells in aortic wall of myocardial infarction
patients. Data in Brief, 2018, 17, 1112-1135. 0.5 13

12124 Concomitant BCORL1 and BRAF Mutations in Vemurafenib-Resistant Melanoma Cells. Neoplasia, 2018, 20,
467-477. 2.3 13

12125 Natural regulatory mutations elevate the fetal globin gene via disruption of BCL11A or ZBTB7A binding.
Nature Genetics, 2018, 50, 498-503. 9.4 208

12126 Single-cell nanobiopsy reveals compartmentalization of mRNAs within neuronal cells. Journal of
Biological Chemistry, 2018, 293, 4940-4951. 1.6 35

12127 Molecular Response to Neoadjuvant Chemotherapy in High-Grade Serous Ovarian Carcinoma.
Molecular Cancer Research, 2018, 16, 813-824. 1.5 42

12128 Altered expression of the Cdk5 activator-like protein, Cdk5Î±, causes neurodegeneration in part by
accelerating the rate of aging. DMM Disease Models and Mechanisms, 2018, 11, . 1.2 13

12129
microRNA expression profiles of scar and normal tissue from patients with posterior urethral
stricture caused by pelvic fracture urethral distraction defects. International Journal of Molecular
Medicine, 2018, 41, 2733-2743.

1.8 14

12130 Loss of the Immune Checkpoint CD85j/LILRB1 on Malignant Plasma Cells Contributes to Immune Escape
in Multiple Myeloma. Journal of Immunology, 2018, 200, 2581-2591. 0.4 19

12132 iSeq: Web-Based RNA-seq Data Analysis and Visualization. Methods in Molecular Biology, 2018, 1754,
167-181. 0.4 13

12133 Transcriptome Sequencing: RNA-Seq. Methods in Molecular Biology, 2018, 1754, 15-27. 0.4 62

12134 Inflammation-Modulated Metabolic Reprogramming Is Required for DUOX-Dependent Gut Immunity in
Drosophila. Cell Host and Microbe, 2018, 23, 338-352.e5. 5.1 79

12135 Ecotoxicological effects of the herbicide glyphosate in non-target aquatic species: Transcriptional
responses in the mussel Mytilus galloprovincialis. Environmental Pollution, 2018, 237, 442-451. 3.7 52

12136 CD40 ligand deficiency causes functional defects of peripheral neutrophils that are improved by
exogenous IFN-Î³. Journal of Allergy and Clinical Immunology, 2018, 142, 1571-1588.e9. 1.5 21

12137 Longissimus dorsi muscle label-free quantitative proteomic reveals biological mechanisms associated
with intramuscular fat deposition. Journal of Proteomics, 2018, 179, 30-41. 1.2 53

12138 Integrated omics profiling identifies hypoxia-regulated genes in HCT116 colon cancer cells. Journal of
Proteomics, 2018, 188, 139-151. 1.2 13

12139 Zc3h13 Regulates Nuclear RNA m6A Methylation and Mouse Embryonic Stem Cell Self-Renewal.
Molecular Cell, 2018, 69, 1028-1038.e6. 4.5 618

12140 A single-cell RNA-seq survey of the developmental landscape of the human prefrontal cortex. Nature,
2018, 555, 524-528. 13.7 551



671

Citation Report

# Article IF Citations

12141 Integrative genomic profiling of large-cell neuroendocrine carcinomas reveals distinct subtypes of
high-grade neuroendocrine lung tumors. Nature Communications, 2018, 9, 1048. 5.8 254

12142 Investigation of mechanisms of mesenchymal stem cells for treatment of diabetic nephropathy via
construction of a miRNA-TF-mRNA network. Renal Failure, 2018, 40, 136-145. 0.8 14

12143 Transcriptome differences in frontal cortex between wild boar and domesticated pig. Animal Science
Journal, 2018, 89, 848-857. 0.6 11

12144 Divergence in problem-solving skills is associated with differential expression of glutamate receptors
in wild finches. Science Advances, 2018, 4, eaao6369. 4.7 26

12145 TLR7 Agonists Display Potent Antiviral Effects against Norovirus Infection via Innate Stimulation.
Antimicrobial Agents and Chemotherapy, 2018, 62, . 1.4 18

12146
Polysaccharide from <i>Angelica sinensis</i> protects H9c2 cells against oxidative injury and
endoplasmic reticulum stress by activating the ATF6 pathway. Journal of International Medical
Research, 2018, 46, 1717-1733.

0.4 20

12147 A niche of trophoblast progenitor cells identified by integrin Î±2 is present in first trimester human
placentas. Development (Cambridge), 2018, 145, . 1.2 54

12148 Pyruvate dehydrogenase complex and lactate dehydrogenase are targets for therapy of acute liver
failure. Journal of Hepatology, 2018, 69, 325-335. 1.8 65

12149 Double agents: genes with both oncogenic and tumor-suppressor functions. Oncogenesis, 2018, 7, 25. 2.1 88

12150 Loss of the Hematopoietic Stem Cell Factor GATA2 in the Osteogenic Lineage Impairs Trabecularization
and Mechanical Strength of Bone. Molecular and Cellular Biology, 2018, 38, . 1.1 14

12151 Identification of differentially expressed genes and biological pathways in bladder cancer. Molecular
Medicine Reports, 2018, 17, 6425-6434. 1.1 16

12152 Transcriptomics provides mechanistic indicators of mixture toxicology for IMX-101 and IMX-104
formulations in fathead minnows (Pimephales promelas). Aquatic Toxicology, 2018, 199, 138-151. 1.9 17

12153 Transcriptional networks of progressive diabetic peripheral neuropathy in the db/db mouse model of
type 2 diabetes: An inflammatory story. Experimental Neurology, 2018, 305, 33-43. 2.0 42

12154 Discovery and Characterization of ZUFSP/ZUP1, a Distinct Deubiquitinase Class Important for Genome
Stability. Molecular Cell, 2018, 70, 150-164.e6. 4.5 142

12155 SUMOylome Profiling Reveals a Diverse Array of Nuclear Targets Modified by the SUMO Ligase SIZ1
during Heat Stress. Plant Cell, 2018, 30, 1077-1099. 3.1 120

12156 Comprehensive Molecular Profiling Identifies FOXM1 as a Key Transcription Factor for Meningioma
Proliferation. Cell Reports, 2018, 22, 3672-3683. 2.9 95

12157 BART: a transcription factor prediction tool with query gene sets or epigenomic profiles.
Bioinformatics, 2018, 34, 2867-2869. 1.8 90

12158 Gene expression analysis for pneumonia caused by Gram-positive bacterial infection. Experimental and
Therapeutic Medicine, 2018, 15, 3989-3996. 0.8 3



672

Citation Report

# Article IF Citations

12159 Effect of alkylglycerone phosphate synthase on the expression profile of circRNAs in the human
thyroid cancer cell line FRO. Oncology Letters, 2018, 15, 7889-7899. 0.8 7

12160 Upregulation of Microglial ZEB1 Ameliorates Brain Damage after Acute Ischemic Stroke. Cell Reports,
2018, 22, 3574-3586. 2.9 62

12161 Breast and pancreatic cancer interrupt IRF8-dependent dendritic cell development to overcome
immune surveillance. Nature Communications, 2018, 9, 1250. 5.8 151

12162 The natural HLA ligandome of glioblastoma stem-like cells: antigen discovery for T cell-based
immunotherapy. Acta Neuropathologica, 2018, 135, 923-938. 3.9 36

12163 Histone and RNA-binding protein interaction creates crosstalk network for regulation of alternative
splicing. Biochemical and Biophysical Research Communications, 2018, 499, 30-36. 1.0 16

12164 Reactivation of the Nkx2.5 cardiac enhancer after myocardial infarction does not presage myogenesis.
Cardiovascular Research, 2018, 114, 1098-1114. 1.8 12

12165 A Novel TGFÎ² Trap Blocks Chemotherapeutics-Induced TGFÎ²1 Signaling and Enhances Their Anticancer
Activity in Gynecologic Cancers. Clinical Cancer Research, 2018, 24, 2780-2793. 3.2 45

12166 A 10â€‘microRNA prognosis scoring system in esophageal squamous cell carcinoma constructed using
bioinformatic methods. Molecular Medicine Reports, 2018, 17, 5222-5228. 1.1 1

12167 Expression profiling analysis of autophagy-related genes in perineural invasion of cutaneous
squamous cell carcinoma. Oncology Letters, 2018, 15, 4837-4848. 0.8 8

12168 Elucidating the Impact of CHO Cell Culture Media on Tryptophan Oxidation of a Monoclonal Antibody
Through Gene Expression Analyses. Biotechnology Journal, 2018, 13, e1700254. 1.8 9

12169 Molecular profiles for insular low-grade gliomas with putamen involvement. Journal of
Neuro-Oncology, 2018, 138, 659-666. 1.4 7

12170
Angiogenic and Immunologic Proteins Identified by Deep Proteomic Profiling of Human Retinal and
Choroidal Vascular Endothelial Cells: Potential Targets for New Biologic Drugs. American Journal of
Ophthalmology, 2018, 193, 197-229.

1.7 23

12171 An efficient strategy for identifying cancer-related key genes based on graph entropy. Computational
Biology and Chemistry, 2018, 74, 142-148. 1.1 5

12172 Interactome Analysis of NS1 Protein Encoded by Influenza A H7N9 Virus Reveals an Inhibitory Role of
NS1 in Host mRNA Maturation. Journal of Proteome Research, 2018, 17, 1474-1484. 1.8 17

12173 MicroRNA 199a-5p Attenuates Retrograde Transport and Protects against Toxin-Induced Inhibition of
Protein Biosynthesis. Molecular and Cellular Biology, 2018, 38, . 1.1 7

12174 IRF8 Regulates Transcription of Naips for NLRC4 Inflammasome Activation. Cell, 2018, 173, 920-933.e13. 13.5 142

12175 Systematic Characterization of Stress-Induced RNA Granulation. Molecular Cell, 2018, 70, 175-187.e8. 4.5 190

12176 Small molecules capable of activating DNA methylationâ€“repressed genes targeted by the p38
mitogen-activated protein kinase pathway. Journal of Biological Chemistry, 2018, 293, 7423-7436. 1.6 10



673

Citation Report

# Article IF Citations

12177 A comprehensive catalog of predicted functional upstream open reading frames in humans. Nucleic
Acids Research, 2018, 46, 3326-3338. 6.5 76

12178 Global Gene Expression Response in Mouse Models of DNA Repair Deficiency after Gamma Irradiation.
Radiation Research, 2018, 189, 337. 0.7 21

12179
Intracerebroventricular Administration of a 2â€²-O-Methyl Phosphorothioate Antisense Oligonucleotide
Results in Activation of the Innate Immune System in Mouse Brain. Nucleic Acid Therapeutics, 2018, 28,
63-73.

2.0 23

12180 Identification of the key genes associated with neuropathic pain. Molecular Medicine Reports, 2018, 17,
6371-6378. 1.1 16

12181 Human iPSC-Derived Endothelial Cells and Microengineered Organ-Chip Enhance Neuronal
Development. Stem Cell Reports, 2018, 10, 1222-1236. 2.3 125

12182 IPEX due to an exon 7 skipping FOXP3 mutation with autoimmune diabetes mellitus cured by selective
TReg cell engraftment. Clinical Immunology, 2018, 191, 52-58. 1.4 15

12183 A Critical Role of TET1/2 Proteins in Cell-Cycle Progression of Trophoblast Stem Cells. Stem Cell
Reports, 2018, 10, 1355-1368. 2.3 37

12184 Neural Invasion Spreads Macrophage-Related Allodynia via Neural Root in Pancreatic Cancer.
Anesthesia and Analgesia, 2018, 126, 1729-1738. 1.1 11

12185 Allergen-induced activation of natural killer cells represents an early-life immune response in the
development of allergic asthma. Journal of Allergy and Clinical Immunology, 2018, 142, 1856-1866. 1.5 26

12186 The expression of CCL18 in diffuse large B cell lymphoma and its mechanism research. Cancer
Biomarkers, 2018, 21, 925-934. 0.8 14

12187 Cholangiocarcinomaâ€‘associated genes identified by integrative analysis of gene expression data.
Molecular Medicine Reports, 2018, 17, 5744-5753. 1.1 6

12188 Identification and Characterization of microRNA during Bemisia tabaci Infestations in Solanum
lycopersicum and Solanum habrochaites. Horticultural Plant Journal, 2018, 4, 62-72. 2.3 18

12189 The integrated landscape of causal genes and pathways in schizophrenia. Translational Psychiatry,
2018, 8, 67. 2.4 75

12190 Thyroid Dysfunction, Neurological Disorder and Immunosuppression as the Consequences of
Long-term Combined Stress. Scientific Reports, 2018, 8, 4552. 1.6 8

12191 Integrated microRNA and mRNA expression profile analysis of tumor-associated macrophages after
exposure to single-dose irradiation. Computational Biology and Chemistry, 2018, 74, 368-378. 1.1 1

12192 Alpha-oxoglutarate inhibits the proliferation of immortalized normal bladder epithelial cells via an
epigenetic switch involving ARID1A. Scientific Reports, 2018, 8, 4505. 1.6 13

12193 Secretome analysis of in vitro aged human mesenchymal stem cells reveals IGFBP7 as a putative factor
for promoting osteogenesis. Scientific Reports, 2018, 8, 4632. 1.6 30

12194 Bioinformatic Analysis of Potential Biomarkers for Spinal Cordâ€“injured Patients with Intractable
Neuropathic Pain. Clinical Journal of Pain, 2018, 34, 825-830. 0.8 30



674

Citation Report

# Article IF Citations

12195 Disrupting the three-dimensional regulatory topology of the <i>Pitx1</i> locus results in overtly
normal development. Development (Cambridge), 2018, 145, . 1.2 14

12196 Bivalent Chromatin Domains in Glioblastoma Reveal a Subtype-Specific Signature of Glioma Stem Cells.
Cancer Research, 2018, 78, 2463-2474. 0.4 40

12197 Involvement of B Cells, Immunoglobulins, and Syk in the Pathogenesis of Abdominal Aortic Aneurysm.
Journal of the American Heart Association, 2018, 7, . 1.6 37

12198 Molecular differences between mature and immature dental pulp cells: Bioinformatics and
preliminary results. Experimental and Therapeutic Medicine, 2018, 15, 3362-3368. 0.8 1

12199 Systematically integrated metabonomic-proteomic studies of Escherichia coli under ciprofloxacin
stress. Journal of Proteomics, 2018, 179, 61-70. 1.2 34

12200 Elongator and codon bias regulate protein levels in mammalian peripheral neurons. Nature
Communications, 2018, 9, 889. 5.8 58

12201 Cross-talk between chromatin acetylation and SUMOylation of tripartite motifâ€“containing protein 24
(TRIM24) impacts cell adhesion. Journal of Biological Chemistry, 2018, 293, 7476-7485. 1.6 27

12202 Siteâ€•Specific Systematic Analysis of Lysine Modification Crosstalk. Proteomics, 2018, 18, e1700292. 1.3 6

12203
Candidate genes for cooperation and aggression in the social wasp Polistes dominula. Journal of
Comparative Physiology A: Neuroethology, Sensory, Neural, and Behavioral Physiology, 2018, 204,
449-463.

0.7 17

12204 Tau Phosphorylation is Impacted by Rare AKAP9 Mutations Associated with Alzheimer Disease in African
Americans. Journal of NeuroImmune Pharmacology, 2018, 13, 254-264. 2.1 19

12205 Glaucomatous cell derived matrices differentially modulate non-glaucomatous trabecular meshwork
cellular behavior. Acta Biomaterialia, 2018, 71, 444-459. 4.1 51

12206 RNA-seq analysis of compensatory growth in the skeletal muscle of fine flounder (Paralichthys) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 302 Td (adspersus). Aquaculture, 2018, 490, 270-280.1.7 9

12207 The transcription factor Klf5 is essential for intrahepatic biliary epithelial tissue remodeling after
cholestatic liver injury. Journal of Biological Chemistry, 2018, 293, 6214-6229. 1.6 14

12208 The striatal kinase DCLK3 produces neuroprotection against mutant huntingtin. Brain, 2018, 141,
1434-1454. 3.7 23

12209 Clinical response to Nabiximols correlates with the downregulation of immune pathways in multiple
sclerosis. European Journal of Neurology, 2018, 25, 934. 1.7 18

12210 Bioinformatics Analysis of Microarray Data to Reveal Novel Genes Related to Cold-Resistance of
Maize. Russian Journal of Plant Physiology, 2018, 65, 278-285. 0.5 4

12211 Maternal genome-wide DNA methylation profiling in gestational diabetes shows distinctive
disease-associated changes relative to matched healthy pregnancies. Epigenetics, 2018, 13, 122-128. 1.3 52

12212 LPRP: A Geneâ€“Gene Interaction Network Construction Algorithm and Its Application in Breast Cancer
Data Analysis. Interdisciplinary Sciences, Computational Life Sciences, 2018, 10, 131-142. 2.2 5



675

Citation Report

# Article IF Citations

12213 Comparative study of computational algorithms for the Lasso with high-dimensional, highly
correlated data. Applied Intelligence, 2018, 48, 1933-1952. 3.3 3

12214 RhoA controls retinoid signaling by ROCK dependent regulation of retinol metabolism. Small GTPases,
2018, 9, 433-444. 0.7 5

12215 A Systems Toxicology-based Approach Reveals Biological Pathways Dysregulated by Prenatal Arsenic
Exposure. Annals of Global Health, 2018, 82, 189. 0.8 13

12216 Platelet-rich plasma-based bioactive membrane as a new advanced wound care tool. Journal of Tissue
Engineering and Regenerative Medicine, 2018, 12, e82-e96. 1.3 20

12217 Translational profiling of stress-induced neuroplasticity in the CA3 pyramidal neurons of BDNF
Val66Met mice. Molecular Psychiatry, 2018, 23, 904-913. 4.1 35

12218 A systems biology approach to investigate the mechanism of action of trabectedin in a model of
myelomonocytic leukemia. Pharmacogenomics Journal, 2018, 18, 56-63. 0.9 8

12219 Association of rare missense variants in the second intracellular loop of NaV1.7 sodium channels
with familial autism. Molecular Psychiatry, 2018, 23, 231-239. 4.1 30

12220 Network-Regularized Sparse Logistic Regression Models for Clinical Risk Prediction and Biomarker
Discovery. IEEE/ACM Transactions on Computational Biology and Bioinformatics, 2018, 15, 944-953. 1.9 24

12221
Discovering Perturbation of Modular Structure in HIV Progression by Integrating Multiple Data
Sources Through Non-Negative Matrix Factorization. IEEE/ACM Transactions on Computational
Biology and Bioinformatics, 2018, 15, 869-877.

1.9 2

12222
Analyzing Differential Regulatory Networks Modulated by Continuous-State Genomic Features in
Glioblastoma Multiforme. IEEE/ACM Transactions on Computational Biology and Bioinformatics, 2018,
15, 1754-1764.

1.9 3

12223 Transcriptome analysis of adult and fetal trabecular meshwork, cornea, and ciliary body tissues by
RNA sequencing. Experimental Eye Research, 2018, 167, 91-99. 1.2 40

12224 armDNA: A functional beta model for detecting age-related genomewide DNA methylation marks.
Statistical Methods in Medical Research, 2018, 27, 2627-2640. 0.7 0

12225 Selective expression of long nonâ€•coding RNAs in a breast cancer cell progression model. Journal of
Cellular Physiology, 2018, 233, 1291-1299. 2.0 22

12226 The microbiome regulates amygdala-dependent fear recall. Molecular Psychiatry, 2018, 23, 1134-1144. 4.1 146

12227 Dynamic modeling and network approaches for omics time course data: overview of computational
approaches and applications. Briefings in Bioinformatics, 2018, 19, 1051-1068. 3.2 25

12228 Whole genome sequence study of cannabis dependence in two independent cohorts. Addiction
Biology, 2018, 23, 461-473. 1.4 16

12229 Genome-Wide DNA Methylation Patterns Analysis of Noncoding RNAs in Temporal Lobe Epilepsy
Patients. Molecular Neurobiology, 2018, 55, 793-803. 1.9 36

12230
Exogenous transforming growth factor-<b>Î²</b>1 enhances smooth muscle differentiation in
embryonic mouse jejunal explants. Journal of Tissue Engineering and Regenerative Medicine, 2018, 12,
252-264.

1.3 6



676

Citation Report

# Article IF Citations

12231
Transcriptome Analysis Identifies Multifaceted Regulatory Mechanisms Dictating a Genetic Switch
from Neuronal Network Establishment to Maintenance During Postnatal Prefrontal Cortex
Development. Cerebral Cortex, 2018, 28, 833-851.

1.6 15

12232 Pharmacogenomics of 17â€•alpha hydroxyprogesterone caproate for recurrent preterm birth: a
caseâ€“control study. BJOG: an International Journal of Obstetrics and Gynaecology, 2018, 125, 343-350. 1.1 10

12233
Comparative proteomic profiling of human osteoblast-derived extracellular matrices identifies
proteins involved in mesenchymal stromal cell osteogenic differentiation and mineralization. Journal
of Cellular Physiology, 2018, 233, 387-395.

2.0 23

12234
Integrating genomic data from high-throughput studies with computational modeling reveals
differences in the molecular basis of hyposalivation between type 1 and type 2 diabetes. Clinical Oral
Investigations, 2018, 22, 151-159.

1.4 2

12235 Evolution of Brain Active Gene Promoters in Human Lineage Towards the Increased Plasticity of Gene
Regulation. Molecular Neurobiology, 2018, 55, 1871-1904. 1.9 12

12236 Guanosine tetraphosphate modulates salicylic acid signalling and the resistance of <i>Arabidopsis
thaliana</i> to <i>Turnip mosaic virus</i>. Molecular Plant Pathology, 2018, 19, 634-646. 2.0 42

12237
Construction of a Comprehensive Proteinâ€“Protein Interaction Map for Vitiligo Disease to Identify Key
Regulatory Elements: A Systemic Approach. Interdisciplinary Sciences, Computational Life Sciences,
2018, 10, 500-514.

2.2 8

12238 Global chondrocyte gene expression after a single anabolic loading period: Time evolution and
re-inducibility of mechano-responses. Journal of Cellular Physiology, 2018, 233, 699-711. 2.0 18

12239 The benefits (and misfortunes) of SDS in top-down proteomics. Journal of Proteomics, 2018, 175, 75-86. 1.2 25

12240 Theoretical and Biological Evaluation of the Link between Low Exercise Capacity and Disease Risk.
Cold Spring Harbor Perspectives in Medicine, 2018, 8, a029868. 2.9 44

12241 CASH: a constructing comprehensive splice site method for detecting alternative splicing events.
Briefings in Bioinformatics, 2018, 19, 905-917. 3.2 47

12242
Large-scale label-free proteomics analysis of occupational poisoned patients of 1-bromopropane,
workers exposed to 1-bromopropane and healthy individuals. Human and Experimental Toxicology,
2018, 37, 3-12.

1.1 1

12243 Polygenic Risk of Spasmodic Dysphonia is Associated With Vulnerable Sensorimotor Connectivity.
Cerebral Cortex, 2018, 28, 158-166. 1.6 23

12244 Identification of a panel of serum protein markers in early stage of sepsis and its validation in a
cohort of patients. Journal of Microbiology, Immunology and Infection, 2018, 51, 465-472. 1.5 36

12245 Identification of Biomarkers for Early Diagnosis of Acute Myocardial Infarction. Journal of Cellular
Biochemistry, 2018, 119, 650-658. 1.2 14

12246 High throughput sequencing reveals <i>Drosophila suzukii</i> responses to insecticides. Insect
Science, 2018, 25, 928-945. 1.5 11

12247 Adding biological meaning to human protein-protein interactions identified by yeast two-hybrid
screenings: A guide through bioinformatics tools. Journal of Proteomics, 2018, 171, 127-140. 1.2 9

12248 Expression Profiling of IncRNAs, miRNAs, and mRNAs and Their Differential Expression in Leiomyoma
Using Next-Generation RNA Sequencing. Reproductive Sciences, 2018, 25, 246-255. 1.1 42



677

Citation Report

# Article IF Citations

12249 Muscle-Secreted Factors Improve Anterior Cruciate Ligament Graft Healing: An<i>In Vitro</i>and<i>In
Vivo</i>Analysis. Tissue Engineering - Part A, 2018, 24, 322-334. 1.6 14

12250 The Stress-Responding miR-132-3p Shows Evolutionarily Conserved Pathway Interactions. Cellular and
Molecular Neurobiology, 2018, 38, 141-153. 1.7 12

12251
E2F1 interactive with BRCA1 pathway induces HCC two different small molecule metabolism or cell
cycle regulation via mitochondrion or CD4+T to cytosol. Journal of Cellular Physiology, 2018, 233,
1213-1221.

2.0 14

12252 Identification of Potential Gene Network Associated with HCV-Related Hepatocellular Carcinoma
Using Microarray Analysis. Pathology and Oncology Research, 2018, 24, 507-514. 0.9 11

12253 Early transcriptional response pathways in <i>Daphnia magna</i> are coordinated in networks of
crustaceanâ€•specific genes. Molecular Ecology, 2018, 27, 886-897. 2.0 38

12254 A computational network analysis based on targets of antipsychotic agents. Schizophrenia Research,
2018, 193, 154-160. 1.1 6

12255 D-chiro-inositol effectively attenuates cholestasis in bile duct ligated rats by improving bile acid
secretion and attenuating oxidative stress. Acta Pharmacologica Sinica, 2018, 39, 213-221. 2.8 21

12256
The atrial appendage as a suitable source to generate cardiacâ€•derived adherent proliferating cells for
regenerative cellâ€•based therapies. Journal of Tissue Engineering and Regenerative Medicine, 2018, 12,
e1404-e1417.

1.3 10

12257 Multiâ€•pronged proteomic analysis to study the glioma pathobiology using cerebrospinal fluid samples.
Proteomics - Clinical Applications, 2018, 12, e1700056. 0.8 15

12258
Mass spectrometric analysis of the N-glycoproteome in statin-treated liver cells with two
lectin-independent chemical enrichment methods. International Journal of Mass Spectrometry, 2018,
429, 66-75.

0.7 12

12259
Activation of human gonadotropin-releasing hormone receptor promotes down regulation of
ARHGAP18 and regulates the cell invasion of MDA-MB-231Â cells. Molecular and Cellular Endocrinology,
2018, 460, 94-103.

1.6 7

12260 A new centrality measure of nodes in multilayer networks under the framework of tensor
computation. Applied Mathematical Modelling, 2018, 54, 46-63. 2.2 30

12261 Integrated approach reveals diet, APOE genotype and sex affect immune response in APP mice.
Biochimica Et Biophysica Acta - Molecular Basis of Disease, 2018, 1864, 152-161. 1.8 23

12262 Ageâ€•associated micro<scp>RNA</scp> expression in human peripheral blood is associated with allâ€•cause
mortality and ageâ€•related traits. Aging Cell, 2018, 17, e12687. 3.0 114

12263
Systematic Analysis of Human Cells Lacking ATG8 Proteins Uncovers Roles for GABARAPs and the
CCZ1/MON1 Regulator C18orf8/RMC1 in Macroautophagic and Selective Autophagic Flux. Molecular
and Cellular Biology, 2018, 38, .

1.1 95

12264 CXXC5 suppresses hepatocellular carcinoma by promoting TGF-Î²-induced cell cycle arrest and
apoptosis. Journal of Molecular Cell Biology, 2018, 10, 48-59. 1.5 33

12265 Whole-Genome Sequencing of African Dogs Provides Insights into Adaptations against Tropical
Parasites. Molecular Biology and Evolution, 2018, 35, 287-298. 3.5 41

12266 The advanced glycation end product N<sup>Ïµ</sup>â€•carboxymethyllysine and its precursor glyoxal
increase serotonin release from Cacoâ€•2 cells. Journal of Cellular Biochemistry, 2018, 119, 2731-2741. 1.2 9



678

Citation Report

# Article IF Citations

12267 Improved detection of genetic loci in estimated glomerular filtration rate and type 2 diabetes using a
pleiotropic cFDR method. Molecular Genetics and Genomics, 2018, 293, 225-235. 1.0 14

12268
CD4+CD28+KIR+CD11ahi T cells correlate with disease activity and are characterized by a
pro-inflammatory epigenetic and transcriptional profile in lupus patients. Journal of Autoimmunity,
2018, 86, 19-28.

3.0 21

12269
A distinct microRNA expression profile is associated with Î±[11C]-methyl-L-tryptophan (AMT) PET uptake in
epileptogenic cortical tubers resected from patients with tuberous sclerosis complex. Neurobiology
of Disease, 2018, 109, 76-87.

2.1 19

12270 Fibroblast growth factor 13 regulates glioma cell invasion and is important for bevacizumab-induced
glioma invasion. Oncogene, 2018, 37, 777-786. 2.6 37

12271 iSyTE 2.0: a database for expression-based gene discovery in the eye. Nucleic Acids Research, 2018, 46,
D875-D885. 6.5 71

12272 The online Tabloid Proteome: an annotated database of protein associations. Nucleic Acids Research,
2018, 46, D581-D585. 6.5 6

12273 Thyroid State Regulates Gene Expression in Human Whole Blood. Journal of Clinical Endocrinology
and Metabolism, 2018, 103, 169-178. 1.8 14

12274 Protein arginine methyltransferase 6 controls erythroid gene expression and differentiation of
human CD34<sup>+</sup> progenitor cells. Haematologica, 2018, 103, 18-29. 1.7 13

12275 Identification of a gene expression signature associated with the metastasis suppressor function of
NME1: prognostic value in human melanoma. Laboratory Investigation, 2018, 98, 327-338. 1.7 13

12276 SparseIso: a novel Bayesian approach to identify alternatively spliced isoforms from RNA-seq data.
Bioinformatics, 2018, 34, 56-63. 1.8 7

12277 Transcription factor c-Myb inhibits breast cancer lung metastasis by suppression of tumor cell
seeding. Oncogene, 2018, 37, 1020-1030. 2.6 16

12278 Identification of breast cancer hub genes and analysis of prognostic values using integrated
bioinformatics analysis. Cancer Biomarkers, 2018, 21, 373-381. 0.8 37

12279 Identification of Plant Nuclear Proteins Based on a Combination of Flow Sorting, SDS-PAGE, and
LC-MS/MS Analysis. Methods in Molecular Biology, 2018, 1696, 57-79. 0.4 1

12280 StUbEx PLUSâ€”A Modified Stable Tagged Ubiquitin Exchange System for Peptide Level Purification and
In-Depth Mapping of Ubiquitination Sites. Journal of Proteome Research, 2018, 17, 296-304. 1.8 26

12281
Fluoxetine induces autophagic cell death via
<scp>eEF</scp>2Kâ€•<scp>AMPK</scp>â€•<scp>mTOR</scp>â€•<scp>ULK</scp> complex axis in triple negative
breast cancer. Cell Proliferation, 2018, 51, e12402.

2.4 55

12282
Transcriptional profiling reveals gene expression changes associated with inflammation and cell
proliferation following shortâ€•term inhalation exposure to copper oxide nanoparticles. Journal of
Applied Toxicology, 2018, 38, 385-397.

1.4 44

12283 Transcriptome Analysis of PA Gain and Loss of Function Mutants. Methods in Molecular Biology, 2018,
1694, 347-371. 0.4 0

12284 Genomic and Transcriptomic Analysis of Escherichia coli Strains Associated with Persistent and
Transient Bovine Mastitis and the Role of Colanic Acid. Infection and Immunity, 2018, 86, . 1.0 28



679

Citation Report

# Article IF Citations

12285 Sequence-Based Prediction of Cysteine Reactivity Using Machine Learning. Biochemistry, 2018, 57,
451-460. 1.2 25

12286 Derivation of hypermethylated pluripotent embryonic stem cells with high potency. Cell Research,
2018, 28, 22-34. 5.7 43

12287

Integrated Proteomic and Transcriptomic Analysis Reveals Long Noncoding RNA HOX Transcript
Antisense Intergenic RNA (HOTAIR) Promotes Hepatocellular Carcinoma Cell Proliferation by
Regulating Opioid Growth Factor Receptor (OGFr). Molecular and Cellular Proteomics, 2018, 17,
146-159.

2.5 33

12288 Investigation into the pulmonary inflammopathology of exposure to nickel oxide nanoparticles in
mice. Nanomedicine: Nanotechnology, Biology, and Medicine, 2018, 14, 2329-2339. 1.7 28

12289
Transcriptional inhibition of TCDD-mediated induction of cytochrome P450 1A1 and alteration of
protein expression in a zebrafish hepatic cell line following the administration of TCDD and Cd 2+.
Toxicology Letters, 2018, 282, 121-135.

0.4 11

12290 <i>hace1</i> Influences zebrafish cardiac development via ROSâ€•dependent mechanisms. Developmental
Dynamics, 2018, 247, 289-303. 0.8 17

12291 A Complex Relationship between Immunity and Metabolism in <i>Drosophila</i> Diet-Induced Insulin
Resistance. Molecular and Cellular Biology, 2018, 38, . 1.1 57

12292 Proteomic Profiling of Sweat Exosome Suggests its Involvement in Skin Immunity. Journal of
Investigative Dermatology, 2018, 138, 89-97. 0.3 82

12293 Immunomodulatory liposomes targeting liver macrophages arrest progression of nonalcoholic
steatohepatitis. Metabolism: Clinical and Experimental, 2018, 78, 80-94. 1.5 30

12294 EZH2 Modulates the DNA Methylome and Controls T Cell Adhesion Through Junctional Adhesion
Molecule A in Lupus Patients. Arthritis and Rheumatology, 2018, 70, 98-108. 2.9 44

12295 Argonaute Proteins. Methods in Molecular Biology, 2018, , . 0.4 2

12296 Microvesicle-mediated delivery of miR-1343: impact on markers of fibrosis. Cell and Tissue Research,
2018, 371, 325-338. 1.5 14

12297 Identification of circular RNAs in human aortic valves. Gene, 2018, 642, 135-144. 1.0 13

12299 Proteomic Profiling of Î²-hCG-Induced Spheres in BRCA1 Defective Triple Negative Breast Cancer Cells.
Journal of Proteome Research, 2018, 17, 276-289. 1.8 10

12300 Profiling Open Chromatin Structure in theÂ Ovarian Somatic Cells Using ATAC-seq. Methods in
Molecular Biology, 2018, 1680, 165-177. 0.4 4

12301 Genome-Wide Identification of Transcription Factor-Binding Sites in Quiescent Adult Neural Stem
Cells. Methods in Molecular Biology, 2018, 1686, 265-286. 0.4 1

12302 Epigenetic silencing of the dual-role signal mediator, ANGPTL4 in tumor tissues and its overexpression
in the urothelial carcinoma microenvironment. Oncogene, 2018, 37, 673-686. 2.6 23

12303 Identifying geneâ€•gene interactions using penalized tensor regression. Statistics in Medicine, 2018, 37,
598-610. 0.8 22



680

Citation Report

# Article IF Citations

12304 Human amyloid Î² peptide and tau co-expression impairs behavior and causes specific gene expression
changes in Caenorhabditis elegans. Neurobiology of Disease, 2018, 109, 88-101. 2.1 52

12305 Effects of donor age on human adipose-derived adherent stromal cells under oxidative stress
conditions. Journal of International Medical Research, 2018, 46, 951-964. 0.4 6

12306 Gene expression signatures after ethanol exposure in differentiating embryoid bodies. Toxicology in
Vitro, 2018, 46, 66-76. 1.1 1

12307 LSD1 promotes S-phase entry and tumorigenesis via chromatin co-occupation with E2F1 and selective
H3K9 demethylation. Oncogene, 2018, 37, 534-543. 2.6 40

12308 Detection of breed-specific copy number variations in domestic chicken genome. Genome, 2018, 61, 7-14. 0.9 21

12309 A new albumin-depletion strategy improves proteomic research of gingival crevicular fluid from
periodontitis patients. Clinical Oral Investigations, 2018, 22, 1375-1384. 1.4 10

12310 The distribution and functional relevance analysis of runs of homozygosity (ROHs) in Chinese Han
female population. Molecular Genetics and Genomics, 2018, 293, 197-206. 1.0 2

12311 Myogenic Progenitor Cells Exhibit Type I Interferonâ€“Driven Proangiogenic Properties and Molecular
Signature During Juvenile Dermatomyositis. Arthritis and Rheumatology, 2018, 70, 134-145. 2.9 38

12312 A Upf3b-mutant mouse model with behavioral and neurogenesis defects. Molecular Psychiatry, 2018,
23, 1773-1786. 4.1 54

12313 Multitissue Transcriptomics Delineates the Diversity of Airway T Cell Functions in Asthma. American
Journal of Respiratory Cell and Molecular Biology, 2018, 58, 261-270. 1.4 82

12314 Periâ€•conceptional underâ€•nutrition alters transcriptomic profile in the endometrium during the
periâ€•implantation periodâ€”The study in domestic pigs. Reproduction in Domestic Animals, 2018, 53, 74-84. 0.6 11

12315 Genomic profiles of lung cancer associated with idiopathic pulmonary fibrosis. Journal of Pathology,
2018, 244, 25-35. 2.1 29

12316
Network pharmacology analysis of the anti-cancer pharmacological mechanisms of Ganoderma
lucidum extract with experimental support using Hepa1-6-bearing C57 BL/6 mice. Journal of
Ethnopharmacology, 2018, 210, 287-295.

2.0 67

12317 Predicting functional neuroanatomical maps from fusing brain networks with genetic information.
NeuroImage, 2018, 170, 113-120. 2.1 16

12318 Influence of luteinizing hormone support on granulosa cells transcriptome in cattle. Animal Science
Journal, 2018, 89, 21-30. 0.6 6

12319 Analyzing the LncRNA, miRNA, and mRNA Regulatory Network in Prostate Cancer with Bioinformatics
Software. Journal of Computational Biology, 2018, 25, 146-157. 0.8 55

12320 Quantitative phosphoproteomic analysis of acquired cancer drug resistance to pazopanib and
dasatinib. Journal of Proteomics, 2018, 170, 130-140. 1.2 27

12321 Networkâ€•Wide Screen Identifies Variation of Novel Precise Onâ€•Module Targets Using Conformational
Modudaoism. CPT: Pharmacometrics and Systems Pharmacology, 2018, 7, 16-25. 1.3 1



681

Citation Report

# Article IF Citations

12322

Transcriptome profiling based on proteinâ€“protein interaction networks provides a core set of genes
for understanding blood immune response mechanisms against Edwardsiella tarda infection in
Japanese flounder ( Paralichthys olivaceus ). Developmental and Comparative Immunology, 2018, 78,
100-113.

1.0 56

12323
A systematic integrated analysis of brain expression profiles reveals <i>YAP1</i> and other prioritized
hub genes as important upstream regulators inÂ Alzheimer's disease. Alzheimer's and Dementia, 2018, 14,
215-229.

0.4 172

12324 Correlation analyses revealed global microRNAâ€“mRNA expression associations in human peripheral
blood mononuclear cells. Molecular Genetics and Genomics, 2018, 293, 95-105. 1.0 12

12325 Visualizing omics and clinical data: Which challenges for dealing with their variety?. Methods, 2018,
132, 3-18. 1.9 7

12326 MicroRNA Profiling in Aging Brain of PSEN1/PSEN2 Double Knockout Mice. Molecular Neurobiology,
2018, 55, 5232-5242. 1.9 11

12327 Genome-wide DNA methylation patterns in coronary heart disease. Herz, 2018, 43, 656-662. 0.4 14

12328 Comparative gene set enrichment analysis (GSEA) of the embryonic stem cell (ES) gene signatures in
canine and human osteosarcoma. Comparative Clinical Pathology, 2018, 27, 71-82. 0.3 1

12329
Sialic acidâ€“binding immunoglobulin-like lectin 8 (Siglec-8) is an activating receptor mediating
Î²2-integrinâ€“dependent function in human eosinophils. Journal of Allergy and Clinical Immunology,
2018, 141, 2196-2207.

1.5 37

12330 Whole genome DNA methylation profiling of oral cancer in ethnic population of Meghalaya, North
East India reveals novel genes. Genomics, 2018, 110, 112-123. 1.3 26

12331 Circular RNA profiling reveals chi_circ_0008219 function as microRNA sponges in pre-ovulatory
ovarian follicles of goats (Capra hircus). Genomics, 2018, 110, 257-266. 1.3 42

12332 Sex Chromosome Complement Defines Diffuse Versus Focal Angiotensin IIâ€“Induced Aortic Pathology.
Arteriosclerosis, Thrombosis, and Vascular Biology, 2018, 38, 143-153. 1.1 37

12333 Linking site-specific loss of histone acetylation to repression of gene expression by the mycotoxin
ochratoxin A. Archives of Toxicology, 2018, 92, 995-1014. 1.9 14

12334 FoxA transcription factor Fork head maintains the intestinal stem/progenitor cell identities in
Drosophila. Developmental Biology, 2018, 433, 324-343. 0.9 15

12335 Transcription analysis of the interaction between chicken thymus and recombinant avian leukosis
virus isolate FJ15HT0. Virus Research, 2018, 244, 147-152. 1.1 3

12336 A Comparative Proteome Profile of Female Mouse Gonads Suggests a Tight Link between the Electron
Transport Chain and Meiosis Initiation. Molecular and Cellular Proteomics, 2018, 17, 31-42. 2.5 7

12337 Stochastic phenotype switching leads to intratumor heterogeneity in human liver cancer. Hepatology,
2018, 68, 933-948. 3.6 17

12338 Effect of polyphenols from coffee and grape on gene expression in myoblasts. Mechanisms of Ageing
and Development, 2018, 172, 115-122. 2.2 10

12339 MiR-29b antagonizes the pro-inflammatory tumor-promoting activity of multiple myeloma-educated
dendritic cells. Leukemia, 2018, 32, 1003-1015. 3.3 51



682

Citation Report

# Article IF Citations

12340 Shared genetic etiology of hypertension and stroke: evidence from bioinformatics analysis of
genome-wide association studies. Journal of Human Hypertension, 2018, 32, 34-39. 1.0 5

12341 Fibroblast growth factor 2 regulates activity and gene expression of human postâ€•mitotic excitatory
neurons. Journal of Neurochemistry, 2018, 145, 188-203. 2.1 18

12342 Dysregulatory effects of retinoic acid isomers in late zebrafish embryos. Environmental Science and
Pollution Research, 2018, 25, 3849-3859. 2.7 4

12343 Proteomic Characterization of <i>Caenorhabditis elegans</i> Larval Development. Proteomics, 2018,
18, 1700238. 1.3 3

12344 Identification and characterization of human bone-derived cells. Biochemical and Biophysical
Research Communications, 2018, 495, 1257-1263. 1.0 14

12345
Transcriptome profiling provides gene resources for understanding gill immune responses in Japanese
flounder (Paralichthys olivaceus) challenged with Edwardsiella tarda. Fish and Shellfish
Immunology, 2018, 72, 593-603.

1.6 55

12346 Identification of genes involved in the four stages of colorectal cancer: Gene expression profiling.
Molecular and Cellular Probes, 2018, 37, 39-47. 0.9 11

12347 Comprehensive Proteomic Investigation of <i>Ebf1</i> Heterozygosity in Pro-B Lymphocytes Utilizing
Data Independent Acquisition. Journal of Proteome Research, 2018, 17, 76-85. 1.8 21

12348 Comparative Proteomics of Enterotoxigenic <i>Escherichia coli</i> Reveals Differences in Surface
Protein Production and Similarities in Metabolism. Journal of Proteome Research, 2018, 17, 325-336. 1.8 17

12349 Interleukinâ€•6 regulates expression of <i>Fos</i> and <i>Jun</i> genes to affect the development of
mouse preimplantation embryos. Journal of Obstetrics and Gynaecology Research, 2018, 44, 253-262. 0.6 10

12350 A Proteomics Survey of JunÃn Virus Interactions with Human Proteins Reveals Host Factors Required
for Arenavirus Replication. Journal of Virology, 2018, 92, . 1.5 24

12351 STAT5B: A Differential Regulator of the Life and Death of CD4+ Effector Memory T Cells. Journal of
Immunology, 2018, 200, 110-118. 0.4 29

12353 Towards the application of precision medicine in Age-Related Macular Degeneration. Progress in
Retinal and Eye Research, 2018, 63, 132-146. 7.3 56

12354 Utilizing RNA-Seq to Identify Differentially Expressed Genes in Glaucoma Model Tissues, Such as the
Rodent Optic Nerve Head. Methods in Molecular Biology, 2018, 1695, 299-310. 0.4 2

12355 Protection of macrophages from intracellular pathogens by miRâ€•182â€•5p mimicâ€”a gene expression
metaâ€•analysis approach. FEBS Journal, 2018, 285, 244-260. 2.2 8

12356 Genomic variations in the counterpart normal controls of lung squamous cell carcinomas. Frontiers
of Medicine, 2018, 12, 280-288. 1.5 13

12357 Single-cell transcriptome sequencing reveals that cell division cycle 5-like protein is essential for
porcine oocyte maturation. Journal of Biological Chemistry, 2018, 293, 1767-1780. 1.6 19

12358 Collective effects of common single nucleotide polymorphisms and genetic risk prediction in type 1
diabetes. Clinical Genetics, 2018, 93, 1069-1074. 1.0 8



683

Citation Report

# Article IF Citations

12359 Identification of genes regulating GABAergic interneuron maturation. Neuroscience Research, 2018,
134, 18-29. 1.0 9

12360 Single-cell analysis of experience-dependent transcriptomic states in the mouse visual cortex. Nature
Neuroscience, 2018, 21, 120-129. 7.1 394

12361 Discovery and Mechanistic Elucidation of a Class of Protein Disulfide Isomerase Inhibitors for the
Treatment of Glioblastoma. ChemMedChem, 2018, 13, 164-177. 1.6 50

12362
p53 and miRâ€•210 regulated NeuroD2, a neuronal basic helixâ€“loopâ€“helix transcription factor, is
downregulated in glioblastoma patients and functions as a tumor suppressor under hypoxic
microenvironment. International Journal of Cancer, 2018, 142, 1817-1828.

2.3 25

12363 Discovery of a novel sixâ€•long nonâ€•coding RNA signature predicting survival of colorectal cancer
patients. Journal of Cellular Biochemistry, 2018, 119, 3574-3585. 1.2 38

12364
Obesity/type 2 diabetes increases inflammation, periosteal reactive bone formation, and osteolysis
during <i>Staphylococcus aureus</i> implantâ€•associated bone infection. Journal of Orthopaedic
Research, 2018, 36, 1614-1623.

1.2 30

12365 Gene expression profiles of M1 and M2 microglia characterized by comparative analysis of public
datasets. Clinical and Experimental Neuroimmunology, 2018, 9, 124-138. 0.5 13

12366 Phosphorylation Data Analysis. , 2018, , 75-89. 0

12367 De novo RNA-Seq based transcriptome analysis of Papiliotrema laurentii strain RY1 under nitrogen
starvation. Gene, 2018, 645, 146-156. 1.0 6

12368 Global gene expression analysis of macrophage response induced by nonporous and porous silica
nanoparticles. Nanomedicine: Nanotechnology, Biology, and Medicine, 2018, 14, 533-545. 1.7 26

12369 Statistical and integrative system-level analysis of DNA methylation data. Nature Reviews Genetics,
2018, 19, 129-147. 7.7 228

12370 Analysis of neuronal phosphoproteome reveals PINK1 regulation of BAD function and cell death. Cell
Death and Differentiation, 2018, 25, 904-917. 5.0 28

12371 Race Disparities in the Contribution of miRNA Isoforms and tRNA-Derived Fragments to Triple-Negative
Breast Cancer. Cancer Research, 2018, 78, 1140-1154. 0.4 90

12372 N eonatal mouse cortical but not isogenic human astrocyte feeder layers enhance the functional
maturation of induced pluripotent stem cellâ€•derived neurons in culture. Glia, 2018, 66, 725-748. 2.5 23

12373 Altered expression of telomereâ€•associated genes in leukocytes among BRCA1 and BRCA2 carriers.
Molecular Carcinogenesis, 2018, 57, 567-575. 1.3 6

12374 Dual Targeting of Oncogenic Activation and Inflammatory Signaling Increases Therapeutic Efficacy in
Myeloproliferative Neoplasms. Cancer Cell, 2018, 33, 29-43.e7. 7.7 186

12375 Orthogonality and Burdens of Heterologous AND Gate Gene Circuits in <i>E.Â coli</i>. ACS Synthetic
Biology, 2018, 7, 553-564. 1.9 49

12376 Amino acid deprivation and central carbon metabolism regulate the production of outer membrane
vesicles and tubes by <i>Francisella</i>. Molecular Microbiology, 2018, 107, 523-541. 1.2 42



684

Citation Report

# Article IF Citations

12377
Genome-Wide Transcriptome Analysis of Estrogen Receptor-Positive and Human Epithelial Growth
Factor Receptor 2-Positive Breast Cancers by Ribonucleic Acid Sequencing. Gynecologic and Obstetric
Investigation, 2018, 83, 338-348.

0.7 1

12378 Integration of ENCODE RNAseq and eCLIP Data Sets. Methods in Molecular Biology, 2018, 1720, 111-129. 0.4 5

12379 Functional dissection of astrocyte-secreted proteins: Implications in brain health and diseases.
Progress in Neurobiology, 2018, 162, 37-69. 2.8 111

12380 Network analysis of pseudogene-gene relationships: from pseudogene evolution to their functional
potentials. , 2018, , . 5

12382 Differential impacts of individual and combined exposures of deoxynivalenol and zearalenone on the
HepaRG human hepatic cell proteome. Journal of Proteomics, 2018, 173, 89-98. 1.2 10

12383 The histone demethylase Kdm6b regulates a mature gene expression program in differentiating
cerebellar granule neurons. Molecular and Cellular Neurosciences, 2018, 87, 4-17. 1.0 32

12384 Proteinâ€“protein interaction networks and different clustering analysis in Burkittâ€™s lymphoma.
Hematology, 2018, 23, 391-398. 0.7 6

12385 Cooperative Control of Ecdysone Biosynthesis in <i>Drosophila</i> by Transcription Factors SÃ©ance,
Ouija Board, and Molting Defective. Genetics, 2018, 208, 605-622. 1.2 28

12386
Shotgun labelâ€•free proteomic analysis for identification of proteins in HaCaT human skin
keratinocytes regulated by the administration of collagen from softâ€•shelled turtle. Journal of
Biomedical Materials Research - Part B Applied Biomaterials, 2018, 106, 2403-2413.

1.6 2

12387 Comparative genomics reveals that loss of lunatic fringe (<i>LFNG</i>) promotes melanoma
metastasis. Molecular Oncology, 2018, 12, 239-255. 2.1 20

12388
CD40L and TNF both activate the classical NF-ÎºB pathway, which is not required for the CD40L induced
alternative pathway in endothelial cells. Biochemical and Biophysical Research Communications, 2018,
495, 1389-1394.

1.0 18

12389 VDAC1 and SERCA3 Mediate Progesterone-Triggered Ca2+ Signaling in Breast Cancer Cells. Journal of
Proteome Research, 2018, 17, 698-709. 1.8 17

12390 Establishment and proteomic characterization of patient-derived clear cell sarcoma xenografts and
cell lines. In Vitro Cellular and Developmental Biology - Animal, 2018, 54, 163-176. 0.7 9

12391 Nutritional regimens with periodically recurring phases of dietary restriction extend lifespan in
<i>Drosophila</i>. FASEB Journal, 2018, 32, 1993-2003. 0.2 13

12392 Collagen VI suppresses fibronectin-induced enteric neural crest cell migration by downregulation of
focal adhesion proteins. Biochemical and Biophysical Research Communications, 2018, 495, 1461-1467. 1.0 14

12393 Ifngr1 and Stat1 mediated canonical Ifn-Î³ signaling drives nigrostriatal degeneration. Neurobiology of
Disease, 2018, 110, 133-141. 2.1 10

12394 Chemoproteomics Reveals Unexpected Lysine/Arginine-Specific Cleavage of Peptide Chains as a
Potential Protein Degradation Machinery. Analytical Chemistry, 2018, 90, 794-800. 3.2 8

12395 Sperm RNA elements as markers of health. Systems Biology in Reproductive Medicine, 2018, 64, 25-38. 1.0 32



685

Citation Report

# Article IF Citations

12396 Methylation of <i><scp>OPRL</scp>1</i> mediates the effect of psychosocial stress on binge drinking
in adolescents. Journal of Child Psychology and Psychiatry and Allied Disciplines, 2018, 59, 650-658. 3.1 10

12397 Polygenic evolution drives species divergence and climate adaptation in corals. Evolution;
International Journal of Organic Evolution, 2018, 72, 82-94. 1.1 61

12398 An acetylatable lysine controls CRP function in <i>E. coli</i>. Molecular Microbiology, 2018, 107,
116-131. 1.2 51

12399 Î²â€•Actinâ€•dependent global chromatin organization and gene expression programs control cellular
identity. FASEB Journal, 2018, 32, 1296-1314. 0.2 50

12400 Identification and verification of potential piRNAs from domesticated yak testis. Reproduction, 2018,
155, 117-127. 1.1 15

12401 Candidalysin Drives Epithelial Signaling, Neutrophil Recruitment, and Immunopathology at the Vaginal
Mucosa. Infection and Immunity, 2018, 86, . 1.0 123

12402
Medroxyprogesterone acetateâ€•treated human, primary endometrial epithelial cells reveal unique gene
expression signature linked to innate immunity and <scp>HIV</scp>â€•1 susceptibility. American Journal of
Reproductive Immunology, 2018, 79, e12781.

1.2 12

12403 How gut transcriptional function of <i>Drosophila melanogaster</i> varies with the presence and
composition of the gut microbiota. Molecular Ecology, 2018, 27, 1848-1859. 2.0 36

12404
Oxidative stress and inflammation mediate the effect of air pollution on cardioâ€• and cerebrovascular
disease: A prospective study in nonsmokers. Environmental and Molecular Mutagenesis, 2018, 59,
234-246.

0.9 88

12405 Predicting and analyzing early wake-up associated gene expressions by integrating GWAS and eQTL
studies. Biochimica Et Biophysica Acta - Molecular Basis of Disease, 2018, 1864, 2241-2246. 1.8 46

12406 Selection of cellular genetic markers for the detection of infectious poliovirus. Journal of Applied
Microbiology, 2018, 124, 1001-1007. 1.4 2

12407 Tumorâ€•adjacent tissue coâ€•expression profile analysis reveals proâ€•oncogenic ribosomal gene signature
for prognosis of resectable hepatocellular carcinoma. Molecular Oncology, 2018, 12, 89-113. 2.1 155

12408
Characterization of the Molecular Mechanisms Underlying Glucose Stimulated Insulin Secretion
from Isolated Pancreatic Î²-cells Using Post-translational Modification Specific Proteomics
(PTMomics). Molecular and Cellular Proteomics, 2018, 17, 95-110.

2.5 31

12409 Novel differences in renal gene expression in a diet-induced obesity model. American Journal of
Physiology - Renal Physiology, 2018, 314, F517-F530. 1.3 9

12410 A systems-level approach for investigating organophosphorus pesticide toxicity. Ecotoxicology and
Environmental Safety, 2018, 149, 26-35. 2.9 41

12411
Gene expression and gene associations during the development of heart failure with preserved
ejection fraction in the Dahl salt sensitive model of hypertension. Clinical and Experimental
Hypertension, 2018, 40, 155-166.

0.5 20

12412
A toxicogenomics approach to screen chlorinated flame retardants tris(2â€•chloroethyl) phosphate and
tris(2â€•chloroisopropyl) phosphate for potential health effects. Journal of Applied Toxicology, 2018, 38,
459-470.

1.4 40

12413 Integrated genomic analysis identifies deregulated JAK/STAT-MYC-biosynthesis axis in aggressive NK-cell
leukemia. Cell Research, 2018, 28, 172-186. 5.7 62



686

Citation Report

# Article IF Citations

12414 Induced pluripotent stem cells derived from human amnion in chemically defined conditions. Cell
Cycle, 2018, 17, 330-347. 1.3 4

12415 Changes in chromatin state reveal ARNT2 at a node of a tumorigenic transcription factor signature
driving glioblastoma cell aggressiveness. Acta Neuropathologica, 2018, 135, 267-283. 3.9 19

12416 An attempt to understand glioma stem cell biology through centrality analysis of a protein
interaction network. Journal of Theoretical Biology, 2018, 438, 78-91. 0.8 4

12417 Reducing the RNA binding protein TIA1 protects against tau-mediated neurodegeneration in vivo.
Nature Neuroscience, 2018, 21, 72-80. 7.1 189

12418 GFZF, a Glutathione <i>S</i>-Transferase Protein Implicated in Cell Cycle Regulation and Hybrid
Inviability, Is a Transcriptional Coactivator. Molecular and Cellular Biology, 2018, 38, . 1.1 12

12419 Identification of Pleiotropic Cancer Susceptibility Variants from Genome-Wide Association Studies
Reveals Functional Characteristics. Cancer Epidemiology Biomarkers and Prevention, 2018, 27, 75-85. 1.1 25

12420 A Functional Role for the Epigenetic Regulator ING1 in Activity-induced Gene Expression in Primary
Cortical Neurons. Neuroscience, 2018, 369, 248-260. 1.1 12

12421 Microarray analysis of gene expression in the cyclooxygenase knockout mice â€“ a connection to autism
spectrum disorder. European Journal of Neuroscience, 2018, 47, 750-766. 1.2 17

12422
Fish oil feeding attenuates neuroinflammatory gene expression without concomitant changes in brain
eicosanoids and docosanoids in a mouse model of Alzheimerâ€™s disease. Brain, Behavior, and Immunity,
2018, 69, 74-90.

2.0 27

12423 Enterovirus-associated changes in blood transcriptomic profiles of children with genetic
susceptibility to type 1 diabetes. Diabetologia, 2018, 61, 381-388. 2.9 12

12424
A metabolic exposure-oriented network regulation strategy for the identification of effective
combination in the extract of Ginkgo biloba L.. Journal of Pharmaceutical and Biomedical Analysis,
2018, 149, 151-159.

1.4 6

12425 Golgi stressâ€“induced transcriptional changes mediated by MAPK signaling and three ETS transcription
factors regulate MCL1 splicing. Molecular Biology of the Cell, 2018, 29, 42-52. 0.9 31

12426 The cooling compound icilin attenuates autoimmune neuroinflammation through modulation of the
Tâ€•cell response. FASEB Journal, 2018, 32, 1236-1249. 0.2 4

12427 Oxidative stressâ€•triggered interactions between the succinylâ€• and acetylâ€•proteomes of rice leaves.
Plant, Cell and Environment, 2018, 41, 1139-1153. 2.8 79

12428 Proteomic analysis of lysine acetylation provides strong evidence for involvement of acetylated
proteins in plant meiosis and tapetum function. Plant Journal, 2018, 93, 142-154. 2.8 30

12429 Specialized ribosomes and specific ribosomal protein paralogs control translation of mitochondrial
proteins. Journal of Cell Biology, 2018, 217, 117-126. 2.3 82

12430 A heart-enriched antisense long non-coding RNA regulates the balance between cardiac and skeletal
muscle triadin. Biochimica Et Biophysica Acta - Molecular Cell Research, 2018, 1865, 247-258. 1.9 15

12431 Multiwall carbon nanotubes modulate paraquat toxicity in Arabidopsis thaliana. Environmental
Pollution, 2018, 233, 633-641. 3.7 57



687

Citation Report

# Article IF Citations

12432 CLOCK interacts with RANBP9 and is involved in alternative splicing in spermatogenesis. Gene, 2018,
642, 199-204. 1.0 13

12433 Discerning molecular interactions: A comprehensive review on biomolecular interaction databases
and network analysis tools. Gene, 2018, 642, 84-94. 1.0 117

12434 Probing the Pathogenesis of Duchenne Muscular Dystrophy Using Mouse Models. Methods in
Molecular Biology, 2018, 1687, 107-119. 0.4 0

12435 Proteomic Characterization of Transcription and Splicing Factors Associated with a Metastatic
Phenotype in Colorectal Cancer. Journal of Proteome Research, 2018, 17, 252-264. 1.8 28

12436 Identification of a novel gene in ROD9 island of <i>Salmonella</i> Enteritidis involved in the
alteration of virulence-associated genes expression. Virulence, 2018, 9, 348-362. 1.8 19

12437 Investigating the therapeutic potential and mechanism of curcumin in breast cancer based on RNA
sequencing and bioinformatics analysis. Breast Cancer, 2018, 25, 206-212. 1.3 41

12438 Age-induced and photoinduced changes in gene expression profiles in facial skin of Caucasian females
across 6Â decades of age. Journal of the American Academy of Dermatology, 2018, 78, 29-39.e7. 0.6 50

12439 The distinct transcriptomes of slow and fast adult muscles are delineated by noncoding RNAs. FASEB
Journal, 2018, 32, 1579-1590. 0.2 25

12440 Joint Principal Trend Analysis for Longitudinal High-dimensional Data. Biometrics, 2018, 74, 430-438. 0.8 4

12441 Differential connectivity of gene regulatory networks distinguishes corticosteroid response in
asthma. Journal of Allergy and Clinical Immunology, 2018, 141, 1250-1258. 1.5 35

12442
Extensive and functional overlap of the STAT6 and RXR cistromes in the active enhancer repertoire of
human CD14+ monocyte derived differentiating macrophages. Molecular and Cellular Endocrinology,
2018, 471, 63-74.

1.6 14

12443 Evaluation of in vivo and in vitro models of toxicity by comparison of toxicogenomics data with the
literature. Methods, 2018, 132, 57-65. 1.9 8

12444 SHP2 is required for BCR-ABL1-induced hematologic neoplasia. Leukemia, 2018, 32, 203-213. 3.3 28

12445 Protein coding genes as hosts for noncoding RNA expression. Seminars in Cell and Developmental
Biology, 2018, 75, 3-12. 2.3 52

12446 Plasma Glycoproteomic Study of Therapeutic Hypothermia Reveals Novel Markers Predicting
Neurologic Outcome Post-cardiac Arrest. Translational Stroke Research, 2018, 9, 64-73. 2.3 8

12447 Analysis of biological functional networks during sciatic nerve repair and regeneration. Molecular
and Cellular Biochemistry, 2018, 439, 141-150. 1.4 2

12448 Regulation of Smad mediated microRNA transcriptional response in ground squirrels during
hibernation. Molecular and Cellular Biochemistry, 2018, 439, 151-161. 1.4 9

12449 Prognostic value and molecular correlates of a CT image-based quantitative pleural contact index in
early stage NSCLC. European Radiology, 2018, 28, 736-746. 2.3 17



688

Citation Report

# Article IF Citations

12450 A Novel MicroRNA-124/PTPN1 Signal Pathway Mediates Synaptic and Memory Deficits in Alzheimerâ€™s
Disease. Biological Psychiatry, 2018, 83, 395-405. 0.7 153

12451 Human dendritic cells activated with MV130 induce Th1, Th17 and ILâ€•10 responses via RIPK2 and MyD88
signalling pathways. European Journal of Immunology, 2018, 48, 180-193. 1.6 48

12452 Validation of a hypoxia related gene signature in multiple soft tissue sarcoma cohorts. Oncotarget,
2018, 9, 3946-3955. 0.8 35

12453 ERp57â€‘small interfering RNA silencing can enhance the sensitivity of drugâ€‘resistant human ovarian
cancer cells to paclitaxel. International Journal of Oncology, 2019, 54, 249-260. 1.4 6

12454 Analysis of new therapeutic strategies for diabetes mellitus based on traditional Chinese medicine
â€œxiaokeâ€• formulae. Journal of Traditional Chinese Medical Sciences, 2018, 5, 361-369. 0.1 1

12455
Clinical Value of RNA Sequencingâ€“Based Classifiers for Prediction of the Five Conventional Breast
Cancer Biomarkers: A Report From the Population-Based Multicenter Sweden Cancerome Analysis
Networkâ€”Breast Initiative. JCO Precision Oncology, 2018, 2, 1-18.

1.5 101

12456 Bioinformatics analysis of the molecular mechanisms underlying traumatic spinal cord injury.
Molecular Medicine Reports, 2018, 17, 8484-8492. 1.1 9

12457 Construction of an oesophageal cancer-specific ceRNA network based on miRNA, lncRNA, and mRNA
expression data. World Journal of Gastroenterology, 2018, 24, 23-34. 1.4 30

12458
Clinical Presentation and Gene Expression Profiling of Immunoglobulin M Multiple Myeloma
Compared With Other Myeloma Subtypes and WaldenstrÃ¶m Macroglobulinemia. Journal of Global
Oncology, 2018, 4, 1-8.

0.5 3

12459 Preeclamptic placentae release factors that damage neurons: implications for foetal programming of
disease. Neuronal Signaling, 2018, 2, NS20180139. 1.7 14

12460 Search for New Candidate Genes Involved in the Comorbidity of Asthma and Hypertension Based on
Automatic Analysis of Scientific Literature. Journal of Integrative Bioinformatics, 2018, 15, . 1.0 12

12461 Integrative Bioinformatics Analysis Reveals Potential Long Non-Coding RNA Biomarkers and Analysis
of Function in Non-Smoking Females with Lung Cancer. Medical Science Monitor, 2018, 24, 5771-5778. 0.5 34

12462 Interplay Between Amphetamine and Activity Level in Gene Networks of the Mouse Striatum.
Bioinformatics and Biology Insights, 2018, 12, 117793221881515. 1.0 7

12463 Proteomic Analysis of the Spinophilin Interactome in Rodent Striatum Following Psychostimulant
Sensitization. Proteomes, 2018, 6, 53. 1.7 11

12464
Disruption of MAPK1 expression in the ERK signalling pathway and the RUNX1â€‘RUNX1T1 fusion gene
attenuate the differentiation and proliferation and induces the growth arrest in t(8;21) leukaemia
cells. Oncology Reports, 2019, 41, 2027-2040.

1.2 9

12465
A Proteomic Approach for Understanding the Mechanisms of Delayed Corneal Wound Healing in
Diabetic Keratopathy Using Diabetic Model Rat. International Journal of Molecular Sciences, 2018, 19,
3635.

1.8 19

12466 Multiple environmental stressors induce complex transcriptomic responses indicative of phenotypic
outcomes in Western fence lizard. BMC Genomics, 2018, 19, 877. 1.2 8

12467 GOnet: a tool for interactive Gene Ontology analysis. BMC Bioinformatics, 2018, 19, 470. 1.2 189



689

Citation Report

# Article IF Citations

12468 Expression profiles of circular RNAs in sheep skeletal muscle. Asian-Australasian Journal of Animal
Sciences, 2018, 31, 1550-1557. 2.4 54

12469 Robust Computational Method for Identification of miRNA-mRNA Modules in Cervical Cancer. , 2018, , . 0

12470 Rapid microevolution during recent range expansion to harsh environments. BMC Evolutionary
Biology, 2018, 18, 187. 3.2 29

12471 A Drosophila model of cigarette smoke induced COPD identifies Nrf2 signaling as an expedient target
for intervention. Aging, 2018, 10, 2122-2135. 1.4 22

12472
DKK3 knockdown confers negative effects on the malignant potency of head and neck squamous cell
carcinoma cells via the PI3K/Akt and MAPK signaling pathways. International Journal of Oncology,
2018, 54, 1021-1032.

1.4 9

12473 Determining consistent prognostic biomarkers of overall survival and vascular invasion in
hepatocellular carcinoma. Royal Society Open Science, 2018, 5, 181006. 1.1 320

12474 Proteomic analysis of insulin secretory granules in INS-1Â cells by protein correlation profiling.
Biophysics Reports, 2018, 4, 329-338. 0.2 11

12475 Identification of a five-long non-coding RNA signature to improve the prognosis prediction for
patients with hepatocellular carcinoma. World Journal of Gastroenterology, 2018, 24, 3426-3439. 1.4 90

12476 Robust Co-clustering to Discover Toxicogenomic Biomarkers and Their Regulatory Doses of Chemical
Compounds Using Logistic Probabilistic Hidden Variable Model. Frontiers in Genetics, 2018, 9, 516. 1.1 9

12477 EGOT lncRNA in head and neck squamous cell carcinomas. Polish Journal of Pathology, 2018, 69,
356-365. 0.1 14

12478 Comprehensive analysis of circRNA expression pattern and circRNA-miRNA-mRNA network in the
pathogenesis of atherosclerosis in rabbits. Aging, 2018, 10, 2266-2283. 1.4 135

12479 Overexpression of miRâ€‘361â€‘5p plays an oncogenic role in human lung adenocarcinoma through the
regulation of SMAD2. International Journal of Oncology, 2018, 54, 306-314. 1.4 16

12480 Skeletal Muscle Fibrosis in Pancreatic Cancer Patients with Respect to Survival. JNCI Cancer Spectrum,
2018, 2, pky043. 1.4 54

12481 Optimizing gene set annotations combining GO structure and gene expression data. BMC Systems
Biology, 2018, 12, 133. 3.0 0

12482 SOX30 specially prevents Wnt-signaling to suppress metastasis and improve prognosis of lung
adenocarcinoma patients. Respiratory Research, 2018, 19, 241. 1.4 16

12483 Comparative mRNA and miRNA transcriptome analysis of a mouse model of IGFIR-driven lung cancer.
PLoS ONE, 2018, 13, e0206948. 1.1 5

12484 Discovery of Xuantoujiedu Decoction and its Molecular Mechanisms Using Integrated Network
Analysis. , 2018, , . 0

12485 Gene Network Dysregulation in the Trigeminal Ganglia and Nucleus Accumbens of a Model of Chronic
Migraine-Associated Hyperalgesia. Frontiers in Systems Neuroscience, 2018, 12, 63. 1.2 27



690

Citation Report

# Article IF Citations

12486 NeVOmics: An Enrichment Tool for Gene Ontology and Functional Network Analysis and Visualization
of Data from OMICs Technologies. Genes, 2018, 9, 569. 1.0 16

12487 Integrative analysis of gene expression profiles reveals distinct molecular characteristics in oral
tongue squamous cell carcinoma. Oncology Letters, 2018, 17, 2377-2387. 0.8 12

12488 Important cardiac transcription factor genes are accompanied by bidirectional long non-coding RNAs.
BMC Genomics, 2018, 19, 967. 1.2 17

12489 Sequencing the mosaic genome of Brahman cattle identifies historic and recent introgression
including polled. Scientific Reports, 2018, 8, 17761. 1.6 39

12490 Transcriptome analysis of pancreatic cancer cell response to treatment with grape seed
proanthocyanidins. Oncology Letters, 2018, 17, 1741-1749. 0.8 8

12491 Transcriptome analysis reveals the mechanism of the effect of flower tea <i>Coreopsis tinctoria</i>
on hepatic insulin resistance. Food and Function, 2018, 9, 5607-5620. 2.1 15

12492 A sample preparation workflow for adipose tissue shotgun proteomics and proteogenomics. Biology
Open, 2018, 7, . 0.6 7

12493 Combinatorial Approach for Complex Disorder Prediction: Case Study of Neurodevelopmental
Disorders. Genetics, 2018, 210, 1483-1495. 1.2 1

12494
Transcriptomic and microRNAomic profiling reveals molecular mechanisms to cope with silver
nanoparticle exposure in the ciliate <i>Euplotes vannus</i>. Environmental Science: Nano, 2018, 5,
2921-2935.

2.2 27

12495 AnIn VitroVersusIn VivoToxicogenomic Investigation of Prenatal Exposures to Tobacco Smoke. Applied
in Vitro Toxicology, 2018, 4, 379-388. 0.6 3

12496 Pathway Analysis of a Transcriptome and Metabolite Profile to Elucidate a Compensatory Mechanism
for Taurine Deficiency in the Heart of Taurine Transporter Knockout Mice. J, 2018, 1, 57-70. 0.6 2

12497
Signal translational efficiency between mRNA expression and antibody-based protein expression for
breast cancer and its subtypes from cell lines to tissue. International Journal of Computational
Biology and Drug Design, 2018, 11, 67.

0.3 1

12498 iTRAQ-based quantitative proteomic analysis reveals key pathways responsible for scurs in sheep (Ovis) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 262 Td (aries). Journal of Integrative Agriculture, 2018, 17, 1843-1851.1.7 4

12499 The landscape of miRNA-related ceRNA networks for marking different renal cell carcinoma subtypes.
Briefings in Bioinformatics, 2018, , . 3.2 5

12500 Physiological and Evolutionary Changes in a Biological Control Agent During Prey Shifts Over
Several Generations. Frontiers in Physiology, 2018, 9, 971. 1.3 1

12502 Region-specific microRNA signatures in the human epididymis. Asian Journal of Andrology, 2018, 20, 539. 0.8 16

12503 Regulatory RNA binding proteins contribute to the transcriptome-wide splicing alterations in human
cellular senescence. Aging, 2018, 10, 1489-1505. 1.4 17

12504 Protein Regulating Networks underlying Multiple Actions against Cancer Delivered by Ginseng. , 2018, ,
. 1



691

Citation Report

# Article IF Citations

12505 Bioinformatics analysis of key differentially expressed genes in well and poorly differentiated
endometrial carcinoma. Molecular Medicine Reports, 2018, 18, 467-476. 1.1 6

12506
Collagen peptides from softâ€‘shelled turtle induce calpainâ€‘1 expression and regulate inflammatory
cytokine expression in HaCaT human skin keratinocytes. International Journal of Molecular Medicine,
2018, 42, 1168-1180.

1.8 1

12507 Identification of open chromosomal regions and key genes in prostate cancer via integrated analysis
of DNaseâ€‘seq and RNAâ€‘seq data. Molecular Medicine Reports, 2018, 18, 2245-2252. 1.1 2

12508 Discovery of tear biomarkers in children with chronic non-infectious anterior uveitis: a pilot study.
Journal of Ophthalmic Inflammation and Infection, 2018, 8, 17. 1.2 34

12509 Cantharidin Triggers Apoptosis via ALB and PPP2R4 against Lung Cancer. , 2018, , . 0

12510 Identification of Epithelial-Mesenchymal Transition-related Target Genes Induced by the Mutation of
Smad3 Linker Phosphorylation. Journal of Cancer Prevention, 2018, 23, 1-9. 0.8 10

12511 Genome-Wide miRNA Expression Alterations in Nucleus Accumbens Provide Insights into Chronic
Stress and Treatment in Depression. , 2018, , . 0

12512 Transcriptional changes when Myxococcus xanthus preys on Escherichia coli suggest myxobacterial
predators are constitutively toxic but regulate their feeding. Microbial Genomics, 2018, 4, . 1.0 62

12513 Genome-wide detection of selective signatures in a Duroc pig population. Journal of Integrative
Agriculture, 2018, 17, 2528-2535. 1.7 14

12514 Bioinformatics analysis of aberrantly methylated-differentially expressed genes and pathways in
hepatocellular carcinoma. World Journal of Gastroenterology, 2018, 24, 2605-2616. 1.4 56

12515 ClustEx2: Gene Module Identification using Density-Based Network Hierarchical Clustering. , 2018, , . 2

12516 Protein Regulating Network towards Tonifying Primal Qi Delivered by Ginseng. , 2018, , . 0

12517
Inferring Genome-Wide Interaction Networks Using the Phi-Mixing Coefficient, and Applications to
Lung and Breast Cancer. IEEE Transactions on Molecular, Biological, and Multi-Scale Communications,
2018, 4, 123-139.

1.4 6

12518 E-C coupling structural protein junctophilin-2 encodes a stress-adaptive transcription regulator.
Science, 2018, 362, . 6.0 78

12519
Transcriptomics of Haemophilus (GlÃ¤sserella) parasuis serovar 5 subjected to culture conditions
partially mimetic to natural infection for the search of new vaccine antigens. BMC Veterinary
Research, 2018, 14, 326.

0.7 11

12520 Transcriptome profile analysis of leg muscle tissues between slow- and fast-growing chickens. PLoS
ONE, 2018, 13, e0206131. 1.1 18

12521 Intensity-dependent gene expression after aerobic exercise in endurance-trained skeletal muscle.
Biology of Sport, 2018, 35, 277-289. 1.7 26

12522 Metabolic pathway activation distinguishes transcriptional signatures of CD8+ T cells from HIV-1 elite
controllers. Aids, 2018, 32, 2669-2677. 1.0 30



692

Citation Report

# Article IF Citations

12523 Identification of Core Biomarkers Associated with Outcome in Glioma: Evidence from Bioinformatics
Analysis. Disease Markers, 2018, 2018, 1-16. 0.6 22

12524 Detection of long nonâ€“coding RNA homology, a comparative study on alignment and alignmentâ€“free
metrics. BMC Bioinformatics, 2018, 19, 407. 1.2 31

12525 Systems-Mapping of Herbal Effects on Complex Diseases Using the Network-Perturbation Signatures.
Frontiers in Pharmacology, 2018, 9, 1174. 1.6 18

12526 Identification of novel long nonâ€‘coding RNA in diffuse intrinsic pontine gliomas by expression profile
analysis. Oncology Letters, 2018, 16, 6401-6406. 0.8 6

12527 CRISPR/Cas9 Knockout Strategies to Ablate CCAT1 lncRNA Gene in Cancer Cells. Biological Procedures
Online, 2018, 20, 21. 1.4 33

12528 Identification of critically carcinogenesis-related genes in basal cell carcinoma. OncoTargets and
Therapy, 2018, Volume 11, 6957-6967. 1.0 7

12529 A Computational Method for Classifying Different Human Tissues with Quantitatively Tissue-Specific
Expressed Genes. Genes, 2018, 9, 449. 1.0 23

12530 Identifying a Novel Biomarker <i>TOP2A</i> of Clear Cell Renal Cell Carcinoma (ccRCC) Associated
with Smoking by Co-Expression Network Analysis. Journal of Cancer, 2018, 9, 3912-3922. 1.2 20

12531 Transcriptomics in lung tissue upon respiratory syncytial virus infection reveals aging as important
modulator of immune activation and matrix maintenance. Scientific Reports, 2018, 8, 16653. 1.6 9

12532 Single cell transcriptome analysis of human, marmoset and mouse embryos reveals common and
divergent features of preimplantation development. Development (Cambridge), 2018, 145, . 1.2 167

12533 CD8Î±+ Dendritic Cells Dictate Leukemia-Specific CD8+ T Cell Fates. Journal of Immunology, 2018, 201,
3759-3769. 0.4 23

12534 RNA sequencing-based transcriptomic profiles of embryonic lens development for cataract gene
discovery. Human Genetics, 2018, 137, 941-954. 1.8 29

12535 Identification of chemoresistance-associated miRNAs in breast cancer. Cancer Management and
Research, 2018, Volume 10, 4747-4757. 0.9 64

12536 Sendai Virus Infection Induces Expression of Novel RNAs in Human Cells. Scientific Reports, 2018, 8,
16815. 1.6 5

12537 Ma Huang Tang ameliorates bronchial asthma symptoms through the TLR9 pathway. Pharmaceutical
Biology, 2018, 56, 580-593. 1.3 16

12538 A hPSC-based platform to discover gene-environment interactions that impact human Î²-cell and
dopamine neuron survival. Nature Communications, 2018, 9, 4815. 5.8 29

12539 The Exon Junction Complex Undergoes a Compositional Switch that Alters mRNP Structure and
Nonsense-Mediated mRNA Decay Activity. Cell Reports, 2018, 25, 2431-2446.e7. 2.9 59

12540 WDR68 is essential for the transcriptional activation of the PRC1-AUTS2 complex and neuronal
differentiation of mouse embryonic stem cells. Stem Cell Research, 2018, 33, 206-214. 0.3 19



693

Citation Report

# Article IF Citations

12541 Weighted Gene Correlation Network Analysis (WGCNA) Detected Loss of MAGI2 Promotes Chronic
Kidney Disease (CKD) by Podocyte Damage. Cellular Physiology and Biochemistry, 2018, 51, 244-261. 1.1 37

12542 Proximity-CLIP provides a snapshot of protein-occupied RNA elements in subcellular compartments.
Nature Methods, 2018, 15, 1074-1082. 9.0 65

12543 Prefoldin 6 mediates longevity response from heat shock factor 1 to FOXO in <i>C. elegans</i>. Genes
and Development, 2018, 32, 1562-1575. 2.7 26

12544 Single-Cell RNA Sequencing Reveals Novel Markers of Male Pituitary Stem Cells and
Hormone-Producing Cell Types. Endocrinology, 2018, 159, 3910-3924. 1.4 112

12545 Distinct prognostic value of dynactin subunit 4 (DCTN4) and diagnostic value of DCTN1, DCTN2, and
DCTN4 in colon adenocarcinoma. Cancer Management and Research, 2018, Volume 10, 5807-5824. 0.9 17

12546 Improving Cell Survival in Injected Embryos Allows Primed Pluripotent Stem Cells to Generate
Chimeric Cynomolgus Monkeys. Cell Reports, 2018, 25, 2563-2576.e9. 2.9 22

12547 Damage-responsive elements in <i>Drosophila</i> regeneration. Genome Research, 2018, 28, 1852-1866. 2.4 52

12548 The RNA helicase DDX3X is an essential mediator of innate antimicrobial immunity. PLoS Pathogens,
2018, 14, e1007397. 2.1 65

12549 Three-dimensional in vitro modeling of malignant bone disease recapitulates experimentally accessible
mechanisms of osteoinhibition. Cell Death and Disease, 2018, 9, 1161. 2.7 10

12550 Transcriptome and DNA Methylome Dynamics during Triclosan-Induced Cardiomyocyte Differentiation
Toxicity. Stem Cells International, 2018, 2018, 1-8. 1.2 10

12551 Exploration of exosomal microRNA expression profiles in pigeon â€˜Milkâ€™ during the lactation period.
BMC Genomics, 2018, 19, 828. 1.2 38

12552 Classifying human promoters by occupancy patterns identifies recurring sequence elements,
combinatorial binding, and spatial interactions. BMC Biology, 2018, 16, 138. 1.7 9

12553 Differential Radiation Sensitivity in p53 Wild-Type and p53-Deficient Tumor Cells Associated with
Senescence but not Apoptosis or (Nonprotective) Autophagy. Radiation Research, 2018, 190, 538. 0.7 21

12554
Downregulation of miR-145-5p in cancer cellsï¿½and theirï¿½derived exosomes may contribute
toï¿½theï¿½development of ovarian cancer by targeting CT. International Journal of Molecular Medicine,
2019, 43, 256-266.

1.8 30

12555 CCNA2 acts as a novel biomarker in regulating the growth and apoptosis of colorectal cancer. Cancer
Management and Research, 2018, Volume 10, 5113-5124. 0.9 83

12556
Diagnostic and prognostic values of the mRNA expression of excision repair cross-complementation
enzymes in hepatitis B virus-related hepatocellular carcinoma. Cancer Management and Research, 2018,
Volume 10, 5313-5328.

0.9 3

12557 C.el Phosphatome: A Catalogue of Actual and Pseudo Phosphatases Based on In-Silico Studies in
Caenorhabditis elegans. Protein Journal, 2018, 37, 572-580. 0.7 1

12558 Upregulation of Ets1 expression by NFATc2 and NFKB1/RELA promotes breast cancer cell invasiveness.
Oncogenesis, 2018, 7, 91. 2.1 41



694

Citation Report

# Article IF Citations

12559 Mapping the Oâ€•glycoproteome using siteâ€•specific extraction of Oâ€•linked glycopeptides (EXoO).
Molecular Systems Biology, 2018, 14, e8486. 3.2 110

12560 Investigating the Role of MicroRNA and Transcription Factor Co-regulatory Networks in Multiple
Sclerosis Pathogenesis. International Journal of Molecular Sciences, 2018, 19, 3652. 1.8 40

12561
Weighted Correlation Network Analysis (WGCNA) of Japanese Flounder (Paralichthys olivaceus)
Embryo Transcriptome Provides Crucial Gene Sets for Understanding Haploid Syndrome and Rescue by
Diploidization. Journal of Ocean University of China, 2018, 17, 1441-1450.

0.6 7

12562 Genome-wide identification of flowering time genes associated with vernalization and the regulatory
flowering networks in Chinese cabbage. Plant Biotechnology Reports, 2018, 12, 347-363. 0.9 10

12563 Genome-wide DNA methylation analysis in primary antiphospholipid syndrome neutrophils. Clinical
Immunology, 2018, 196, 110-116. 1.4 26

12564 Comparative expression profiling reveals widespread coordinated evolution of gene expression
across eukaryotes. Nature Communications, 2018, 9, 4963. 5.8 13

12565 Recombination-independent rapid convergent evolution of the gastric pathogen Helicobacter pylori.
BMC Genomics, 2018, 19, 835. 1.2 3

12566
Diverse Protein Profiles in CNS Myeloid Cells and CNS Tissue From Lipopolysaccharide- and
Vehicle-Injected APPSWE/PS1Î”E9 Transgenic Mice Implicate Cathepsin Z in Alzheimerâ€™s Disease. Frontiers
in Cellular Neuroscience, 2018, 12, 397.

1.8 26

12567 Transcriptional Profiling of Hypoxia-Regulated Non-coding RNAs in Human Primary Endothelial Cells.
Frontiers in Cardiovascular Medicine, 2018, 5, 159. 1.1 25

12568 Inferring Novel Autophagy Regulators Based on Transcription Factors and Non-Coding RNAs
Coordinated Regulatory Network. Cells, 2018, 7, 194. 1.8 8

12569
Methylation-Based Classification of Cervical Squamous Cell Carcinoma into Two New Subclasses
Differing in Immune-Related Gene Expression. International Journal of Molecular Sciences, 2018, 19,
3607.

1.8 4

12570 Association of a potential functional mir-520f rs75598818 G &gt; A polymorphism with breast cancer.
Journal of Genetics, 2018, 97, 1307-1313. 0.4 7

12571 PPARÎ³ maintains the metabolic heterogeneity and homeostasis of renal tubules. EBioMedicine, 2018, 38,
178-190. 2.7 29

12572 Dose-Dependent Effects of FKRP Gene-Replacement Therapy on Functional Rescue and Longevity in
Dystrophic Mice. Molecular Therapy - Methods and Clinical Development, 2018, 11, 106-120. 1.8 19

12573 Integrated proximal proteomics reveals IRS2 as a determinant of cell survival in ALK-driven
neuroblastoma. Science Signaling, 2018, 11, . 1.6 33

12574 Glutathione depletion triggers actin cytoskeleton changes via actin-binding proteins. Genetics and
Molecular Biology, 2018, 41, 475-487. 0.6 7

12575 Comprehensive analysis of aberrantly expressed profiles of lncRNAs, miRNAs and mRNAs with
associated ceRNA network in cholangiocarcinoma. Cancer Biomarkers, 2018, 23, 549-559. 0.8 25

12576 Functional annotation of differentially expressed fetal cardiac microRNA targets: implication for
microRNA-based cardiovascular therapeutics. 3 Biotech, 2018, 8, 494. 1.1 9



695

Citation Report

# Article IF Citations

12577 Single-Cell Transcriptome Analysis Reveals Estrogen Signaling Coordinately Augments One-Carbon,
Polyamine, and Purine Synthesis in Breast Cancer. Cell Reports, 2018, 25, 2285-2298.e4. 2.9 39

12578 Transcriptome Landscape of Human Folliculogenesis Reveals Oocyte and Granulosa Cell Interactions.
Molecular Cell, 2018, 72, 1021-1034.e4. 4.5 262

12579 Hedgehog stimulates hair follicle neogenesis by creating inductive dermis during murine skin wound
healing. Nature Communications, 2018, 9, 4903. 5.8 182

12580 A time-resolved multi-omic atlas of the developing mouse stomach. Nature Communications, 2018, 9,
4910. 5.8 31

12581 Machine Learning With K-Means Dimensional Reduction for Predicting Survival Outcomes in Patients
With Breast Cancer. Cancer Informatics, 2018, 17, 117693511881021. 0.9 33

12582 Genomic analyses based on pulmonary adenocarcinoma in situ reveal early lung cancer signature.
BMC Medical Genomics, 2018, 11, 106. 0.7 21

12583 Toward the precision breast cancer survival prediction utilizing combined whole genome-wide
expression and somatic mutation analysis. BMC Medical Genomics, 2018, 11, 104. 0.7 10

12584 Anhedonia in cocaine use disorder is associated with inflammatory gene expression. PLoS ONE, 2018, 13,
e0207231. 1.1 12

12585 Mesenchymal Stem Cells Shift Mitochondrial Dynamics and Enhance Oxidative Phosphorylation in
Recipient Cells. Frontiers in Physiology, 2018, 9, 1572. 1.3 35

12586 Using single nucleotide variations in single-cell RNA-seq to identify subpopulations and
genotype-phenotype linkage. Nature Communications, 2018, 9, 4892. 5.8 51

12587 Metabolomics and transcriptomics pathway approach reveals outcome-specific perturbations in COPD.
Scientific Reports, 2018, 8, 17132. 1.6 62

12588 RNA m<sup>6</sup> A modification enzymes shape innate responses to DNA by regulating interferon Î².
Genes and Development, 2018, 32, 1472-1484. 2.7 180

12589 Intrinsic-overlapping co-expression module detection with application to Alzheimer's Disease.
Computational Biology and Chemistry, 2018, 77, 373-389. 1.1 16

12590 Proteome-wide analysis of USP14 substrates revealed its role in hepatosteatosis via stabilization of
FASN. Nature Communications, 2018, 9, 4770. 5.8 81

12591 Lung fibroblasts express a miR-19a-19b-20a sub-cluster to suppress TGF-Î²-associated fibroblast activation
in murine pulmonary fibrosis. Scientific Reports, 2018, 8, 16642. 1.6 22

12592 Nonmutational mechanism of inheritance in the Archaeon Sulfolobus solfataricus. Proceedings of
the National Academy of Sciences of the United States of America, 2018, 115, 12271-12276. 3.3 8

12593 High-Throughput Sequencing of Putative Novel microRNAs in Rhesus Monkey Peripheral Blood
Mononuclear Cells following EV71 and CA16 Infection. Intervirology, 2018, 61, 133-142. 1.2 5

12594 Single-cell RNA-sequencing reveals transcriptional dynamics of estrogen-induced dysplasia in the
ovarian surface epithelium. PLoS Genetics, 2018, 14, e1007788. 1.5 16



696

Citation Report

# Article IF Citations

12595 Gene prioritization, communality analysis, networking and metabolic integrated pathway to better
understand breast cancer pathogenesis. Scientific Reports, 2018, 8, 16679. 1.6 29

12596 ISG15, a Small Molecule with Huge Implications: Regulation of Mitochondrial Homeostasis. Viruses,
2018, 10, 629. 1.5 33

12597 GLIS2 redundancy causes chemoresistance and poor prognosis of gastric cancer based on
coâ€‘expression network analysis. Oncology Reports, 2019, 41, 191-201. 1.2 11

12598 A Membraneless Organelle Associated with the Endoplasmic Reticulum Enables 3â€²UTR-Mediated
Protein-Protein Interactions. Cell, 2018, 175, 1492-1506.e19. 13.5 255

12599 HDAC1 Substrate Profiling Using Proteomics-Based Substrate Trapping. ACS Chemical Biology, 2018, 13,
3315-3324. 1.6 22

12600 Proteomics reveals ablation of PlGF increases antioxidant and neuroprotective proteins in the
diabetic mouse retina. Scientific Reports, 2018, 8, 16728. 1.6 24

12601 LZTR1 is a regulator of RAS ubiquitination and signaling. Science, 2018, 362, 1171-1177. 6.0 142

12602 Identification of novel candidate genes involved in the progression of emphysema by bioinformatic
methods. International Journal of COPD, 2018, Volume 13, 3733-3747. 0.9 12

12603
Comprehensive bioinformatics analysis identifies several potential diagnostic markers and potential
roles of cyclin family members in lung adenocarcinoma. OncoTargets and Therapy, 2018, Volume 11,
7407-7415.

1.0 15

12604 Identification of Potential Key Genes Associated with Adipogenesis through Integrated Analysis of Five
Mouse Transcriptome Datasets. International Journal of Molecular Sciences, 2018, 19, 3557. 1.8 14

12605 Retinoic acid and BMP4 cooperate with p63 to alter chromatin dynamics during surface epithelial
commitment. Nature Genetics, 2018, 50, 1658-1665. 9.4 47

12606 Partial loss of psychiatric risk gene Mir137 in mice causes repetitive behavior and impairs sociability
and learning via increased Pde10a. Nature Neuroscience, 2018, 21, 1689-1703. 7.1 127

12607 CEA: Combination-based gene set functional enrichment analysis. Scientific Reports, 2018, 8, 13085. 1.6 4

12608 Transcriptome analysis of Xenopus orofacial tissues deficient in retinoic acid receptor function. BMC
Genomics, 2018, 19, 795. 1.2 8

12609 Global view of a drug-sensitivity gene network. Oncotarget, 2018, 9, 3254-3266. 0.8 3

12610 LASSOâ€‘based Coxâ€‘PH model identifies an 11â€‘lncRNA signature for prognosis prediction in gastric cancer.
Molecular Medicine Reports, 2018, 18, 5579-5593. 1.1 36

12611 Barrier Properties and Transcriptome Expression in Human iPSC-Derived Models of the Bloodâ€“Brain
Barrier. Stem Cells, 2018, 36, 1816-1827. 1.4 81

12612 SETDB1 Links the Meiotic DNA Damage Response to Sex Chromosome Silencing in Mice. Developmental
Cell, 2018, 47, 645-659.e6. 3.1 68



697

Citation Report

# Article IF Citations

12613 Myh10 deficiency leads to defective extracellular matrix remodeling and pulmonary disease. Nature
Communications, 2018, 9, 4600. 5.8 27

12614 Machine Learning Reveals Protein Signatures in CSF and Plasma Fluids of Clinical Value for ALS.
Scientific Reports, 2018, 8, 16334. 1.6 30

12615 Molecular Signature of Aluminum Hydroxide Adjuvant in Ovine PBMCs by Integrated mRNA and
microRNA Transcriptome Sequencing. Frontiers in Immunology, 2018, 9, 2406. 2.2 15

12616 Solute Carrier Family 27 Member 4 (SLC27A4) Enhances Cell Growth, Migration, and Invasion in Breast
Cancer Cells. International Journal of Molecular Sciences, 2018, 19, 3434. 1.8 54

12617 Mining the potential therapeutic targets for coronary artery disease by bioinformatics analysis.
Molecular Medicine Reports, 2018, 18, 5069-5075. 1.1 2

12618 Dawn regulates guard cell proteins in Arabidopsis thaliana that function in ATP production from
fatty acid beta-oxidation. Plant Molecular Biology, 2018, 98, 525-543. 2.0 10

12619 Gain of CTCF-Anchored Chromatin Loops Marks the Exit from Naive Pluripotency. Cell Systems, 2018, 7,
482-495.e10. 2.9 62

12620 Proteome evolution under non-substitutable resource limitation. Nature Communications, 2018, 9,
4650. 5.8 8

12621 AIF1L regulates actomyosin contractility and filopodial extensions in human podocytes. PLoS ONE,
2018, 13, e0200487. 1.1 15

12622 Placenta Specific 8 Suppresses IL-18 Production through Regulation of Autophagy and Is Associated
with Adult Still Disease. Journal of Immunology, 2018, 201, 3534-3545. 0.4 18

12623 Identity Noise and Adipogenic Traits Characterize Dermal Fibroblast Aging. Cell, 2018, 175, 1575-1590.e22. 13.5 168

12624 Transposable Element Expression in Acute Myeloid Leukemia Transcriptome and Prognosis. Scientific
Reports, 2018, 8, 16449. 1.6 16

12625 Transcriptome Analysis Reveals Candidate Genes for Cold Tolerance in Drosophila ananassae. Genes,
2018, 9, 624. 1.0 28

12626 Improvement of cancer subtype prediction by incorporating transcriptome expression data and
heterogeneous biological networks. BMC Medical Genomics, 2018, 11, 119. 0.7 10

12627 Sheep skeletal muscle transcriptome analysis reveals muscle growth regulatory lncRNAs. PeerJ, 2018,
6, e4619. 0.9 6

12628 Gene expression profiles in genome instability-based classes of colorectal cancer. BMC Cancer, 2018,
18, 1265. 1.1 12

12629 Tumor suppressor RARRES1- A novel regulator of fatty acid metabolism in epithelial cells. PLoS ONE,
2018, 13, e0208756. 1.1 21

12630 Identification and Characterization of Transcripts Regulated by Circadian Alternative Polyadenylation
in Mouse Liver. G3: Genes, Genomes, Genetics, 2018, 8, 3539-3548. 0.8 19



698

Citation Report

# Article IF Citations

12631 Molecular pathway analysis towards understanding tissue vulnerability in spinocerebellar ataxia type
1. ELife, 2018, 7, . 2.8 33

12632
Transcriptomic analyses identify key differentially expressed genes and clinical outcomes between
triple-negative and non-triple-negative breast cancer. Cancer Management and Research, 2019, Volume
11, 179-190.

0.9 37

12633 SLC3A2 is a novel endoplasmic reticulum stress-related signaling protein that regulates the unfolded
protein response and apoptosis. PLoS ONE, 2018, 13, e0208993. 1.1 19

12634 Secretory High-Mobility Group Box 1 Protein Affects Regulatory T Cell Differentiation in
Neuroblastoma Microenvironment<i>In Vitro</i>. Journal of Oncology, 2018, 2018, 1-12. 0.6 14

12635 Bioinformatics Analysis of the Molecular Mechanism of Aging on Fracture Healing. BioMed Research
International, 2018, 2018, 1-9. 0.9 8

12636 GSAE: an autoencoder with embedded gene-set nodes for genomics functional characterization. BMC
Systems Biology, 2018, 12, 142. 3.0 52

12637 Identification of hub genes and outcome in colon cancer based on bioinformatics analysis. Cancer
Management and Research, 2019, Volume 11, 323-338. 0.9 28

12638 Maternal High-Protein and Low-Protein Diets Perturb Hypothalamus and Liver Transcriptome and
Metabolic Homeostasis in Adult Mouse Offspring. Frontiers in Genetics, 2018, 9, 642. 1.1 6

12639
Discovery profiling and bioinformatics analysis of serum microRNA in Mitochondrial
NeuroGastroIntestinal Encephalomyopathy (MNGIE). Nucleosides, Nucleotides and Nucleic Acids, 2018,
37, 618-629.

0.4 2

12640 Distinct expression and prognostic value of members of the epidermal growth factor receptor family
in ovarian cancer. Cancer Management and Research, 2018, Volume 10, 6937-6948. 0.9 6

12641 Ensemble Consensus-Guided Unsupervised Feature Selection to Identify Huntingtonâ€™s
Disease-Associated Genes. Genes, 2018, 9, 350. 1.0 6

12642 REV-ERBÎ± Regulates TH17 Cell Development and Autoimmunity. Cell Reports, 2018, 25, 3733-3749.e8. 2.9 78

12643 Tissue-Specific Actions of Pax6 on Proliferation and Differentiation Balance in Developing Forebrain
Are Foxg1 Dependent. IScience, 2018, 10, 171-191. 1.9 16

12644 Evolution of maternal and zygotic mRNA complements in the early Drosophila embryo. PLoS Genetics,
2018, 14, e1007838. 1.5 23

12645 Î²-actin regulates a heterochromatin landscape essential for optimal induction of neuronal programs
during direct reprograming. PLoS Genetics, 2018, 14, e1007846. 1.5 40

12646 Cell-intrinsic regulation of peripheral memory-phenotype T cell frequencies. PLoS ONE, 2018, 13,
e0200227. 1.1 1

12647 Role of miRNAs in skeletal muscle aging. Clinical Interventions in Aging, 2018, Volume 13, 2407-2419. 1.3 42

12648
Genes known to escape X chromosome inactivation predict coâ€•morbid chronic musculoskeletal pain
and posttraumatic stress symptom development in women following trauma exposure. American
Journal of Medical Genetics Part B: Neuropsychiatric Genetics, 2019, 180, 415-427.

1.1 13



699

Citation Report

# Article IF Citations

12649 Mutant p63 Affects Epidermal Cell Identity through Rewiring the Enhancer Landscape. Cell Reports,
2018, 25, 3490-3503.e4. 2.9 41

12650 Ten-Eleven Translocation Proteins Modulate the Response to Environmental Stress in Mice. Cell
Reports, 2018, 25, 3194-3203.e4. 2.9 46

12651 VASC: Dimension Reduction and Visualization of Single-cell RNA-seq Data by Deep Variational
Autoencoder. Genomics, Proteomics and Bioinformatics, 2018, 16, 320-331. 3.0 176

12652 Cannabinoid exposure and altered DNA methylation in rat and human sperm. Epigenetics, 2018, 13,
1208-1221. 1.3 160

12653 Fasting-induced JMJD3 histone demethylase epigenetically activates mitochondrial fatty acid
Î²-oxidation. Journal of Clinical Investigation, 2018, 128, 3144-3159. 3.9 52

12654 Co-expression of long non-coding RNAs and autism risk genes in the developing human brain. BMC
Systems Biology, 2018, 12, 91. 3.0 27

12655 Construction and analysis of the lncRNAâ€‘miRNAâ€‘mRNA network based on competitive endogenous RNA
reveals functional genes in heart failure. Molecular Medicine Reports, 2019, 19, 994-1003. 1.1 21

12656 Age-related but not longevity-related genes are found by weighted gene co-expression network
analysis in the peripheral blood cells of humans. Genes and Genetic Systems, 2018, 93, 221-228. 0.2 4

12657
Identification of differentially expressed miRNAs in early-stage cervical cancer with lymph node
metastasis across The Cancer Genome Atlas datasets. Cancer Management and Research, 2018, Volume
10, 6489-6504.

0.9 19

12658 Impact of Dietary Carbohydrate/Protein Ratio on Hepatic Metabolism in Land-Locked Atlantic Salmon
(Salmo salar L.). Frontiers in Physiology, 2018, 9, 1751. 1.3 8

12659 PNME â€“ A gene-gene parallel network module extraction method. Journal of Genetic Engineering and
Biotechnology, 2018, 16, 447-457. 1.5 1

12660 DNA methylation dynamics during embryonic development and postnatal maturation of the mouse
auditory sensory epithelium. Scientific Reports, 2018, 8, 17348. 1.6 27

12661 Neuronal Signal Transduction-Involved Genes in Pig Hypothalamus Affect Feed Efficiency as Revealed
by Transcriptome Analysis. BioMed Research International, 2018, 2018, 1-10. 0.9 24

12662 Fast quantitative urinary proteomic profiling workflow for biomarker discovery in kidney cancer.
Clinical Proteomics, 2018, 15, 42. 1.1 16

12663 scdNet: a computational tool for single-cell differential network analysis. BMC Systems Biology, 2018,
12, 124. 3.0 13

12664 Identification of cancer subtypes from single-cell RNA-seq data using a consensus clustering method.
BMC Medical Genomics, 2018, 11, 117. 0.7 33

12665 Transcriptome and proteome profiling reveals stress-induced expression signatures of
imiquimod-treated Tasmanian devil facial tumor disease (DFTD) cells. Oncotarget, 2018, 9, 15895-15914. 0.8 13

12666 Frequent downregulation of LRRC26 by epigenetic alterations is involved in the malignant
progression of triple-negative breast cancer. International Journal of Oncology, 2018, 52, 1539-1558. 1.4 8



700

Citation Report

# Article IF Citations

12667 OIP5 Promotes Growth, Metastasis and Chemoresistance to Cisplatin in Bladder Cancer Cells. Journal
of Cancer, 2018, 9, 4684-4695. 1.2 22

12668 Regional Gene Expression Profile Comparison Reveals the Unique Transcriptome of the Optic Fissure. ,
2018, 59, 5773. 13

12669 Prediction and prognostic significance of BCAR3 expression in patients with multiple myeloma.
Journal of Translational Medicine, 2018, 16, 363. 1.8 12

12670 The Transcriptome of Human Endometrial Mesenchymal Stem Cells Under TGFÎ²R Inhibition Reveals
Improved Potential for Cell-Based Therapies. Frontiers in Cell and Developmental Biology, 2018, 6, 164. 1.8 33

12671 Transcriptome profiling of human oocytes experiencing recurrent total fertilization failure.
Scientific Reports, 2018, 8, 17890. 1.6 16

12672

Estradiol Treatment Initiated Early After Ovariectomy Regulates Myocardial Gene Expression and
Inhibits Diastolic Dysfunction in Female Cynomolgus Monkeys: Potential Roles for Calcium
Homeostasis and Extracellular Matrix Remodeling. Journal of the American Heart Association, 2018, 7,
e009769.

1.6 27

12673 Systems biology analysis reveals new insights into invasive lung cancer. BMC Systems Biology, 2018, 12,
117. 3.0 2

12674 Genomic Susceptibility Analysis for Atopy Disease Using Cord Blood DNA in a Small Cohort. Biochip
Journal, 2018, 12, 304-308. 2.5 1

12675 Distinct patterns of transcriptional and epigenetic alterations characterize acute and chronic kidney
injury. Scientific Reports, 2018, 8, 17870. 1.6 25

12676 Systematic Analysis of Transcriptomic Profile of Chondrocytes in Osteoarthritic Knee Using
Next-Generation Sequencing and Bioinformatics. Journal of Clinical Medicine, 2018, 7, 535. 1.0 15

12677 A Developmental Program Truncates Long Transcripts to Temporally Regulate Cell Signaling.
Developmental Cell, 2018, 47, 773-784.e6. 3.1 19

12678 Dopamine perturbation of gene co-expression networks reveals differential response in schizophrenia
for translational machinery. Translational Psychiatry, 2018, 8, 278. 2.4 8

12679 Systematic Understanding of the Mechanism of Baicalin against Ischemic Stroke through a Network
Pharmacology Approach. Evidence-based Complementary and Alternative Medicine, 2018, 2018, 1-11. 0.5 30

12680 Gene expression is implicated in the ability of pikas to occupy Himalayan elevational gradient. PLoS
ONE, 2018, 13, e0207936. 1.1 9

12681 Identification of core genes and prediction of miRNAs associated with osteoporosis using a
bioinformatics approach. Oncology Letters, 2018, 17, 468-481. 0.8 5

12682 Integrated analysis of microRNA and mRNA expression profiles in splenomegaly induced by
non-cirrhotic portal hypertension in rats. Scientific Reports, 2018, 8, 17983. 1.6 3

12683 Identification of genes required for eye development by high-throughput screening of mouse
knockouts. Communications Biology, 2018, 1, 236. 2.0 37

12684 Early pathological characterization of murine dissecting abdominal aortic aneurysms. APL
Bioengineering, 2018, 2, 046106. 3.3 12



701

Citation Report

# Article IF Citations

12685 Clinical Significance of CUB and Sushi Multiple Domains 1 Inactivation in Head and Neck Squamous
Cell Carcinoma. International Journal of Molecular Sciences, 2018, 19, 3996. 1.8 11

12686
Prognostic value of sorting nexin 10 weak expression in stomach adenocarcinoma revealed by
weighted gene co-expression network analysis. World Journal of Gastroenterology, 2018, 24,
4906-4919.

1.4 17

12687 Gene expression profiles alteration after infection of virus, bacteria, and parasite in the Olive
flounder (Paralichthys olivaceus). Scientific Reports, 2018, 8, 18065. 1.6 14

12688 RNA-Seq Analyses of the Role of miR-21 in Acute Pancreatitis. Cellular Physiology and Biochemistry,
2018, 51, 2198-2211. 1.1 19

12689 Dasatinib Is Preferentially Active in the Activated B-Cell Subtype of Diffuse Large B-Cell Lymphoma.
Journal of Proteome Research, 2019, 18, 522-534. 1.8 3

12690 Centromere protein F (CENPF), a microtubule binding protein, modulates cancer metabolism by
regulating pyruvate kinase M2 phosphorylation signaling. Cell Cycle, 2018, 17, 2802-2818. 1.3 51

12691 Integrative functional genomic analysis of human brain development and neuropsychiatric risks.
Science, 2018, 362, . 6.0 516

12692 The transcription factor POU3F2 regulates a gene coexpression network in brain tissue from patients
with psychiatric disorders. Science Translational Medicine, 2018, 10, . 5.8 81

12693 Large-scale analysis reveals a novel risk score to predict overall survival in hepatocellular
carcinoma. Cancer Management and Research, 2018, Volume 10, 6079-6096. 0.9 66

12694 Contrasting effects of acute and chronic stress on the transcriptome, epigenome, and immune
response of Atlantic salmon. Epigenetics, 2018, 13, 1191-1207. 1.3 67

12695 Cholinergic Receptor Nicotinic Alpha 5 (CHRNA5) RNAi is associated with cell cycle inhibition,
apoptosis, DNA damage response and drug sensitivity in breast cancer. PLoS ONE, 2018, 13, e0208982. 1.1 13

12696 miR-122 removal in the liver activates imprinted microRNAs and enables more effective
microRNA-mediated gene repression. Nature Communications, 2018, 9, 5321. 5.8 48

12697 Dual Transcriptomics of Host-Pathogen Interaction of Cystic Fibrosis Isolate Pseudomonas
aeruginosa PASS1 With Zebrafish. Frontiers in Cellular and Infection Microbiology, 2018, 8, 406. 1.8 21

12698 The Antitumor Activity of a Lead Thioxanthone is Associated with Alterations in Cholesterol
Localization. Molecules, 2018, 23, 3301. 1.7 14

12699 Identifying the key genes and microRNAs in colorectal cancer liver metastasis by bioinformatics
analysis and inï¿½vitro experiments. Oncology Reports, 2019, 41, 279-291. 1.2 39

12700 Bioinformatic analysis and identification of potential prognostic microRNAs and mRNAs in thyroid
cancer. PeerJ, 2018, 6, e4674. 0.9 44

12701 Unveiling the Role of the Most Impactful Cardiovascular Risk Locus through Haplotype Editing. Cell,
2018, 175, 1796-1810.e20. 13.5 95

12702 Identification of Deregulated Signaling Pathways in Jurkat Cells in Response to a Novel Acylspermidine
Analogue-N4-Erucoyl Spermidine. Epigenetics Insights, 2018, 11, 251686571881454. 0.6 12



702

Citation Report

# Article IF Citations

12703 Intramuscular preadipocytes impede differentiation and promote lipid deposition of muscle satellite
cells in chickens. BMC Genomics, 2018, 19, 838. 1.2 39

12704 RBMS2 inhibits the proliferation by stabilizing P21 mRNA in breast cancer. Journal of Experimental and
Clinical Cancer Research, 2018, 37, 298. 3.5 31

12705 Thermal Modulation of Monoamine Levels Influence Fish Stress and Welfare. Frontiers in
Endocrinology, 2018, 9, 717. 1.5 5

12706 Advances in genomic hepatocellular carcinoma research. GigaScience, 2018, 7, . 3.3 25

12707 Integrated Analysis of MicroRNA (miRNA) and mRNA Profiles Reveals Reduced Correlation between
MicroRNA and Target Gene in Cancer. BioMed Research International, 2018, 2018, 1-15. 0.9 24

12708 Derivation and Validation of the Potential Core Genes in Pancreatic Cancer for Tumor-Stroma
Crosstalk. BioMed Research International, 2018, 2018, 1-11. 0.9 14

12709 Multi-Study Proteomic and Bioinformatic Identification of Molecular Overlap between Amyotrophic
Lateral Sclerosis (ALS) and Spinal Muscular Atrophy (SMA). Brain Sciences, 2018, 8, 212. 1.1 15

12710 Systems Analysis of Transcriptomic and Proteomic Profiles Identifies Novel Regulation of Fibrotic
Programs by miRNAs in Pulmonary Fibrosis Fibroblasts. Genes, 2018, 9, 588. 1.0 39

12711 Improving the Gene Ontology Resource to Facilitate More Informative Analysis and Interpretation of
Alzheimerâ€™s Disease Data. Genes, 2018, 9, 593. 1.0 15

12712 Comprehensive Analysis of <i>BAP1</i> Somatic Mutation in Clear Cell Renal Cell Carcinoma to
Explore Potential Mechanisms <i>in Silico</i>. Journal of Cancer, 2018, 9, 4108-4116. 1.2 17

12713 p73 regulates ependymal planar cell polarity by modulating actin and microtubule cytoskeleton. Cell
Death and Disease, 2018, 9, 1183. 2.7 35

12714 Colonic Proteome Signature in Immunoproteasome-Deficient Stressed Mice and Its Relevance for
Irritable Bowel Syndrome. Journal of Proteome Research, 2018, 18, 478-492. 1.8 4

12715 Integration of highâ€‘throughput data of microRNA and mRNA expression profiles reveals novel insights
into the mechanism of liver fibrosis. Molecular Medicine Reports, 2018, 19, 115-124. 1.1 7

12716
Proteomic Analysis of Lysosomal Membrane Proteins in Bovine Mammary Epithelial Cells Illuminates
Potential Novel Lysosome Functions in Lactation. Journal of Agricultural and Food Chemistry, 2018,
66, 13041-13049.

2.4 18

12717 Crosstalk in competing endogenous RNA networks reveals new circular RNAs involved in the
pathogenesis of early HIV infection. Journal of Translational Medicine, 2018, 16, 332. 1.8 53

12718 Kmt2b conveys monovalent and bivalent H3K4me3 in mouse spermatogonial stem cells at germline and
embryonic promoters. Development (Cambridge), 2018, 145, . 1.2 26

12719 CircRNA-associated ceRNA network reveals ErbB and Hippo signaling pathways in hypopharyngeal
cancer. International Journal of Molecular Medicine, 2018, 43, 127-142. 1.8 15

12720 <i>Helicobacter pylori</i> Growth Stage Determines the Size, Protein Composition, and Preferential
Cargo Packaging of Outer Membrane Vesicles. Proteomics, 2019, 19, e1800209. 1.3 63



703

Citation Report

# Article IF Citations

12721 Proteomic Analysis of S-Palmitoylated Proteins in Ocular Lens Reveals Palmitoylation of AQP5 and
MP20. , 2018, 59, 5648. 6

12722 Exploration of methylation-driven genes for monitoring and prognosis of patients with lung
adenocarcinoma. Cancer Cell International, 2018, 18, 194. 1.8 59

12723 Downregulation of ERG and FLI1 expression in endothelial cells triggers endothelial-to-mesenchymal
transition. PLoS Genetics, 2018, 14, e1007826. 1.5 54

12724 Screening and clinical significance of tumor markers in head and neck squamous cell carcinoma
through bioinformatics analysis. Molecular Medicine Reports, 2019, 19, 143-154. 1.1 20

12725 Membrane proteome characterization of periodontal ligament cell sets from deciduous and
permanent teeth. Journal of Periodontology, 2019, 90, 775-787. 1.7 5

12726
Comparative proteomic analysis of human peripheral blood mononuclear cells indicates adaptive
response to low-dose radiation in individuals from high background radiation areas of Kerala.
Mutagenesis, 2018, 33, 359-370.

1.0 9

12727 Downregulation of exosomal let-7a-5p in dust exposed- workers contributes to lung cancer
development. Respiratory Research, 2018, 19, 235. 1.4 27

12728 Genome-wide identification and characterization of long non-coding RNAs during postnatal
development of rabbit adipose tissue. Lipids in Health and Disease, 2018, 17, 271. 1.2 19

12729 Pro-osteoporotic miR-320a impairs osteoblast function and induces oxidative stress. PLoS ONE, 2018,
13, e0208131. 1.1 20

12730 Identification of key candidate genes and miRNAâ€‘mRNA target pairs in chronic lymphocytic leukemia by
integrated bioinformatics analysis. Molecular Medicine Reports, 2019, 19, 362-374. 1.1 16

12731 Subnetwork identification and chemical modulation for neural regeneration: A study combining
network guided forest and heat diffusion model. Quantitative Biology, 2018, 6, 321-333. 0.3 0

12732
Extensive cellular heterogeneity of X inactivation revealed by single-cell allele-specific expression in
human fibroblasts. Proceedings of the National Academy of Sciences of the United States of America,
2018, 115, 13015-13020.

3.3 98

12733 Identification of allosteric disulfides from labile bonds in X-ray structures. Royal Society Open
Science, 2018, 5, 171058. 1.1 17

12734
Evaluation of Prioritization Methods of Extrinsic Apoptotic Signaling Pathway Genes for Retrieval of
the New Candidates Associated with Major Depressive Disorder. Russian Journal of Genetics, 2018, 54,
1366-1374.

0.2 6

12735 Transcriptional Profiling of Leucocyte Count Variation from Porcine Peripheral Blood Reveals
Differential Gene Expression. BioMed Research International, 2018, 2018, 1-11. 0.9 3

12736 Adding phosphorylation events to the core oscillator driving the cell cycle of fission yeast. PLoS
ONE, 2018, 13, e0208515. 1.1 1

12737
Nobiletin Enhances Chemosensitivity to Adriamycin through Modulation of the
Akt/GSK3Î²/Î²â€“Catenin/MYCN/MRP1 Signaling Pathway in A549 Human Non-Small-Cell Lung Cancer Cells.
Nutrients, 2018, 10, 1829.

1.7 34

12738 MicroRNAâ€‘mRNA integrated analysis based on a case of wellâ€‘differentiated thyroid cancer with both
metastasis and metastatic recurrence. Oncology Reports, 2018, 40, 3803-3811. 1.2 8



704

Citation Report

# Article IF Citations

12739 A Well-Controlled BioID Design for Endogenous Bait Proteins. Journal of Proteome Research, 2019, 18,
95-106. 1.8 13

12740
Whole genome MBD-seq and RRBS analyses reveal that hypermethylation of gastrointestinal hormone
receptors is associated with gastric carcinogenesis. Experimental and Molecular Medicine, 2018, 50,
1-14.

3.2 19

12741 An Improved Method for Prediction of Cancer Prognosis by Network Learning. Genes, 2018, 9, 478. 1.0 33

12742 Dataset on the response of Hut78 cells to novel rexinoids. Data in Brief, 2018, 20, 1797-1803. 0.5 1

12743 Genome-wide association study identifies glutamate ionotropic receptor GRIA4 as a risk gene for
comorbid nicotine dependence and major depression. Translational Psychiatry, 2018, 8, 208. 2.4 14

12744
MUC16 mutations improve patientsâ€™ prognosis by enhancing the infiltration and antitumor immunity
of cytotoxic T lymphocytes in the endometrial cancer microenvironment. OncoImmunology, 2018, 7,
e1487914.

2.1 27

12745 High-saltâ€“recovered sequences are associated with the active chromosomal compartment and with
large ribonucleoprotein complexes including nuclear bodies. Genome Research, 2018, 28, 1733-1746. 2.4 11

12746 The DEAD-box RNA-binding protein DDX6 regulates parental RNA decay for cellular reprogramming to
pluripotency. PLoS ONE, 2018, 13, e0203708. 1.1 11

12747 Analysis of immune-related genes during Nora virus infection of <em>Drosophila melanogaster</em>
using next generation sequencing. AIMS Microbiology, 2018, 4, 123-139. 1.0 23

12748 Long non-coding RNA AFAP1-AS1 plays an oncogenic role in promoting cell migration in non-small cell
lung cancer. Cellular and Molecular Life Sciences, 2018, 75, 4667-4681. 2.4 42

12749 Next generation MicroRNA sequencing to identify coronary artery disease patients at risk of
recurrent myocardial infarction. Atherosclerosis, 2018, 278, 232-239. 0.4 26

12750 MYC Interacts with the G9a Histone Methyltransferase to Drive Transcriptional Repression and
Tumorigenesis. Cancer Cell, 2018, 34, 579-595.e8. 7.7 94

12751 Pharmacological Inhibition of PARP6 Triggers Multipolar Spindle Formation and Elicits Therapeutic
Effects in Breast Cancer. Cancer Research, 2018, 78, 6691-6702. 0.4 36

12752 De novo assembly of middle-sized genome using MinION and Illumina sequencers. BMC Genomics, 2018,
19, 700. 1.2 18

12753 Application of weighted gene co-expression network analysis to identify key modules and hub genes in
oral squamous cell carcinoma tumorigenesis. OncoTargets and Therapy, 2018, Volume 11, 6001-6021. 1.0 110

12754 Comprehensive analysis of gene expression profiles associated with proliferative diabetic retinopathy.
Experimental and Therapeutic Medicine, 2018, 16, 3539-3545. 0.8 9

12755 A metaâ€‘analysis and bioinformatics exploration of the diagnostic value and molecular mechanism of
miRâ€‘193aâ€‘5p in lung cancer. Oncology Letters, 2018, 16, 4114-4128. 0.8 19

12756 Identification of potential biomarkers in cervical cancer with combined public mRNA and miRNA
expression microarray data analysis. Oncology Letters, 2018, 16, 5200-5208. 0.8 15



705

Citation Report

# Article IF Citations

12757 Affinity Proteomics for Interactome and Phosphoproteome Screening in Synaptosomes.
Neuromethods, 2018, , 165-191. 0.2 0

12758 HOXA9 Reprograms the Enhancer Landscape to Promote Leukemogenesis. Cancer Cell, 2018, 34,
643-658.e5. 7.7 94

12759 Drug Synergy Slows Aging and Improves Healthspan through IGF and SREBP Lipid Signaling.
Developmental Cell, 2018, 47, 67-79.e5. 3.1 60

12760 A mitochondrial proteome profile indicative of type 2 diabetes mellitus in skeletal muscles.
Experimental and Molecular Medicine, 2018, 50, 1-14. 3.2 34

12761 <scp>RNA</scp>â€•seq analysis reveals different gene ontologies and pathways in rheumatoid arthritis
and Kashinâ€“Beck disease. International Journal of Rheumatic Diseases, 2018, 21, 1686-1694. 0.9 8

12762
Integrated analysis of long noncoding <scp>RNA</scp> associatedâ€•competing endogenous
<scp>RNA</scp> as prognostic biomarkers in clear cell renal carcinoma. Cancer Science, 2018, 109,
3336-3349.

1.7 33

12763 Single-cell analysis uncovers convergence of cell identities during axolotl limb regeneration.
Science, 2018, 362, . 6.0 291

12764 Changes in miRNA Gene Expression during Wound Repair in Differentiated Normal Human Bronchial
Epithelium. International Journal of Genomics, 2018, 2018, 1-8. 0.8 2

12765 Distinctive pattern of <scp>AHNAK</scp> methylation level in peripheral blood mononuclear cells and
the association with <scp>HBV</scp>â€•related liver diseases. Cancer Medicine, 2018, 7, 5178-5186. 1.3 9

12766 Sulfur-34S and 36S Stable Isotope Labeling of Amino Acids for Quantification (SULAQ34/36) of
Proteome Analyses. Methods in Molecular Biology, 2018, 1841, 163-174. 0.4 0

12767 Transgenerational transmission of maternal stimulatory experience in domesticated birds. FASEB
Journal, 2018, 32, 7002-7017. 0.2 10

12768 Discovery of microRNA-like RNAs during early fruiting body development in the model mushroom
Coprinopsis cinerea. PLoS ONE, 2018, 13, e0198234. 1.1 28

12769 MicroRNAs and histone deacetylase inhibition-mediated protection against inflammatory Î²-cell damage.
PLoS ONE, 2018, 13, e0203713. 1.1 17

12770 Molecular pathogenesis involved in human idiopathic pulmonary fibrosis based on an integrated
microRNAâ€‘mRNA interaction network. Molecular Medicine Reports, 2018, 18, 4365-4373. 1.1 17

12771 Which is the Most Reasonable Anti-aging Strategy: Meta-analysis. Advances in Experimental Medicine
and Biology, 2018, 1086, 267-282. 0.8 14

12772 Investigating the genetic profile of dopaminergic neurons in the VTA in response to perinatal nicotine
exposure using mRNA-miRNA analyses. Scientific Reports, 2018, 8, 13769. 1.6 16

12773 Proteomics study of human cord blood reticulocyte-derived exosomes. Scientific Reports, 2018, 8,
14046. 1.6 32

12774 Network pharmacology-based identification of major component of Angelica sinensis and its action
mechanism for the treatment of acute myocardial infarction. Bioscience Reports, 2018, 38, . 1.1 23



706

Citation Report

# Article IF Citations

12775 Genome scale analysis of Escherichia coli with a comprehensive prokaryotic sequence-based
biophysical model of translation initiation and elongation. DNA Research, 2018, 25, 195-205. 1.5 22

12776 Architecture of polymorphisms in the human genome reveals functionally important and positively
selected variants in immune response and drug transporter genes. Human Genomics, 2018, 12, 43. 1.4 23

12777 Genetic variants analysis of three dromedary camels using whole genome sequencing data. PLoS ONE,
2018, 13, e0204028. 1.1 39

12778 Approaches to the discovery of non-invasive urinary biomarkers of prostate cancer. Oncotarget, 2018,
9, 32534-32550. 0.8 21

12779 Absence of AIF1L contributes to cell migration and a poor prognosis of breast cancer. OncoTargets
and Therapy, 2018, Volume 11, 5485-5498. 1.0 7

12780 Comprehensive analysis of multi Ewing sarcoma microarray datasets identifies several prognosis
biomarkers. Molecular Medicine Reports, 2018, 18, 4229-4238. 1.1 3

12781 Identification of key genes and associated pathways in KIT/PDGFRA wildâ€‘type gastrointestinal stromal
tumors through bioinformatics analysis. Molecular Medicine Reports, 2018, 18, 4499-4515. 1.1 5

12782
Genomeâ€•wide DNA methylation profiling of primary colorectal laterally spreading tumors identifies
diseaseâ€•specific epimutations on common pathways. International Journal of Cancer, 2018, 143,
2488-2498.

2.3 18

12783 Pre-malignant transformation by senescence evasion is prevented by the PERK and ATF6alpha branches
of the Unfolded Protein Response. Cancer Letters, 2018, 438, 187-196. 3.2 5

12784 CVID enteropathy is characterized by exceeding low mucosal IgA levels and interferon-driven
inflammation possibly related to the presence of a pathobiont. Clinical Immunology, 2018, 197, 139-153. 1.4 66

12785
Transcriptomic data on the role of PEST-domain-enriched tyrosine phosphatase in the regulation of
antigen-mediated activation and antiallergic action of glucocorticoids in mast cells. Data in Brief,
2018, 20, 1177-1183.

0.5 1

12786 A temporal transcriptome and methylome in human embryonic stem cell-derived cardiomyocytes
identifies novel regulators of early cardiac development. Epigenetics, 2018, 13, 1013-1026. 1.3 35

12787 Single-cell RNA-seq reveals dynamic transcriptome profiling in human early neural differentiation.
GigaScience, 2018, 7, . 3.3 18

12788 Highly efficient genome editing via CRISPRâ€“Cas9 in human pluripotent stem cells is achieved by
transient BCL-XL overexpression. Nucleic Acids Research, 2018, 46, 10195-10215. 6.5 93

12789
Muscle-specific regulation of right ventricular transcriptional responses to chronic hypoxia-induced
hypertrophy by the muscle ring finger-1 (MuRF1) ubiquitin ligase in mice. BMC Medical Genetics, 2018, 19,
175.

2.1 1

12790 Differences in gene expression profiles for subcutaneous adipose, liver, and skeletal muscle tissues
between Meishan and Landrace pigs with different backfat thicknesses. PLoS ONE, 2018, 13, e0204135. 1.1 16

12791 Genomic Analysis To Identify Signatures of Artificial Selection and Loci Associated with Important
Economic Traits in Duroc Pigs. G3: Genes, Genomes, Genetics, 2018, 8, 3617-3625. 0.8 18

12792 In Search of Biomarkers for Pathogenesis and Control of Leishmaniasis by Global Analyses of
Leishmania-Infected Macrophages. Frontiers in Cellular and Infection Microbiology, 2018, 8, 326. 1.8 17



707

Citation Report

# Article IF Citations

12793 Cell Wall and Whole Cell Proteomes Define Flocculation and Fermentation Behavior of Yeast.
Fermentation, 2018, 4, 80. 1.4 4

12794
Guanidinoacetic Acid Regulates Myogenic Differentiation and Muscle Growth Through miR-133a-3p and
miR-1a-3p Co-mediated Akt/mTOR/S6K Signaling Pathway. International Journal of Molecular Sciences,
2018, 19, 2837.

1.8 37

12795 Integrative analysis of methylome and transcriptome variation of identified cardiac disease-specific
genes in human cardiomyocytes after PM2.5 exposure. Chemosphere, 2018, 212, 915-926. 4.2 17

12796 Transcriptome-driven integrative exploration of functional state of ureter tissue affected by CAKUT.
Life Sciences, 2018, 212, 1-8. 2.0 8

12797 Epigenetic influences on aging: a longitudinal genome-wide methylation study in old Swedish twins.
Epigenetics, 2018, 13, 975-987. 1.3 65

12798 Î²-catenin ablation exacerbates polycystic kidney disease progression. Human Molecular Genetics, 2018,
28, 230-244. 1.4 7

12799 Leukemia inhibitory factor inhibits erythropoietin-induced myelin gene expression in
oligodendrocytes. Molecular Medicine, 2018, 24, 51. 1.9 6

12800 Genome Wide Transcriptome Analysis Reveals Complex Regulatory Mechanisms Underlying Phosphate
Homeostasis in Soybean Nodules. International Journal of Molecular Sciences, 2018, 19, 2924. 1.8 55

12801
Deletion of the Mitochondrial Complex-IV Cofactor Heme A:Farnesyltransferase Causes Focal
Segmental Glomerulosclerosis and Interferon Response. American Journal of Pathology, 2018, 188,
2745-2762.

1.9 15

12802 CBP Modulates Sensitivity to Dasatinib in Pre-BCR+ Acute Lymphoblastic Leukemia. Cancer Research,
2018, 78, 6497-6508. 0.4 10

12803 A comprehensive analysis of 195 DNA methylomes reveals shared and cell-specific features of partially
methylated domains. Genome Biology, 2018, 19, 150. 3.8 71

12804 Systematic analysis of hsa-miR-363 gene overexpression pattern in endometrial stromal cells.
International Journal of Molecular Medicine, 2018, 42, 2793-2800. 1.8 3

12805 A facile approach for development of a vaccine made of bacterial double-layered membrane vesicles
(DMVs). Biomaterials, 2018, 187, 28-38. 5.7 45

12806 Identification of invasion-metastasis-associated microRNAs in hepatocellular carcinoma based on
bioinformatic analysis and experimental validation. Journal of Translational Medicine, 2018, 16, 266. 1.8 79

12807 Screening and identification of novel mechanoresponsive microRNAs in rat femur under simulated
microgravity. Acta Astronautica, 2018, 153, 166-173. 1.7 1

12808 Cell-Autonomous Regulation of Astrocyte Activation by the Circadian Clock Protein BMAL1. Cell
Reports, 2018, 25, 1-9.e5. 2.9 100

12809 Prostate Luminal Progenitor Cells in Development and Cancer. Trends in Cancer, 2018, 4, 769-783. 3.8 54

12810
Characterization of copy number variants in a large multibreed population of beef and dairy cattle
using high-density single nucleotide polymorphism genotype data1. Journal of Animal Science, 2018, 96,
4112-4124.

0.2 22



708

Citation Report

# Article IF Citations

12811
Metabolic Effects of a Chronic Dietary Exposure to a Low-Dose Pesticide Cocktail in Mice: Sexual
Dimorphism and Role of the Constitutive Androstane Receptor. Environmental Health Perspectives,
2018, 126, 067007.

2.8 101

12812 Reinstating plasticity and memory in a tauopathy mouse model with an acetyltransferase activator.
EMBO Molecular Medicine, 2018, 10, . 3.3 61

12813 Low tumor purity is associated with poor prognosis, heavy mutation burden, and intense immune
phenotype in colon cancer. Cancer Management and Research, 2018, Volume 10, 3569-3577. 0.9 100

12814 Genome-wide profiling of histone H3K27 acetylation featured fatty acid signalling in pancreatic beta
cells in diet-induced obesity in mice. Diabetologia, 2018, 61, 2608-2620. 2.9 27

12815 Histone deacetylase (HDAC) 1 and 2 complexes regulate both histone acetylation and crotonylation in
vivo. Scientific Reports, 2018, 8, 14690. 1.6 84

12816 Genomic and functional evidence reveals molecular insights into the origin of echolocation in
whales. Science Advances, 2018, 4, eaat8821. 4.7 22

12817 Circular RNA Expression in the Brain of a Neonatal Rat Model of Periventricular White Matter
Damage. Cellular Physiology and Biochemistry, 2018, 49, 2264-2276. 1.1 13

12818
The epigenetic mechanisms of nanotopography-guided osteogenic differentiation of mesenchymal stem
cells via high-throughput transcriptome sequencing. International Journal of Nanomedicine, 2018,
Volume 13, 5605-5623.

3.3 22

12819 Long Noncoding RNA Signature and Disease Outcome in Estrogen Receptor-Positive Breast Cancer
Patients Treated with Tamoxifen. Journal of Breast Cancer, 2018, 21, 277. 0.8 7

12820 Transsynaptic Binding of Orphan Receptor GPR179 to Dystroglycan-Pikachurin Complex Is Essential for
the Synaptic Organization of Photoreceptors. Cell Reports, 2018, 25, 130-145.e5. 2.9 53

12821 Circulating Biomarkers From the Phase 1 Trial of Sirolimus and Autophagy Inhibition for Patients With
Lymphangioleiomyomatosis. Chest, 2018, 154, 1070-1082. 0.4 13

12822 Proteomic Investigation of Murine Neuronal Î±7-Nicotinic Acetylcholine Receptor Interacting Proteins.
Journal of Proteome Research, 2018, 17, 3959-3975. 1.8 8

12823 Molecular basis of flowering under natural long-day conditions in Arabidopsis. Nature Plants, 2018,
4, 824-835. 4.7 115

12824 Deep taxon sampling reveals the evolutionary dynamics of novel gene families in <i>Pristionchus</i>
nematodes. Genome Research, 2018, 28, 1664-1674. 2.4 53

12825 Extracellular vesicle micro<scp>RNA</scp> cargo is correlated with <scp>HPV</scp> status in
oropharyngeal carcinoma. Journal of Oral Pathology and Medicine, 2018, 47, 954-963. 1.4 24

12826 Transcriptome dynamics of rooting zone and aboveground parts of cuttings during adventitious root
formation in Cryptomeria japonica D. Don. BMC Plant Biology, 2018, 18, 201. 1.6 17

12827 A Low Glycaemic Index Diet in Pregnancy Induces DNA Methylation Variation in Blood of Newborns:
Results from the ROLO Randomised Controlled Trial. Nutrients, 2018, 10, 455. 1.7 33

12828 Jinfukang induces cellular apoptosis through activation of Fas and DR4 in A549 cells. Oncology
Letters, 2018, 16, 4343-4352. 0.8 15



709

Citation Report

# Article IF Citations

12829
Hepatic fatty acid biosynthesis in <scp>KK</scp>â€•A<sup>y</sup> mice is modulated by administration of
persimmon peel extract: A <scp>DNA</scp> microarray study. Food Science and Nutrition, 2018, 6,
1657-1663.

1.5 4

12830 Dissecting the Global Dynamic Molecular Profiles of Human Fetal Kidney Development by Single-Cell
RNA Sequencing. Cell Reports, 2018, 24, 3554-3567.e3. 2.9 91

12831 Alternative splicing rewires Hippo signaling pathway in hepatocytes to promote liver regeneration.
Nature Structural and Molecular Biology, 2018, 25, 928-939. 3.6 58

12832 Robustness by intrinsically disordered C-termini and translational readthrough. Nucleic Acids
Research, 2018, 46, 10184-10194. 6.5 26

12833
Integration of Genome-Wide DNA Methylation and Transcription Uncovered Aberrant
Methylation-Regulated Genes and Pathways in the Peripheral Blood Mononuclear Cells of Systemic
Sclerosis. International Journal of Rheumatology, 2018, 2018, 1-19.

0.9 21

12834 Daily variation of gene expression in diverse rat tissues. PLoS ONE, 2018, 13, e0197258. 1.1 32

12835 A Dual Noradrenergic Mechanism for the Relief of Neuropathic Allodynia by the Antidepressant Drugs
Duloxetine and Amitriptyline. Journal of Neuroscience, 2018, 38, 9934-9954. 1.7 73

12836 Regulatory sRNAs in Cyanobacteria. Frontiers in Microbiology, 2018, 9, 2399. 1.5 10

12838 miR-181a regulates Th17 cells distribution via up-regulated BCL-2 in primary biliary cholangitis.
International Immunopharmacology, 2018, 64, 386-393. 1.7 13

12839
Obesity modifies the stoichiometry of mitochondrial proteins in a way that is distinct to the
subcellular localization of the mitochondria in skeletal muscle. Metabolism: Clinical and
Experimental, 2018, 89, 18-26.

1.5 19

12840 Regulation of the terminal maturation of iNKT cells by mediator complex subunit 23. Nature
Communications, 2018, 9, 3875. 5.8 20

12841 Implementing a method for studying longitudinal DNA methylation variability in association with age.
Epigenetics, 2018, 13, 866-874. 1.3 13

12842 Integrative genomic analysis reveals novel regulatory mechanisms ofeyelessduringDrosophilaeye
development. Nucleic Acids Research, 2018, 46, 11743-11758. 6.5 8

12843 Preassembled GPCR signaling complexes mediate distinct cellular responses to ultralow ligand
concentrations. Science Signaling, 2018, 11, . 1.6 36

12844 Developmental Exposure to 2,2â€²,4,4â€²-Tetrabromodiphenyl Ether Permanently Alters Blood-Liver Balance
of Lipids in Male Mice. Frontiers in Endocrinology, 2018, 9, 548. 1.5 32

12845 Accurate annotation of accessible chromatin in mouse and human primordial germ cells. Cell
Research, 2018, 28, 1077-1089. 5.7 17

12846 MiR-34 inhibits polycomb repressive complex 2 to modulate chaperone expression and promote healthy
brain aging. Nature Communications, 2018, 9, 4188. 5.8 41

12847 Epigenomic map of human liver reveals principles of zonated morphogenic and metabolic control.
Nature Communications, 2018, 9, 4150. 5.8 65



710

Citation Report

# Article IF Citations

12848 Cellular network modeling and single cell gene expression analysis reveals novel hepatic stellate cell
phenotypes controlling liver regeneration dynamics. BMC Systems Biology, 2018, 12, 86. 3.0 10

12849 De novo Mutations (DNMs) in Autism Spectrum Disorder (ASD): Pathway and Network Analysis.
Frontiers in Genetics, 2018, 9, 406. 1.1 40

12850 Identification of mutations in SLC4A1, GP1BA and HFE in a family with venous thrombosis of unknown
cause by nextâ€‘generation sequencing. Experimental and Therapeutic Medicine, 2018, 16, 4172-4180. 0.8 6

12851 Lung Single-Cell Signaling Interaction Map Reveals Basophil Role in Macrophage Imprinting. Cell, 2018,
175, 1031-1044.e18. 13.5 332

12852 Identification of key pathways and metabolic fingerprints of longevity in C. elegans. Experimental
Gerontology, 2018, 113, 128-140. 1.2 50

12853 Rbfox1 Mediates Cell-type-Specific Splicing in Cortical Interneurons. Neuron, 2018, 100, 846-859.e7. 3.8 92

12854
Activity-dependent bulk endocytosis proteome reveals a key presynaptic role for the monomeric
GTPase Rab11. Proceedings of the National Academy of Sciences of the United States of America, 2018,
115, E10177-E10186.

3.3 43

12855 Gene module analysis of juvenile myelomonocytic leukemia and screening of anticancer drugs.
Oncology Reports, 2018, 40, 3155-3170. 1.2 1

12856
Co-expression network analysis of peripheral blood transcriptome identifies dysregulated protein
processing in endoplasmic reticulum and immune response in recurrent MDD in older adults. Journal
of Psychiatric Research, 2018, 107, 19-27.

1.5 27

12857 PGC-1Î± and PGC-1Î² Increase Protein Synthesis via ERRÎ± in C2C12 Myotubes. Frontiers in Physiology, 2018, 9,
1336. 1.3 21

12858 Genetic Diversity, Population Structure, and Linkage Disequilibrium in a Spanish Common Bean
Diversity Panel Revealed through Genotyping-by-Sequencing. Genes, 2018, 9, 518. 1.0 32

12859
Transcriptome Profiling Reveals Transcriptional Regulation by DNA Methyltransferase Inhibitor
5-Aza-2â€²-Deoxycytidine Enhancing Red Pigmentation in Bagged â€œGranny Smithâ€• Apples (Malus domestica).
International Journal of Molecular Sciences, 2018, 19, 3133.

1.8 19

12860 Enhancer, transcriptional, and cell fate plasticity precedes intestinal determination during endoderm
development. Genes and Development, 2018, 32, 1430-1442. 2.7 34

12861 Identification of Novel Protein Lysine Acetyltransferases in Escherichia coli. MBio, 2018, 9, . 1.8 86

12862 Distinct esophageal adenocarcinoma molecular subtype has subtype-specific gene expression and
mutation patterns. BMC Genomics, 2018, 19, 769. 1.2 8

12863 CASS: A distributed network clustering algorithm based on structure similarity for large-scale
network. PLoS ONE, 2018, 13, e0203670. 1.1 5

12864 Acute toxic effects of zinc oxide nanoparticles on Hydra magnipapillata. Aquatic Toxicology, 2018, 205,
130-139. 1.9 24

12865
Genetic and transcriptional analysis of inflammatory bowel disease-associated pathways in patients
with <i>GUCY2C</i>-linked familial diarrhea. Scandinavian Journal of Gastroenterology, 2018, 53,
1264-1273.

0.6 9



711

Citation Report

# Article IF Citations

12866
Post-translational modification localizes MYC to the nuclear pore basket to regulate a subset of
target genes involved in cellular responses to environmental signals. Genes and Development, 2018,
32, 1398-1419.

2.7 52

12867 Identification of candidate genes or microRNAs associated with the lymph node metastasis of SCLC.
Cancer Cell International, 2018, 18, 161. 1.8 20

12868 <scp>ADAR</scp> 1â€•mediated <scp>RNA</scp> editing is required for thymic selfâ€•tolerance and
inhibition of autoimmunity. EMBO Reports, 2018, 19, . 2.0 47

12869 Identification of Biologically Essential Nodes via Determinative Power in Logical Models of Cellular
Processes. Frontiers in Physiology, 2018, 9, 1185. 1.3 13

12870 Establishment of stably expandable induced myogenic stem cells by four transcription factors. Cell
Death and Disease, 2018, 9, 1092. 2.7 22

12871 Collagen prolyl 4-hydroxylase 1 is essential for HIF-1Î± stabilization and TNBC chemoresistance. Nature
Communications, 2018, 9, 4456. 5.8 170

12872 Molecular Atlas of Postnatal Mouse Heart Development. Journal of the American Heart Association,
2018, 7, e010378. 1.6 65

12873
Cell-Specific Transcriptome Analysis Shows That Adult Pillar and Deiters' Cells Express Genes
Encoding Machinery for Specializations of Cochlear Hair Cells. Frontiers in Molecular Neuroscience,
2018, 11, 356.

1.4 102

12874 Differential expression and methylation of integrin subunit alpha 11 and thrombospondin in the
amnion of preterm birth. Obstetrics and Gynecology Science, 2018, 61, 565. 0.6 9

12875 Autozygosity islands and ROH patterns in Nellore lineages: evidence of selection for functionally
important traits. BMC Genomics, 2018, 19, 680. 1.2 34

12876 Proteomics in Toxicology. , 2018, , 375-390. 0

12877 FOXG1 Orchestrates Neocortical Organization and Cortico-Cortical Connections. Neuron, 2018, 100,
1083-1096.e5. 3.8 63

12878 DNA methylation subpatterns at distinct regulatory regions in human early embryos. Open Biology,
2018, 8, . 1.5 20

12879 WEADE: A workflow for enrichment analysis and data exploration. PLoS ONE, 2018, 13, e0204016. 1.1 3

12880 From gene list to gene network: Recognizing functional connections that regulate behavioral traits.
Journal of Experimental Zoology Part B: Molecular and Developmental Evolution, 2018, 330, 317-329. 0.6 4

12881 Global Ion Suppression Limits the Potential of Mass Spectrometry Based Phosphoproteomics. Journal
of Proteome Research, 2019, 18, 493-507. 1.8 12

12882 Disease-relevant transcriptional signatures identified in individual smooth muscle cells from healthy
mouse vessels. Nature Communications, 2018, 9, 4567. 5.8 219

12883 Murine Oviductosomes (OVS) microRNA profiling during the estrous cycle: Delivery of OVS-borne
microRNAs to sperm where miR-34c-5p localizes at the centrosome. Scientific Reports, 2018, 8, 16094. 1.6 35



712

Citation Report

# Article IF Citations

12884 Variable selection in omics data: A practical evaluation of small sample sizes. PLoS ONE, 2018, 13,
e0197910. 1.1 44

12885
Transcriptome analysis of &lt;i&gt;Arabidopsis thaliana&lt;/i&gt; treated with green leaf volatiles:
possible role of green leaf volatiles as self-made damage-associated molecular patterns. Journal of
Pesticide Sciences, 2018, 43, 207-213.

0.8 17

12886 Bioinformatics analysis to identify key genes and pathways influencing synovial inflammation in
osteoarthritis. Molecular Medicine Reports, 2018, 18, 5594-5602. 1.1 18

12887 Overexpression of CD98 in intestinal epithelium dysregulates miRNAs and their targeted proteins
along the ileal villus-crypt axis. Scientific Reports, 2018, 8, 16220. 1.6 4

12888 Transcriptome evidence reveals enhanced autophagy-lysosomal function in centenarians. Genome
Research, 2018, 28, 1601-1610. 2.4 36

12889
Overexpression of Chicken IRF7 Increased Viral Replication and Programmed Cell Death to the Avian
Influenza Virus Infection Through TGF-Beta/FoxO Signaling Axis in DF-1. Frontiers in Genetics, 2018, 9,
415.

1.1 9

12890 Gene Co-expression Analysis Indicates Potential Pathways and Regulators of Beef Tenderness in
Nellore Cattle. Frontiers in Genetics, 2018, 9, 441. 1.1 54

12891 Druggable Nucleolin Identifies Breast Tumours Associated with Poor Prognosis That Exhibit Different
Biological Processes. Cancers, 2018, 10, 390. 1.7 12

12892 Identification of eight key miRNAs associated with renal cell carcinoma: A metaâ€‘analysis. Oncology
Letters, 2018, 16, 5847-5855. 0.8 20

12893 Maternal immune activation alters brain microRNA expression in mouse offspring. Annals of Clinical
and Translational Neurology, 2018, 5, 1264-1276. 1.7 14

12894 IFNÎ± Impairs Autophagic Degradation of mtDNA Promoting Autoreactivity of SLE Monocytes in a
STING-Dependent Fashion. Cell Reports, 2018, 25, 921-933.e5. 2.9 97

12895 Transcriptional Programming of Normal and Inflamed Human Epidermis at Single-Cell Resolution. Cell
Reports, 2018, 25, 871-883. 2.9 206

12896 RbAp48 Protein Is a Critical Component of GPR158/OCN Signaling and Ameliorates Age-Related Memory
Loss. Cell Reports, 2018, 25, 959-973.e6. 2.9 56

12897 Quantitative subcellular proteomics using SILAC reveals enhanced metabolic buffering in the
pluripotent ground state. Stem Cell Research, 2018, 33, 135-145. 0.3 8

12898 Multiple Regression Analysis Reveals MicroRNA Regulatory Networks in <i>Oryza sativa</i> under
Drought Stress. International Journal of Genomics, 2018, 2018, 1-12. 0.8 13

12899 Differential genome-wide profiling of alternative polyadenylation sites in nasopharyngeal carcinoma
by high-throughput sequencing. Journal of Biomedical Science, 2018, 25, 74. 2.6 7

12900 Proteomic Profiling of Mouse Brains Exposed to Blast-Induced Mild Traumatic Brain Injury Reveals
Changes in Axonal Proteins and Phosphorylated Tau. Journal of Alzheimer's Disease, 2018, 66, 751-773. 1.2 48

12901 Global Transcriptome Analysis During Adipogenic Differentiation and Involvement of Transthyretin
Gene in Adipogenesis in Cattle. Frontiers in Genetics, 2018, 9, 463. 1.1 25



713

Citation Report

# Article IF Citations

12902 DAF-16/FOXO and HLH-30/TFEB function as combinatorial transcription factors to promote stress
resistance and longevity. Nature Communications, 2018, 9, 4400. 5.8 113

12903 Global transcriptional activity dynamics reveal functional enhancer RNAs. Genome Research, 2018, 28,
1799-1811. 2.4 34

12904 Ufm1-Specific Ligase Ufl1 Regulates Endoplasmic Reticulum Homeostasis and Protects Against Heart
Failure. Circulation: Heart Failure, 2018, 11, e004917. 1.6 55

12905 Transcriptomic and functional analyses of the piRNA pathway in the Chagas disease vector Rhodnius
prolixus. PLoS Neglected Tropical Diseases, 2018, 12, e0006760. 1.3 28

12906 Identification of key genes and pathways byï¿½bioinformatics analysis with TCGA RNA sequencing data in
hepatocellular carcinoma. Molecular and Clinical Oncology, 2018, 9, 597-606. 0.4 26

12907 Multiplex Biomarker Screening Assay for Urinary Extracellular Vesicles Study: A Targeted Label-Free
Proteomic Approach. Scientific Reports, 2018, 8, 15039. 1.6 35

12908 Analysis of serum microRNA expression in male workers with occupational noise-induced hearing
loss. Brazilian Journal of Medical and Biological Research, 2018, 51, e6426. 0.7 14

12909
Transcriptomic, Functional, and Network Analyses Reveal Novel Genes Involved in the Interaction
Between Caenorhabditis elegans and Stenotrophomonas maltophilia. Frontiers in Cellular and
Infection Microbiology, 2018, 8, 266.

1.8 9

12910 Application of omic technologies in cancer research. Translational Medicine Reports, 2018, 2, . 0.8 0

12911 Myt1 and Myt1l transcription factors limit proliferation in GBM cells by repressing YAP1 expression.
Biochimica Et Biophysica Acta - Gene Regulatory Mechanisms, 2018, 1861, 983-995. 0.9 21

12912 Global Profiling of Proteolysis from the Mitochondrial Amino Terminome during Early Intrinsic
Apoptosis Prior to Caspase-3 Activation. Journal of Proteome Research, 2018, 17, 4279-4296. 1.8 33

12913 DNA methylation patterns in peripheral blood mononuclear cells from Holstein cattle with variable
milk yield. BMC Genomics, 2018, 19, 744. 1.2 13

12914 IFN-Î³ immune priming of macrophages in vivo induces prolonged STAT1 binding and protection against
Cryptococcus neoformans. PLoS Pathogens, 2018, 14, e1007358. 2.1 49

12915 Sequential formation and resolution of multiple rosettes drive embryo remodelling after
implantation. Nature Cell Biology, 2018, 20, 1278-1289. 4.6 48

12916 Differential profile of protein expression on human keratocytes treated with autologous serum and
plasma rich in growth factors (PRGF). PLoS ONE, 2018, 13, e0205073. 1.1 7

12917 A ten-long non-coding RNA signature for predicting prognosis of patients with cervical cancer.
OncoTargets and Therapy, 2018, Volume 11, 6317-6326. 1.0 11

12918 The Nuclear Receptor PPARÎ³ Controls Progressive Macrophage Polarization as a Ligand-Insensitive
Epigenomic Ratchet of Transcriptional Memory. Immunity, 2018, 49, 615-626.e6. 6.6 128

12919 Effects of Cadmium Exposure on DNA Methylation at Imprinting Control Regions and Genome-Wide in
Mothers and Newborn Children. Environmental Health Perspectives, 2018, 126, 037003. 2.8 61



714

Citation Report

# Article IF Citations

12920
Identification of genes and analysis of prognostic values in nonsmoking females with non-small cell
lung carcinoma by bioinformatics analyses. Cancer Management and Research, 2018, Volume 10,
4287-4295.

0.9 20

12921 Identification of key gene pathways and coexpression networks of islets in human type 2 diabetes.
Diabetes, Metabolic Syndrome and Obesity: Targets and Therapy, 2018, Volume 11, 553-563. 1.1 9

12922 Integrated Multi-omic Analysis of Esthesioneuroblastomas Identifies Two Subgroups Linked to Cell
Ontogeny. Cell Reports, 2018, 25, 811-821.e5. 2.9 44

12923 Tridimensional infiltration of DNA viruses into the host genome shows preferential contact with
active chromatin. Nature Communications, 2018, 9, 4268. 5.8 51

12924 MicroRNA-664-5p promotes myoblast proliferation and inhibits myoblast differentiation by targeting
serum response factor and Wnt1. Journal of Biological Chemistry, 2018, 293, 19177-19190. 1.6 26

12925 Î³â€•Aminobutyric acid receptor alpha 1 subunit loss of function causes genetic generalized epilepsy by
impairing inhibitory network neurodevelopment. Epilepsia, 2018, 59, 2061-2074. 2.6 65

12926 Modulation of astrocyte reactivity improves functional deficits in mouse models of Alzheimerâ€™s
disease. Acta Neuropathologica Communications, 2018, 6, 104. 2.4 134

12928
Loss of histone methyltransferase Ezh2 stimulates an osteogenic transcriptional program in
chondrocytes but does not affect cartilage development. Journal of Biological Chemistry, 2018, 293,
19001-19011.

1.6 50

12929 Elevated Na/H exchanger 1 (SLC9A1) emerges as a marker for tumorigenesis and prognosis in gliomas.
Journal of Experimental and Clinical Cancer Research, 2018, 37, 255. 3.5 45

12930 Long non-coding RNA <i>GAS5</i> and <i>ZFAS1</i> are prognostic markers involved in translation
targeted by <i>miR-940</i> in prostate cancer. Oncotarget, 2018, 9, 1048-1062. 0.8 31

12931 The Roles of Introgression and Climate Change in the Rise to Dominance of Acropora Corals. Current
Biology, 2018, 28, 3373-3382.e5. 1.8 65

12932 Pazopanib-induced changes in protein expression signatures of extracellular vesicles in synovial
sarcoma. Biochemical and Biophysical Research Communications, 2018, 506, 723-730. 1.0 2

12933
Transcription factor Sp2 potentiates binding of the TALE homeoproteins Pbx1:Prep1 and the
histone-fold domain protein Nf-y to composite genomic sites. Journal of Biological Chemistry, 2018,
293, 19250-19262.

1.6 6

12934 Vinclozolin induced epigenetic transgenerational inheritance of pathologies and sperm epimutation
biomarkers for specific diseases. PLoS ONE, 2018, 13, e0202662. 1.1 63

12935 TAOK3 Regulates Canonical TCR Signaling by Preventing Early SHP-1â€“Mediated Inactivation of LCK.
Journal of Immunology, 2018, 201, 3431-3442. 0.4 17

12936 A limited capacity for microglial repopulation in the adult brain. Glia, 2018, 66, 2385-2396. 2.5 65

12937 Cardiomyocyte gene programs encoding morphological and functional signatures in cardiac
hypertrophy and failure. Nature Communications, 2018, 9, 4435. 5.8 201

12938 N6-Methyladenosine Inhibits Local Ribonucleolytic Cleavage to Stabilize mRNAs in Arabidopsis. Cell
Reports, 2018, 25, 1146-1157.e3. 2.9 175



715

Citation Report

# Article IF Citations

12939 m6A facilitates hippocampus-dependent learning and memory through YTHDF1. Nature, 2018, 563,
249-253. 13.7 354

12940 Improving Interpretation of Cardiac Phenotypes and Enhancing Discovery With Expanded Knowledge
in the Gene Ontology. Circulation Genomic and Precision Medicine, 2018, 11, e001813. 1.6 24

12941 Identification and characterization of skin color microRNAs in Koi carp (Cyprinus carpio L.) by
Illumina sequencing. BMC Genomics, 2018, 19, 779. 1.2 27

12942 Predicting survival times for neuroblastoma patients using RNA-seq expression profiles. Biology
Direct, 2018, 13, 11. 1.9 15

12943 Structural Equation Modeling and Whole-Genome Scans Uncover Chromosome Regions and Enriched
Pathways for Carcass and Meat Quality in Beef. Frontiers in Genetics, 2018, 9, 532. 1.1 25

12944 The 7q11.23 Protein DNAJC30 Interacts with ATP Synthase and Links Mitochondria to Brain Development.
Cell, 2018, 175, 1088-1104.e23. 13.5 46

12945 Transcriptional Regulation of Lipophorin Receptors Supports Neuronal Adaptation to Chronic
Elevations of Activity. Cell Reports, 2018, 25, 1181-1192.e4. 2.9 13

12946 Plau and Tgfbr3 are YAP-regulated genes that promote keratinocyte proliferation. Cell Death and
Disease, 2018, 9, 1106. 2.7 20

12947 A single-cell survey of the human first-trimester placenta and decidua. Science Advances, 2018, 4,
eaau4788. 4.7 282

12948 Circulating Plasma microRNAs are Altered with Amyloidosis in a Mouse Model of Alzheimerâ€™s Disease.
Journal of Alzheimer's Disease, 2018, 66, 835-852. 1.2 13

12949
Aspirin promotes apoptosis and inhibits proliferation by blocking G0/G1 into S phase in rheumatoid
arthritis fibroblast-like synoviocytes via downregulation of JAK/STAT3 and NF-ÎºB signaling pathway.
International Journal of Molecular Medicine, 2018, 42, 3135-3148.

1.8 34

12950 Central role of RIPK1-VDAC1 pathway on cardiac impairment in a non-human primate model of
rheumatoid arthritis. Journal of Molecular and Cellular Cardiology, 2018, 125, 50-60. 0.9 13

12951 Chemoenzymatic Approach for the Proteomics Analysis of Mucin-Type Core-1 O-Glycosylation in Human
Serum. Analytical Chemistry, 2018, 90, 12714-12722. 3.2 19

12952 Current Technologies for Complex Glycoproteomics and Their Applications to Biology/Disease-Driven
Glycoproteomics. Journal of Proteome Research, 2018, 17, 4097-4112. 1.8 60

12953 Prolonged inhibition of hepatocellular carcinoma cell proliferation by combinatorial expression of
defined transcription factors. Cancer Science, 2018, 109, 3543-3553. 1.7 33

12954 Pathway-Wide Genetic Risks in Chlamydial Infections Overlap between Tissue Tropisms: A Genome-Wide
Association Scan. Mediators of Inflammation, 2018, 2018, 1-9. 1.4 1

12955 The topology of lymphotoxin Î² receptor accumulated upon endolysosomal dysfunction dictates the
NF-ÎºB signaling outcome. Journal of Cell Science, 2018, 131, . 1.2 7

12956 EBP1 nuclear accumulation negatively feeds back on FERONIA-mediated RALF1 signaling. PLoS Biology,
2018, 16, e2006340. 2.6 66



716

Citation Report

# Article IF Citations

12957 An impaired hepatic clock system effects lipid metabolism in rats with nephropathy. International
Journal of Molecular Medicine, 2018, 42, 2720-2736. 1.8 6

12958 Genome-Scale Brain Metabolic Networks as Scaffolds for the Systems Biology of Neurodegenerative
Diseases: Mapping Metabolic Alterations. Advances in Neurobiology, 2018, 21, 195-217. 1.3 2

12959 Deep sequencing of primary human lung epithelial cells challenged with H5N1 influenza virus reveals
a proviral role for CEACAM1. Scientific Reports, 2018, 8, 15468. 1.6 8

12960 Alteration of the colostrum whey proteome in mothers with gestational hypothyroidism. PLoS ONE,
2018, 13, e0205987. 1.1 4

12961 Genome-Wide Investigation of Genes Regulated by ERÎ± in Breast Cancer Cells. Molecules, 2018, 23, 2543. 1.7 10

12962 Reticular adhesions are a distinct class of cell-matrix adhesions that mediate attachment during
mitosis. Nature Cell Biology, 2018, 20, 1290-1302. 4.6 110

12963 Spatial confinement downsizes the inflammatory response of macrophages. Nature Materials, 2018, 17,
1134-1144. 13.3 167

12964 A biobank of patient-derived pediatric brain tumor models. Nature Medicine, 2018, 24, 1752-1761. 15.2 124

12965 Prediction of Target Genes and Pathways Associated With Cetuximab Insensitivity in Colorectal
Cancer. Technology in Cancer Research and Treatment, 2018, 17, 153303381880690. 0.8 11

12966 DermaGene and VitmiRS: a comprehensive systems analysis of genetic dermatological disorders.
Biomedical Dermatology, 2018, 2, . 7.6 1

12967 Genome-wide analysis of DNA methylation to identify genes and pathways associated with male
sterility in soybean. Molecular Breeding, 2018, 38, 1. 1.0 7

12968 Analysis of DNA methylome and transcriptome profiling following Gibberellin A3 (GA3) foliar
application in Nicotiana tabacum L.. Indian Journal of Plant Physiology, 2018, 23, 543-556. 0.8 2

12969 Computational systems biology approach to identify novel pharmacological targets for diabetic
retinopathy. Biochemical Pharmacology, 2018, 158, 13-26. 2.0 43

12970 Integrative analysis identified mediation effects of lncRNAs on the correlations between methylation
and mRNA. International Journal of Biochemistry and Cell Biology, 2018, 104, 66-72. 1.2 0

12971 Sarcomere gene variants act as a genetic trigger underlying the development of left ventricular
noncompaction. Pediatric Research, 2018, 84, 733-742. 1.1 26

12972 High-Reynolds Microfluidic Sorting of Large Yeast Populations. Scientific Reports, 2018, 8, 13739. 1.6 8

12973 Functional Proteomics and Deep Network Interrogation Reveal a Complex Mechanism of Action of
Midostaurin in Lung Cancer Cells. Molecular and Cellular Proteomics, 2018, 17, 2434-2447. 2.5 17

12974 Insights into respiratory disease through bioinformatics. Respirology, 2018, 23, 1117-1126. 1.3 19



717

Citation Report

# Article IF Citations

12975 Pathway analysis using XGBoost classification in Biomedical Data. , 2018, , . 24

12976 Genome-wide association study provides insights into genes related with horn development in Nelore
beef cattle. PLoS ONE, 2018, 13, e0202978. 1.1 12

12977 Gene Expression Analysis Reveals Novel Gene Signatures Between Young and Old Adults in Human
Prefrontal Cortex. Frontiers in Aging Neuroscience, 2018, 10, 259. 1.7 27

12978
Transcriptomic Signature of Right Ventricular Failure in Experimental Pulmonary Arterial
Hypertension: Deep Sequencing Demonstrates Mitochondrial, Fibrotic, Inflammatory and Angiogenic
Abnormalities. International Journal of Molecular Sciences, 2018, 19, 2730.

1.8 43

12979 Identifying miRNAâ€‘mRNA regulation network of major depressive disorder in ovarian cancer patients.
Oncology Letters, 2018, 16, 5375-5382. 0.8 25

12980 Rewiring of cisplatin-resistant bladder cancer cells through epigenetic regulation of genes involved
in amino acid metabolism. Theranostics, 2018, 8, 4520-4534. 4.6 40

12981 RNAâ€•seq: Basic Bioinformatics Analysis. Current Protocols in Molecular Biology, 2018, 124, e68. 2.9 44

12982 <i>Streptococcus suis</i> synthesizes deoxyadenosine and adenosine by 5â€™-nucleotidase to dampen
host immune responses. Virulence, 2018, 9, 1509-1520. 1.8 24

12983 Integrative Brain Transcriptome Analysis Reveals Region-Specific and Broad Molecular Changes in
Shank3-Overexpressing Mice. Frontiers in Molecular Neuroscience, 2018, 11, 250. 1.4 44

12984 Proteomic Identification of Novel Plasma Biomarkers and Pathobiologic Pathways in Alcoholic Acute
Pancreatitis. Frontiers in Physiology, 2018, 9, 1215. 1.3 12

12985 Dme-Hsa Disease Database (DHDD): Conserved Human Disease-Related miRNA and Their Targeting Genes
in Drosophila melanogaster. International Journal of Molecular Sciences, 2018, 19, 2642. 1.8 6

12986 The influence of retinoic acid-induced differentiation on the radiation response of male germline
stem cells. DNA Repair, 2018, 70, 55-66. 1.3 22

12987 Chromatin de-condensation by switching substrate elasticity. Scientific Reports, 2018, 8, 12655. 1.6 14

12988 Genetic screen identifies adaptive aneuploidy as a key mediator of ER stress resistance in yeast.
Proceedings of the National Academy of Sciences of the United States of America, 2018, 115, 9586-9591. 3.3 31

12989
Genome wide DNA differential methylation regions in colorectal cancer patients in relation to blood
related family members, obese and non-obese controls - a preliminary report. Oncotarget, 2018, 9,
25557-25571.

0.8 3

12990 The Long Noncoding RNA Lncenc1 Maintains Naive States of Mouse ESCs by Promoting the Glycolysis
Pathway. Stem Cell Reports, 2018, 11, 741-755. 2.3 41

12991
A gene co-expression module implicating the mitochondrial electron transport chain is associated
with long-term response to lithium treatment in bipolar affective disorder. Translational Psychiatry,
2018, 8, 183.

2.4 21

12992 Integration of gene interaction information into a reweighted random survival forest approach for
accurate survival prediction and survival biomarker discovery. Scientific Reports, 2018, 8, 13202. 1.6 14



718

Citation Report

# Article IF Citations

12993 Pairs of Adjacent Conserved Noncoding Elements Separated by Conserved Genomic Distances Act as
Cis-Regulatory Units. Genome Biology and Evolution, 2018, 10, 2535-2550. 1.1 1

12994 Population genomics and morphometric assignment of western honey bees (Apis mellifera L.) in the
Republic of South Africa. BMC Genomics, 2018, 19, 615. 1.2 18

12995 Genome organization and chromatin analysis identify transcriptional downregulation of insulin-like
growth factor signaling as a hallmark of aging in developing B cells. Genome Biology, 2018, 19, 126. 3.8 29

12996
Proteomic Analysis Reveals That an Extract of the Plant <i>Lippia origanoides</i> Suppresses
Mitochondrial Metabolism in Triple-Negative Breast Cancer Cells. Journal of Proteome Research, 2018,
17, 3370-3383.

1.8 20

12997 Genome-wide transcriptome analysis using RNA-Seq reveals a large number of differentially expressed
genes in a transient MCAO rat model. BMC Genomics, 2018, 19, 655. 1.2 51

12998 Bioinformatics identification of potential candidate blood indicators for doxorubicinâ€‘induced heart
failure. Experimental and Therapeutic Medicine, 2018, 16, 2534-2544. 0.8 6

12999 Sleep and circadian abnormalities precede cognitive deficits in R521C FUS knockin rats. Neurobiology
of Aging, 2018, 72, 159-170. 1.5 25

13000 Targeting LRP8 inhibits breast cancer stem cells in triple-negative breast cancer. Cancer Letters, 2018,
438, 165-173. 3.2 28

13001 Lysophosphatidylcholine induces expression of genes involved in cholesterol biosynthesis in THP-1
derived macrophages. Steroids, 2018, 139, 28-34. 0.8 10

13002 Transcriptome profiling of the cardiac neural crest reveals a critical role for MafB. Developmental
Biology, 2018, 444, S209-S218. 0.9 23

13003 Context-dependent prediction of protein complexes by SiComPre. Npj Systems Biology and Applications,
2018, 4, 37. 1.4 2

13004 Large-scale investigation of the reasons why potentially important genes are ignored. PLoS Biology,
2018, 16, e2006643. 2.6 188

13005 Integrated Phosphoproteome and Transcriptome Analysis Reveals Chlamydia-induced
Epithelial-to-mesenchymal Transition in Host Cells. SSRN Electronic Journal, 0, , . 0.4 0

13006 Stable Histone Methylation Changes at Proteoglycan Network Genes Following Ethanol Exposure.
Frontiers in Genetics, 2018, 9, 346. 1.1 14

13007 Risk assessment model constructed by differentially expressed lncRNAs for the prognosis of glioma.
Oncology Reports, 2018, 40, 2467-2476. 1.2 6

13008 Aging and Aging-Related Diseases. Advances in Experimental Medicine and Biology, 2018, , . 0.8 15

13009 Differentiation-state plasticity is a targetable resistance mechanism in basal-like breast cancer. Nature
Communications, 2018, 9, 3815. 5.8 137

13010 Regional Differences in mRNA and lncRNA Expression Profiles in Non-Failing Human Atria and
Ventricles. Scientific Reports, 2018, 8, 13919. 1.6 30



719

Citation Report

# Article IF Citations

13011 Clonal Heterogeneity Reflected by PI3K-AKT-mTOR Signaling in Human Acute Myeloid Leukemia Cells and
Its Association with Adverse Prognosis. Cancers, 2018, 10, 332. 1.7 24

13012 DNA topoisomerase 1 and 2A function as oncogenes in liver cancer and may be direct targets of
nitidine chloride. International Journal of Oncology, 2018, 53, 1897-1912. 1.4 50

13013 The Histone Demethylase LSD1 Regulates B Cell Proliferation and Plasmablast Differentiation. Journal
of Immunology, 2018, 201, 2799-2811. 0.4 43

13014 Quantitative Proteomic Analysis Reveals Caffeineâ€•Perturbed Proteomic Profiles in Normal Bladder
Epithelial Cells. Proteomics, 2018, 18, e1800190. 1.3 7

13015 A variant NuRD complex containing PWWP2A/B excludes MBD2/3 to regulate transcription at active
genes. Nature Communications, 2018, 9, 3798. 5.8 40

13016 In vivo genome-wide binding interactions of mouse and human constitutive androstane receptors
reveal novel gene targets. Nucleic Acids Research, 2018, 46, 8385-8403. 6.5 27

13017 Generation of human oogonia from induced pluripotent stem cells in vitro. Science, 2018, 362, 356-360. 6.0 221

13018 Genome-wide identification of tissue-specific long non-coding RNA in three farm animal species. BMC
Genomics, 2018, 19, 684. 1.2 118

13019
Integrative analysis of the cancer genome atlas and cancer cell lines encyclopedia large-scale genomic
databases: MUC4/MUC16/MUC20 signature is associated with poor survival in human carcinomas.
Journal of Translational Medicine, 2018, 16, 259.

1.8 60

13020 Proteoglycan Chemical Diversity Drives Multifunctional Cell Regulation and Therapeutics. Chemical
Reviews, 2018, 118, 9152-9232. 23.0 253

13021 The kinases HipA and HipA7 phosphorylate different substrate pools in <i>Escherichia coli</i> to
promote multidrug tolerance. Science Signaling, 2018, 11, . 1.6 52

13022 Identification of the Differentially Expressed microRNAs Involved in Cleft Palate Induced by Retinoic
Acid (RA) in Mouse Model. Journal of Hard Tissue Biology, 2018, 27, 243-249. 0.2 1

13023 Region-Resolved Quantitative Proteome Profiling Reveals Molecular Dynamics Associated With
Chronic Pain in the PNS and Spinal Cord. Frontiers in Molecular Neuroscience, 2018, 11, 259. 1.4 16

13024 OBSOLETE: Bioinformatics Principles for Deciphering Cardiovascular Diseases. , 2018, , . 1

13025 Genome wide association study identifies novel potential candidate genes for bovine milk cholesterol
content. Scientific Reports, 2018, 8, 13239. 1.6 25

13026 Sex-specific patterns of gene expression following influenza vaccination. Scientific Reports, 2018, 8,
13517. 1.6 12

13027 A High-Resolution Proteomic Landscaping of Primary Human Dental Stem Cells: Identification of SHED-
and PDLSC-Specific Biomarkers. International Journal of Molecular Sciences, 2018, 19, 158. 1.8 16

13028 Doxorubicin induces an extensive transcriptional and metabolic rewiring in yeast cells. Scientific
Reports, 2018, 8, 13672. 1.6 104



720

Citation Report

# Article IF Citations

13029
The TEA domain family transcription factor TEAD4 represses murine adipogenesis by recruiting the
cofactors VGLL4 and CtBP2 into a transcriptional complex. Journal of Biological Chemistry, 2018, 293,
17119-17134.

1.6 27

13030
Environmental toxicant induced epigenetic transgenerational inheritance of ovarian pathology and
granulosa cell epigenome and transcriptome alterations: ancestral origins of polycystic ovarian
syndrome and primary ovarian insufficiency. Epigenetics, 2018, 13, 875-895.

1.3 51

13031 Largeâ€•scale identification of functional microRNA targeting reveals cooperative regulation of the
hemostatic system. Journal of Thrombosis and Haemostasis, 2018, 16, 2233-2245. 1.9 30

13032 Singleâ€•cell transcriptomics reveals distinct inflammationâ€•induced microglia signatures. EMBO Reports,
2018, 19, . 2.0 186

13033 Multi-Tissue Transcriptome Profiling of North American Derived Atlantic Salmon. Frontiers in
Genetics, 2018, 9, 369. 1.1 11

13034 Pseudomonas aeruginosa Quorum-Sensing and Type VI Secretion System Can Direct Interspecific
Coexistence During Evolution. Frontiers in Microbiology, 2018, 9, 2287. 1.5 22

13035 A Genome-Wide Association Study of Idiopathic Dilated Cardiomyopathy in African Americans. Journal
of Personalized Medicine, 2018, 8, 11. 1.1 38

13036 System analysis of teratozoospermia mRNA profile based on integrated bioinformatics tools.
Molecular Medicine Reports, 2018, 18, 1297-1304. 1.1 10

13037 T cell immunomodulation by clinically used allogeneic human cancellous bone fragments: a potential
novel immunotherapy tool. Scientific Reports, 2018, 8, 13535. 1.6 11

13038 Differential HDAC1/2 network analysis reveals a role for prefoldin/CCT in HDAC1/2 complex assembly.
Scientific Reports, 2018, 8, 13712. 1.6 32

13039 Gene expression profile analysis of aortic vascular smooth muscle cells reveals upregulation of
cadherin genes in myocardial infarction patients. Physiological Genomics, 2018, 50, 648-657. 1.0 18

13040 An integrated strategy for identifying new targets and inferring the mechanism of action: taking rhein
as an example. BMC Bioinformatics, 2018, 19, 315. 1.2 9

13041 Stress signaling in breast cancer cells induces matrix components that promote chemoresistant
metastasis. EMBO Molecular Medicine, 2018, 10, . 3.3 77

13042 Leptin Stimulates Cellular Glycolysis Through a STAT3 Dependent Mechanism in Tilapia. Frontiers in
Endocrinology, 2018, 9, 465. 1.5 22

13043 Mapping molecular landmarks of human skeletal ontogeny and pluripotent stem cell-derived articular
chondrocytes. Nature Communications, 2018, 9, 3634. 5.8 49

13044 Preâ€• and postâ€•puberty expression of genes and proteins in the uterus of <i>Bos indicus</i> heifers: the
luteal phase effect postâ€•puberty. Animal Genetics, 2018, 49, 539-549. 0.6 20

13045 Immune response to influenza vaccination in the elderly is altered by chronic medication use.
Immunity and Ageing, 2018, 15, 19. 1.8 23

13046 Epigenomic plasticity of Arabidopsis msh1 mutants under prolonged cold stress. Plant Direct, 2018, 2,
e00079. 0.8 16



721

Citation Report

# Article IF Citations

13047 An immunoregulatory and tissue-residency program modulated by c-MAF in human TH17 cells. Nature
Immunology, 2018, 19, 1126-1136. 7.0 77

13048 Transcriptome sequencing reveals key potential long non-coding RNAs related to duration of fertility
trait in the uterovaginal junction of egg-laying hens. Scientific Reports, 2018, 8, 13185. 1.6 12

13049 DES-Mutation: System for Exploring Links of Mutations and Diseases. Scientific Reports, 2018, 8, 13359. 1.6 13

13050 Cell type-resolved human lung lipidome reveals cellular cooperation in lung function. Scientific
Reports, 2018, 8, 13455. 1.6 31

13051 Engineering TATA-binding protein Spt15 to improve ethanol tolerance and production in
Kluyveromyces marxianus. Biotechnology for Biofuels, 2018, 11, 207. 6.2 34

13052 Genome-Wide Characterization of Selection Signatures and Runs of Homozygosity in Ugandan Goat
Breeds. Frontiers in Genetics, 2018, 9, 318. 1.1 126

13053 Exosomes: Cellular capsules for drug delivery in Parkinsonâ€™s disease. , 2018, , 91-151. 3

13054 Peri-conceptional nutritional restriction alters transcriptomic profile in the peri-implantation pig
embryos. Animal Reproduction Science, 2018, 197, 305-316. 0.5 8

13055 Transforming Growth Factor Beta Signaling in Dendritic Cells Is Required for Immunotolerance to
Sperm in the Epididymis. Frontiers in Immunology, 2018, 9, 1882. 2.2 25

13056 Cxxc Finger Protein 1 Positively Regulates GM-CSF-Derived Macrophage Phagocytosis Through
Csf2rÎ±-Mediated Signaling. Frontiers in Immunology, 2018, 9, 1885. 2.2 15

13057 Quantitative RNA-seq Analysis Unveils Osmotic and Thermal Adaptation Mechanisms Relevant for
Ectoine Production in Chromohalobacter salexigens. Frontiers in Microbiology, 2018, 9, 1845. 1.5 21

13058 Co-Expression of the Epstein-Barr Virus-Encoded Latent Membrane Proteins and the Pathogenesis of
Classic Hodgkin Lymphoma. Cancers, 2018, 10, 285. 1.7 15

13059 Proteomic profiling for plasma biomarkers of tuberculosis progression. Molecular Medicine Reports,
2018, 18, 1551-1559. 1.1 16

13060 Developing DNA methylationâ€•based prognostic biomarkers of acute myeloid leukemia. Journal of
Cellular Biochemistry, 2018, 119, 10041-10050. 1.2 4

13061 Identification of hub genes and analysis of prognostic values in pancreatic ductal adenocarcinoma by
integrated bioinformatics methods. Molecular Biology Reports, 2018, 45, 1799-1807. 1.0 22

13062 Protective effects of 2,3,5,4â€•tetrahydroxystilbeneâ€•2â€•oâ€•Î²â€•Dâ€•glucoside against osteoporosis: Current
knowledge and proposed mechanisms. International Journal of Rheumatic Diseases, 2018, 21, 1504-1513. 0.9 4

13063 Whole Transcriptome Sequencing Analysis of the Synergistic Antimicrobial Effect of Metal Oxide
Nanoparticles and Ajoene on Campylobacter jejuni. Frontiers in Microbiology, 2018, 9, 2074. 1.5 10

13064 Genomeâ€‘scale analysis to identify potential prognostic microRNA biomarkers for predicting overall
survival in patients with colon adenocarcinoma. Oncology Reports, 2018, 40, 1947-1958. 1.2 25



722

Citation Report

# Article IF Citations

13065 Transcriptomic analysis of the oviduct of pigs during the peri-conceptional period. Animal
Reproduction Science, 2018, 197, 278-289. 0.5 9

13066 A kernel machine method for detecting higher order interactions in multimodal datasets: Application
to schizophrenia. Journal of Neuroscience Methods, 2018, 309, 161-174. 1.3 16

13067 A novel environment-evoked transcriptional signature predicts reactivity in single dentate granule
neurons. Nature Communications, 2018, 9, 3084. 5.8 72

13068 Predicting the evolution of Escherichia coli by a data-driven approach. Nature Communications, 2018,
9, 3562. 5.8 26

13069 Genome-wide association analyses identify 39 new susceptibility loci for diverticular disease. Nature
Genetics, 2018, 50, 1359-1365. 9.4 93

13070 High-throughput gene expression analysis identifies p53-dependent and -independent pathways
contributing to the adrenocortical dysplasia (acd) phenotype. Gene, 2018, 679, 219-231. 1.0 0

13071 Integrated profiling of long non-coding RNAs and mRNAs identifies novel regulators associated with
liver fibrosis. Pathology Research and Practice, 2018, 214, 1794-1803. 1.0 7

13072 Integrated analysis of a competing endogenous RNA network reveals key lncRNAs as potential
prognostic biomarkers for human bladder cancer. Medicine (United States), 2018, 97, e11887. 0.4 39

13073 Impact of non-LTR retrotransposons in the differentiation and evolution of anatomically modern
humans. Mobile DNA, 2018, 9, 28. 1.3 18

13074 Differentially expressed miRNAs in premature infants with retinopathy-a bioinformatics analysis.
International Journal of Ophthalmology, 2018, 11, 773-779. 0.5 4

13075 Nutrient-Driven O-GlcNAcylation at Promoters Impacts Genome-Wide RNA Pol II Distribution. Frontiers
in Endocrinology, 2018, 9, 521. 1.5 13

13076 Microarray data analysis to identify differentially expressed genes and biological pathways associated
with asthma. Experimental and Therapeutic Medicine, 2018, 16, 1613-1620. 0.8 2

13077 Genome-Wide Expression Profiles for Ischemic Stroke: A Meta-Analysis. Journal of Stroke and
Cerebrovascular Diseases, 2018, 27, 3336-3341. 0.7 3

13078 Nrf2 negatively regulates STING indicating a link between antiviral sensing and metabolic
reprogramming. Nature Communications, 2018, 9, 3506. 5.8 192

13079 An integrative piRNA analysis of mouse gametes and zygotes reveals new potential origins and gene
regulatory roles. Scientific Reports, 2018, 8, 12832. 1.6 19

13080 Methylglyoxal-derived posttranslational arginine modifications are abundant histone marks.
Proceedings of the National Academy of Sciences of the United States of America, 2018, 115, 9228-9233. 3.3 123

13081 Population genomics of wild Chinese rhesus macaques reveals a dynamic demographic history and
local adaptation, with implications for biomedical research. GigaScience, 2018, 7, . 3.3 27

13082 Single-cell RNA-sequencing reveals the existence of naive and primed pluripotency in pre-implantation
rhesus monkey embryos. Genome Research, 2018, 28, 1481-1493. 2.4 25



723

Citation Report

# Article IF Citations

13083 Narciclasine induces autophagyâ€•dependent apoptosis in tripleâ€•negative breast cancer cells by regulating
the AMPKâ€•ULK1 axis. Cell Proliferation, 2018, 51, e12518. 2.4 42

13084 Sparse Gene Coexpression Network Analysis Reveals EIF3J-AS1 as a Prognostic Marker for Breast
Cancer. Complexity, 2018, 2018, 1-12. 0.9 2

13085 Distinct molecular pathways in ovarian endometrioid adenocarcinoma with concurrent
endometriosis. International Journal of Cancer, 2018, 143, 2505-2515. 2.3 12

13086 Prediction of Novel Drugs and Diseases for Hepatocellular Carcinoma Based on Multi-Source
Simulated Annealing Based Random Walk. Journal of Medical Systems, 2018, 42, 188. 2.2 2

13087 Light Affects Mood and Learning through Distinct Retina-Brain Pathways. Cell, 2018, 175, 71-84.e18. 13.5 316

13088 Short-Term Mitochondrial Permeability Transition Pore Opening Modulates Histone Lysine
Methylation at the Early Phase of Somatic Cell Reprogramming. Cell Metabolism, 2018, 28, 935-945.e5. 7.2 36

13089
iTRAQ-based secretome reveals that SiO2 induces the polarization of RAW264.7 macrophages by
activation of the NOD-RIP2-NF-ÎºB signaling pathway. Environmental Toxicology and Pharmacology, 2018,
63, 92-102.

2.0 14

13090 Full-length human CCBE1 production and purification: leveraging bioprocess development for high
quality glycosylation attributes and functionality. Journal of Biotechnology, 2018, 285, 6-14. 1.9 2

13091 Nuclear YAP localization as a key regulator of podocyte function. Cell Death and Disease, 2018, 9, 850. 2.7 27

13092 Clampdown of inflammation in aging and anticancer therapies by limiting upregulation and activation
of GPCR, CXCR4. Npj Aging and Mechanisms of Disease, 2018, 4, 9. 4.5 8

13093
Differential proteomic analysis of endometrial fluid suggests increased inflammation and impaired
glucose metabolism in non-implantative IVF cycles and pinpoints PYGB as a putative implantation
marker. Human Reproduction, 2018, 33, 1898-1906.

0.4 38

13094 iTRAQ-based analysis of sperm proteome from normozoospermic men achieving the rescue-ICSI
pregnancy after the IVF failure. Clinical Proteomics, 2018, 15, 27. 1.1 19

13095 A map of gene expression in neutrophil-like cell lines. BMC Genomics, 2018, 19, 573. 1.2 100

13096 Differentially expressed proteins in positive versus negative HNSCC lymph nodes. BMC Medical
Genomics, 2018, 11, 73. 0.7 6

13097 In Vitro Mimicking of Estrous Cycle Stages: Dissecting the Impact of Estradiol and Progesterone on
Oviduct Epithelium. Endocrinology, 2018, 159, 3421-3432. 1.4 14

13098 A simple computer vision pipeline reveals the effects of isolation on social interaction dynamics in
Drosophila. PLoS Computational Biology, 2018, 14, e1006410. 1.5 20

13099 Transcriptome analysis of pecan seeds at different developing stages and identification of key genes
involved in lipid metabolism. PLoS ONE, 2018, 13, e0195913. 1.1 8

13100 Genomic variants in an inbred mouse model predict mania-like behaviors. PLoS ONE, 2018, 13, e0197624. 1.1 1



724

Citation Report

# Article IF Citations

13101 Roles and mechanisms of action of HNFâ€‘4Î± inï¿½theï¿½hepatic differentiation of WBâ€‘F344 cells. International
Journal of Molecular Medicine, 2019, 43, 1021-1032. 1.8 2

13102 CD40L/IL-4â€“stimulated CLL demonstrates variation in translational regulation of DNA damage
response genes including ATM. Blood Advances, 2018, 2, 1869-1881. 2.5 15

13103 Plasma proteomic analysis of systemic lupus erythematosus patients using liquid
chromatography/tandem mass spectrometry with label-free quantification. PeerJ, 2018, 6, e4730. 0.9 14

13104 In vivo response of xanthosine on mammary gene expression of lactating Beetal goat. Molecular
Biology Reports, 2018, 45, 581-590. 1.0 5

13105 Reconstruction of the genome-scale co-expression network for the Hippo signaling pathway in
colorectal cancer. Computers in Biology and Medicine, 2018, 99, 76-84. 3.9 8

13106 The conserved RNA recognition motif and C3H1 domain of the Not4 ubiquitin ligase regulate in vivo
ligase function. Scientific Reports, 2018, 8, 8163. 1.6 11

13107 <i><scp>eIF</scp>2</i>Î², a subunit of translationâ€•initiation factor <scp>EIF</scp>2, is a potential
therapeutic target for nonâ€•small cell lung cancer. Cancer Science, 2018, 109, 1843-1852. 1.7 20

13108 Combined analysis of genome-wide expression profiling of maize (Zea mays L.) leaves infected with
Ustilago maydis. Genome, 2018, 61, 505-513. 0.9 2

13109 Proteomic analysis of Tn-bearing glycoproteins from different stages of melanoma cells reveals new
biomarkers. Biochimie, 2018, 151, 14-26. 1.3 6

13110 From lipid locus to drug target through human genomics. Cardiovascular Research, 2018, 114,
1258-1270. 1.8 17

13111 Correlating cellular features with gene expression using CCA. , 2018, , . 7

13112
2-Deoxy- d -glucose increases GFAT1 phosphorylation resulting in endoplasmic reticulum-related
apoptosis via disruption of protein N -glycosylation in pancreatic cancer cells. Biochemical and
Biophysical Research Communications, 2018, 501, 668-673.

1.0 23

13113
Comparative analysis of long non-coding RNAs in Atlantic and Coho salmon reveals divergent
transcriptome responses associated with immunity and tissue repair during sea lice infestation.
Developmental and Comparative Immunology, 2018, 87, 36-50.

1.0 40

13114 Predicted miRNA-mRNA-mediated posttranscriptional control associated with differences in cervical
and thoracic thymus function. Molecular Immunology, 2018, 99, 39-52. 1.0 5

13115 FAM188B enhances cell survival via interaction with USP7. Cell Death and Disease, 2018, 9, 633. 2.7 11

13116 Pathway-structured predictive modeling for multi-level drug response in multiple myeloma.
Bioinformatics, 2018, 34, 3609-3615. 1.8 3

13117 mRNA transcript distribution bias between <i>Borrelia burgdorferi</i> bacteria and their outer
membrane vesicles. FEMS Microbiology Letters, 2018, 365, . 0.7 22

13118 SILAC-based phosphoproteomics reveals new PP2A-Cdc55-regulated processes in budding yeast.
GigaScience, 2018, 7, . 3.3 24



725

Citation Report

# Article IF Citations

13119 Inherited DNA methylation primes the establishment of accessible chromatin during genome
activation. Genome Research, 2018, 28, 998-1007. 2.4 54

13120 Varicella-Zoster Virus ORF9p Binding to Cellular Adaptor Protein Complex 1 Is Important for Viral
Infectivity. Journal of Virology, 2018, 92, . 1.5 13

13121 Rapid and Dynamic Alternative Splicing Impacts the Arabidopsis Cold Response Transcriptome. Plant
Cell, 2018, 30, 1424-1444. 3.1 294

13122 Risk factors for vitamin D deficiency in sickle cell disease. British Journal of Haematology, 2018, 181,
828-835. 1.2 16

13123 Cytoplasmic Relocalization and Colocalization with Viroplasms of Host Cell Proteins, and Their Role
in Rotavirus Infection. Journal of Virology, 2018, 92, . 1.5 25

13124 Methyl-CpG-binding protein 2 mediates antifibrotic effects in scleroderma fibroblasts. Annals of the
Rheumatic Diseases, 2018, 77, annrheumdis-2018-213022. 0.5 36

13125 Reporter Gene Assays Using Transfectable Functional Genomics Libraries. Methods in Molecular
Biology, 2018, 1755, 107-120. 0.4 0

13126 Transcriptome Analysis of Potential miRNA Involved in Adipogenic Differentiation of C2C12 Myoblasts.
Lipids, 2018, 53, 375-386. 0.7 18

13127 Investigation of the molecular mechanisms of hepatic injury upon naphthalene exposure in zebrafish
(Danio rerio). Ecotoxicology, 2018, 27, 650-660. 1.1 8

13128 miRNAs that Induce Human Cardiomyocyte Proliferation Converge on the Hippo Pathway. Cell Reports,
2018, 23, 2168-2174. 2.9 73

13129 Detecting pathway biomarkers of diabetic progression with differential entropy. Journal of
Biomedical Informatics, 2018, 82, 143-153. 2.5 16

13130 Hematopoietic Stem Cells but Not Multipotent Progenitors Drive Erythropoiesis during Chronic
Erythroid Stress in EPO Transgenic Mice. Stem Cell Reports, 2018, 10, 1908-1919. 2.3 28

13131 Abnormally high expression of POLD1, MCM2, and PLK4 promotes relapse of acute lymphoblastic
leukemia. Medicine (United States), 2018, 97, e10734. 0.4 14

13132 Bim regulates the survival and suppressive capability of CD8+ FOXP3+ regulatory T cells during murine
GVHD. Blood, 2018, 132, 435-447. 0.6 31

13133 Identification of potential key genes and high-frequency mutant genes in prostate cancer by using
RNA-Seq data. Oncology Letters, 2018, 15, 4550-4556. 0.8 4

13134 Gene Expression Analysis. Methods in Molecular Biology, 2018, , . 0.4 3

13135 A Five-microRNA Signature for Survival Prognosis in Pancreatic Adenocarcinoma based on TCGA Data.
Scientific Reports, 2018, 8, 7638. 1.6 51

13136 Mechanisms of skeletal muscle wasting in a mouse model for myotonic dystrophy type 1. Human
Molecular Genetics, 2018, 27, 2789-2804. 1.4 32



726

Citation Report

# Article IF Citations

13137 Circular RNAs are differentially expressed in liver ischemia/reperfusion injury model. Journal of
Cellular Biochemistry, 2018, 119, 7397-7405. 1.2 12

13138 Early lineage segregation of multipotent embryonic mammary gland progenitors. Nature Cell Biology,
2018, 20, 666-676. 4.6 124

13139 Pervasive introgression facilitated domestication and adaptation in the Bos species complex. Nature
Ecology and Evolution, 2018, 2, 1139-1145. 3.4 157

13140 Targeting skeletal endothelium to ameliorate bone loss. Nature Medicine, 2018, 24, 823-833. 15.2 218

13141 Mistimed food intake and sleep alters 24-hour time-of-day patterns of the human plasma proteome.
Proceedings of the National Academy of Sciences of the United States of America, 2018, 115, E5390-E5399. 3.3 82

13142
Effects of 4-Hydroxy-2,3,3â€²,4â€²,5-Pentachlorobiphenyl (4-OH-CB107) on Liver Transcriptome in Rats:
Implication in the Disruption of Circadian Rhythm and Fatty Acid Metabolism. Toxicological Sciences,
2018, 165, 118-130.

1.4 9

13143 <scp>DDX</scp>3X <scp>RNA</scp> helicase affects breast cancer cell cycle progression by regulating
expression of <scp>KLF</scp>4. FEBS Letters, 2018, 592, 2308-2322. 1.3 32

13144
Hippocampal lipidome and transcriptome profile alterations triggered by acute exposure of mice to
<scp>GSM</scp> 1800 <scp>MH</scp>z mobile phone radiation: An exploratory study. Brain and
Behavior, 2018, 8, e01001.

1.0 26

13145 Pigmentation Is Associated with Stemness Hierarchy of Progenitor Cells Within Cultured Limbal
Epithelial Cells. Stem Cells, 2018, 36, 1411-1420. 1.4 17

13146 Comparative proteome analysis of the capsule from patients with frozen shoulder. Journal of
Shoulder and Elbow Surgery, 2018, 27, 1770-1778. 1.2 18

13147 Chondrogenic differentiation in vitro of hiPSCs activates pathways engaged in limb development.
Stem Cell Research, 2018, 30, 53-60. 0.3 7

13148 Effects of Maternal Vitamin D Supplementation on the Maternal and Infant Epigenome. Breastfeeding
Medicine, 2018, 13, 371-380. 0.8 48

13149 Distinct prognostic value of mRNA expression of guanylate-binding protein genes in skin cutaneous
melanoma. Oncology Letters, 2018, 15, 7914-7922. 0.8 46

13150 PUF60-activated exons uncover altered 3â€² splice-site selection by germline missense mutations in a
single RRM. Nucleic Acids Research, 2018, 46, 6166-6187. 6.5 37

13151 Derepression of co-silenced tumor suppressor genes by nanoparticle-loaded circular ssDNA reduces
tumor malignancy. Science Translational Medicine, 2018, 10, . 5.8 23

13152 Urinary transcriptomics reveals patterns associated with subclinical injury of the renal allograft.
Biomarkers in Medicine, 2018, 12, 427-438. 0.6 3

13153 Transcription Factor NFAT5 Promotes Migration and Invasion of Rheumatoid Synoviocytes via
Coagulation Factor III and CCL2. Journal of Immunology, 2018, 201, 359-370. 0.4 17

13154 Molecular characterization of physis tissue by RNA sequencing. Gene, 2018, 668, 87-96. 1.0 18



727

Citation Report

# Article IF Citations

13155 Glutaredoxin Deletion Shortens Chronological Life Span in <i>Saccharomyces cerevisiae</i> via
ROS-Mediated Ras/PKA Activation. Journal of Proteome Research, 2018, 17, 2318-2327. 1.8 16

13156
Contrasting Patterns of Genomic Diversity Reveal Accelerated Genetic Drift but Reduced Directional
Selection on X-Chromosome in Wild and Domestic Sheep Species. Genome Biology and Evolution, 2018,
10, 1282-1297.

1.1 23

13157 Metabolomic and Proteomic Analyses of Mouse Primordial Germ Cells. Methods in Molecular Biology,
2018, 2045, 259-269. 0.4 2

13158 Effects on the hepatic transcriptome of chicken embryos in ovo exposed to phenobarbital.
Ecotoxicology and Environmental Safety, 2018, 160, 94-103. 2.9 6

13159 Investigation of nonalcoholic fatty liver disease-induced drug metabolism by comparative global
toxicoproteomics. Toxicology and Applied Pharmacology, 2018, 352, 28-37. 1.3 7

13160 Transcriptome analysis of the adult human Klinefelter testis and cellularity-matched controls
reveals disturbed differentiation of Sertoli- and Leydig cells. Cell Death and Disease, 2018, 9, 586. 2.7 33

13161 A map of the PGC-1Î±- and NT-PGC-1Î±-regulated transcriptional network in brown adipose tissue. Scientific
Reports, 2018, 8, 7876. 1.6 29

13162 Loss of TIGAR Induces Oxidative Stress and Meiotic Defects in Oocytes from Obese Mice. Molecular
and Cellular Proteomics, 2018, 17, 1354-1364. 2.5 38

13163 Global methylation profiles in buccal cells of long-term smokers and moist snuff consumers.
Biomarkers, 2018, 23, 625-639. 0.9 11

13164
Bioinformatics functional analysis of let-7a, miR-34a, and miR-199a/b reveals novel insights into immune
system pathways and cancer hallmarks for hepatocellular carcinoma. Tumor Biology, 2018, 40,
101042831877367.

0.8 12

13165 Factor XIIIAâ€”expressing inflammatory monocytes promote lung squamous cancer through fibrin
cross-linking. Nature Communications, 2018, 9, 1988. 5.8 69

13166 High Throughput Sequencing-Based Approaches for Gene Expression Analysis. Methods in Molecular
Biology, 2018, 1783, 299-323. 0.4 8

13167
A transcriptomic comparison of theca and granulosa cells in chicken and cattle follicles reveals ESR2
as a potential regulator of CYP19A1 expression in the theca cells of chicken follicles. Comparative
Biochemistry and Physiology Part D: Genomics and Proteomics, 2018, 27, 40-53.

0.4 14

13168 Defining Host Responses during Systemic Bacterial Infection through Construction of a Murine
Organ Proteome Atlas. Cell Systems, 2018, 6, 579-592.e4. 2.9 23

13169
Regulatory interactions between long noncoding RNA LINC00968 and miRâ€‘9â€‘3p in nonâ€‘small cell lung
cancer: A bioinformatic analysis based on miRNA microarray, GEO and TCGA. Oncology Letters, 2018, 15,
9487-9497.

0.8 9

13170 Modeling of Aniridia-Related Keratopathy by CRISPR/Cas9 Genome Editing of Human Limbal Epithelial
Cells and Rescue by Recombinant PAX6 Protein. Stem Cells, 2018, 36, 1421-1429. 1.4 39

13171 Similarities and Differences of Blood N-Glycoproteins in Five Solid Carcinomas at Localized Clinical
Stage Analyzed by SWATH-MS. Cell Reports, 2018, 23, 2819-2831.e5. 2.9 36

13172 Induction of quiescence (G0) in bone marrow stromal stem cells enhances their stem cell
characteristics. Stem Cell Research, 2018, 30, 69-80. 0.3 28



728

Citation Report

# Article IF Citations

13173 Impact of the griffithsin anti-HIV microbicide and placebo gels on the rectal mucosal proteome and
microbiome in non-human primates. Scientific Reports, 2018, 8, 8059. 1.6 27

13174 Long genes linked to autism spectrum disorders harbor broad enhancer-like chromatin domains.
Genome Research, 2018, 28, 933-942. 2.4 40

13175
Analysis of the Indacaterol-Regulated Transcriptome in Human Airway Epithelial Cells Implicates Gene
Expression Changes in the Adverse and Therapeutic Effects of<i>Î²</i><sub>2</sub>-Adrenoceptor
Agonists. Journal of Pharmacology and Experimental Therapeutics, 2018, 366, 220-236.

1.3 13

13176 Propranolol induces hemangioma endothelial cell apoptosis via a p53â€‘BAX mediated pathway.
Molecular Medicine Reports, 2018, 18, 684-694. 1.1 11

13177 Geneâ€‘gene interaction network analysis of hepatocellular carcinoma using bioinformatic software.
Oncology Letters, 2018, 15, 8371-8377. 0.8 5

13178
Proteomics of the Rat Myocardium during Development of Type 2 Diabetes Mellitus Reveals
Progressive Alterations in Major Metabolic Pathways. Journal of Proteome Research, 2018, 17,
2521-2532.

1.8 22

13179 Genome Sequencing of Museum Specimens Reveals Rapid Changes in the Genetic Composition of Honey
Bees in California. Genome Biology and Evolution, 2018, 10, 458-472. 1.1 31

13180
Comparative gene expression analysis after exposure to 123I-iododeoxyuridine, Î³- and
Î±-radiationâ€”potential biomarkers for the discrimination of radiation qualities. Journal of Radiation
Research, 2018, 59, 411-429.

0.8 9

13181 Gene expression dynamics following mithramycin treatment: A possible model for postâ€•chemotherapy
cognitive impairment. Clinical and Experimental Pharmacology and Physiology, 2018, 45, 1028-1037. 0.9 4

13182
A Novel LncRNA-miRNA-mRNA Triple Network Identifies LncRNA RP11-363E7.4 as An Important Regulator
of miRNA and Gene Expression in Gastric Cancer. Cellular Physiology and Biochemistry, 2018, 47,
1025-1041.

1.1 30

13183 Non-canonical mTOR-Independent Role of DEPDC5 in Regulating GABAergic Network Development.
Current Biology, 2018, 28, 1924-1937.e5. 1.8 47

13184 Bioinformatics-based tools in drug discovery: the cartography from single gene to integrative
biological networks. Drug Discovery Today, 2018, 23, 1658-1665. 3.2 14

13185
A big data pipeline: Identifying dynamic gene regulatory networks from time-course <i>Gene Expression
Omnibus</i> data with applications to influenza infection. Statistical Methods in Medical Research,
2018, 27, 1930-1955.

0.7 9

13186 Using Genomic Data to Find Disease-Modifying Loci in Huntingtonâ€™s Disease (HD). Methods in
Molecular Biology, 2018, 1780, 443-461. 0.4 2

13187 Fatiguing contractions increase protein S-glutathionylation occupancy in mouse skeletal muscle.
Redox Biology, 2018, 17, 367-376. 3.9 68

13188 Mitochondrial-related consequences of heat stress exposure during bovine oocyte maturation
persist in early embryo development. Journal of Reproduction and Development, 2018, 64, 243-251. 0.5 28

13189 Gene expression profiles of glomerular endothelial cells support their role in the glomerulopathy
ofÂ diabetic mice. Kidney International, 2018, 94, 326-345. 2.6 55

13190 Comparison of stomach microRNA transcriptomes of Tibetan and Yorkshire pigs by deep sequencing.
Genes and Genomics, 2018, 40, 937-943. 0.5 0



729

Citation Report

# Article IF Citations

13191 The Role of Promyelocytic Leukemia Protein in Steatosis-Associated Hepatic Tumors Related to Chronic
Hepatitis B virus Infection. Translational Oncology, 2018, 11, 743-754. 1.7 6

13192 Comparison of In-Solution, FASP, and S-Trap Based Digestion Methods for Bottom-Up Proteomic
Studies. Journal of Proteome Research, 2018, 17, 2480-2490. 1.8 132

13193
Selection and environmental adaptation along a path to speciation in the Tibetan frog <i>Nanorana
parkeri</i>. Proceedings of the National Academy of Sciences of the United States of America, 2018, 115,
E5056-E5065.

3.3 49

13194
Time-evolving genetic networks reveal a NAC troika that negatively regulates leaf senescence in
<i>Arabidopsis</i>. Proceedings of the National Academy of Sciences of the United States of America,
2018, 115, E4930-E4939.

3.3 106

13195 Longevity and transposon defense, the case of termite reproductives. Proceedings of the National
Academy of Sciences of the United States of America, 2018, 115, 5504-5509. 3.3 81

13196 An intersection network based on combining SNP coassociation and RNA coexpression networks for
feed utilization traits in Japanese Black cattle1. Journal of Animal Science, 2018, 96, 2553-2566. 0.2 11

13197 RpoN-Dependent Direct Regulation of Quorum Sensing and the Type VI Secretion System in
Pseudomonas aeruginosa PAO1. Journal of Bacteriology, 2018, 200, . 1.0 50

13198 Increased FGF8 signaling promotes chondrogenic rather than osteogenic development in the
embryonic skull. DMM Disease Models and Mechanisms, 2018, 11, . 1.2 20

13199
Expression of the Atypical Chemokine Receptor ACKR4 Identifies a Novel Population of Intestinal
Submucosal Fibroblasts That Preferentially Expresses Endothelial Cell Regulators. Journal of
Immunology, 2018, 201, 215-229.

0.4 31

13200 Genome-Wide Identification of Drought Response Genes in Soybean Seedlings and Development of
Biomarkers for Early Diagnoses. Plant Molecular Biology Reporter, 2018, 36, 350-362. 1.0 5

13201 Chromatin Succinylation Correlates with Active Gene Expression and Is Perturbed by Defective TCA
Cycle Metabolism. IScience, 2018, 2, 63-75. 1.9 98

13202
PCDH19 regulation of neural progenitor cell differentiation suggests asynchrony of neurogenesis as
a mechanism contributing to PCDH19 Girls Clustering Epilepsy. Neurobiology of Disease, 2018, 116,
106-119.

2.1 39

13203 Genome-scale identification of transcription factors that mediate an inflammatory network during
breast cellular transformation. Nature Communications, 2018, 9, 2068. 5.8 24

13204 Functional variation in the gut microbiome of wild <i>Drosophila</i> populations. Molecular
Ecology, 2018, 27, 2834-2845. 2.0 48

13205 Unique molecular events during reprogramming of human somatic cells to induced pluripotent stem
cells (iPSCs) at naÃ¯ve state. ELife, 2018, 7, . 2.8 35

13206 PAX3-FOXO1 transgenic zebrafish models identify HES3 as a mediator of rhabdomyosarcoma
tumorigenesis. ELife, 2018, 7, . 2.8 39

13207 Bioinformatics Principles for Deciphering Cardiovascular Diseases. , 2018, , 273-292. 3

13208 Construction of the network of critical paths on Blood-stasis syndrome of hypertension based on
mRNA sequencing. European Journal of Integrative Medicine, 2018, 20, 73-78. 0.8 0



730

Citation Report

# Article IF Citations

13209 Label-free quantitative proteomic analysis reveals muscle contraction and metabolism proteins linked
to ultimate pH in bovine skeletal muscle. Meat Science, 2018, 145, 209-219. 2.7 38

13210 Derivation and molecular characterization of pancreatic differentiated MODY1-iPSCs. Stem Cell
Research, 2018, 31, 16-26. 0.3 22

13211 Skeletal Muscle Stem Cells from PSC-Derived Teratomas Have Functional Regenerative Capacity. Cell
Stem Cell, 2018, 23, 74-85.e6. 5.2 48

13212 Spatially resolved RNA-sequencing of the embryonic heart identifies a role for Wnt/Î²-catenin signaling
in autonomic control of heart rate. ELife, 2018, 7, . 2.8 41

13213 Age-related islet inflammation marks the proliferative decline of pancreatic beta-cells in zebrafish.
ELife, 2018, 7, . 2.8 25

13214
Identification of Hub Genes and Key Pathways Associated with Two Subtypes of Diffuse Large B-Cell
Lymphoma Based on Gene Expression Profiling via Integrated Bioinformatics. BioMed Research
International, 2018, 2018, 1-14.

0.9 31

13215 Weighted gene coâ€‘expression network analysis in identification of key genes and networks for
ischemicâ€‘reperfusion remodeling myocardium. Molecular Medicine Reports, 2018, 18, 1955-1962. 1.1 9

13216 ketu mutant mice uncover an essential meiotic function for the ancient RNA helicase YTHDC2. ELife,
2018, 7, . 2.8 129

13217 CD4<sup>+</sup> and CD8<sup>+</sup> Tâ€•Cellâ€•Specific DNA Cytosine Methylation Differences
Associated With Obesity. Obesity, 2018, 26, 1312-1321. 1.5 4

13218 Disruption of microglia histone acetylation and protein pathways in mice exhibiting
inflammation-associated depression-like symptoms. Psychoneuroendocrinology, 2018, 97, 47-58. 1.3 18

13219 UbiSite approach for comprehensive mapping of lysine and N-terminal ubiquitination sites. Nature
Structural and Molecular Biology, 2018, 25, 631-640. 3.6 341

13220 A proteome-wide systems toxicological approach deciphers the interaction network of
chemotherapeutic drugs in the cardiovascular milieu. RSC Advances, 2018, 8, 20211-20221. 1.7 4

13221 Microarray Analysis of the Molecular Mechanism Involved in Parkinsonâ€™s Disease. Parkinson's Disease,
2018, 2018, 1-12. 0.6 22

13222
Transcriptome Analysis of Porcine PBMCs Reveals the Immune Cascade Response and Gene Ontology
Terms Related to Cell Death and Fibrosis in the Progression of Liver Failure. Canadian Journal of
Gastroenterology and Hepatology, 2018, 2018, 1-8.

0.8 1

13223
The Investigation of the Effect and Mechanism of<i> Sophora moorcroftiana</i> Alkaloids in
Combination with Albendazole on Echinococcosis in an Experimental Rats Model. Evidence-based
Complementary and Alternative Medicine, 2018, 2018, 1-10.

0.5 9

13224
A Network Pharmacology Approach to Uncover the Multiple Mechanisms of<i>Hedyotis
diffusa</i>Willd. on Colorectal Cancer. Evidence-based Complementary and Alternative Medicine, 2018,
2018, 1-12.

0.5 38

13225 18F-FDG PET intensity correlates with a hypoxic gene signature and other oncogenic abnormalities in
operable non-small cell lung cancer. PLoS ONE, 2018, 13, e0199970. 1.1 14

13226 Identification of genes and signaling pathways associated with the pathogenesis of juvenile
spondyloarthritis. Molecular Medicine Reports, 2018, 18, 1263-1270. 1.1 8



731

Citation Report

# Article IF Citations

13227 Mining the acidic serum proteome utilizing off-gel isoelectric focusing and label free quantitative
liquid chromatography mass spectrometry. Journal of Chromatography A, 2018, 1566, 32-43. 1.8 4

13228 Iron Drives T Helper Cell Pathogenicity by Promoting RNA-Binding Protein PCBP1-Mediated
Proinflammatory Cytokine Production. Immunity, 2018, 49, 80-92.e7. 6.6 107

13229 Dysregulated genes targeted by microRNAs and metabolic pathways in bladder cancer revealed by
bioinformatics methods. Oncology Letters, 2018, 15, 9617-9624. 0.8 9

13230 The human motor neuron axonal transcriptome is enriched for transcripts related to mitochondrial
function and microtubule-based axonal transport. Experimental Neurology, 2018, 307, 155-163. 2.0 35

13231 Ribosome elongating footprints denoised by wavelet transform comprehensively characterize
dynamic cellular translation events. Nucleic Acids Research, 2018, 46, e109-e109. 6.5 39

13232 Hsa_circ_0001859 Regulates ATF2 Expression by Functioning as an MiR-204/211 Sponge in Human
Rheumatoid Arthritis. Journal of Immunology Research, 2018, 2018, 1-8. 0.9 43

13233 Cell-nonautonomous local and systemic responses to cell arrest enable long-bone catch-up growth
in developing mice. PLoS Biology, 2018, 16, e2005086. 2.6 38

13234 Social interaction-induced activation of RNA splicing in the amygdala of microbiome-deficient mice.
ELife, 2018, 7, . 2.8 73

13235 Transcriptional profiling reveals extraordinary diversity among skeletal muscle tissues. ELife, 2018, 7, . 2.8 101

13236 Defects in the Alternative Splicing-Dependent Regulation of REST Cause Deafness. Cell, 2018, 174,
536-548.e21. 13.5 60

13237 Mettl14 Is Essential for Epitranscriptomic Regulation of Striatal Function and Learning. Neuron, 2018,
99, 283-292.e5. 3.8 110

13238 Synaptic N6-methyladenosine (m6A) epitranscriptome reveals functional partitioning of localized
transcripts. Nature Neuroscience, 2018, 21, 1004-1014. 7.1 153

13239 Spatially Resolved Proteome Mapping of Laser Capture Microdissected Tissue with Automated Sample
Transfer to Nanodroplets. Molecular and Cellular Proteomics, 2018, 17, 1864-1874. 2.5 105

13240 Whole-Transcriptome Analysis of CD133+CD144+ Cancer Stem Cells Derived from Human Laryngeal
Squamous Cell Carcinoma Cells. Cellular Physiology and Biochemistry, 2018, 47, 1696-1710. 1.1 48

13241 Opposing roles of microRNA Argonautes during Caenorhabditis elegans aging. PLoS Genetics, 2018, 14,
e1007379. 1.5 42

13242 Modulation of caveolae by insulin/ <scp>IGF</scp> â€•1 signaling regulates aging of <i>Caenorhabditis
elegans</i>. EMBO Reports, 2018, 19, . 2.0 22

13243 SRSF3 promotes pluripotency through Nanog mRNA export and coordination of the pluripotency gene
expression program. ELife, 2018, 7, . 2.8 44

13244 Inheritance of epigenetic dysregulation from male factor infertility has a direct impact on
reproductive potential. Fertility and Sterility, 2018, 110, 419-428.e1. 0.5 22



732

Citation Report

# Article IF Citations

13245 Identification of three novel loci of ALDH2 Gene for Serum Folate levels in a Male Chinese Population
by Genome-Wide Association Study. Gene, 2018, 674, 121-126. 1.0 4

13246 Idiopathic Scoliosis Families Highlight Actin-Based and Microtubule-Based Cellular Projections and
Extracellular Matrix in Disease Etiology. G3: Genes, Genomes, Genetics, 2018, 8, 2663-2672. 0.8 19

13247 Exploring the molecular pathogenesis associated with Tâ€‘cell prolymphocytic leukemia based on a
comprehensive bioinformatics analysis. Oncology Letters, 2018, 16, 301-307. 0.8 6

13248 Human papillomavirus 16 E6 modulates the expression of miR-496 in oropharyngeal cancer. Virology,
2018, 521, 149-157. 1.1 14

13249 Enhanced Differentiation Potential of Primary Human Endometrial Cells Cultured on 3D Scaffolds.
Biomacromolecules, 2018, 19, 3343-3350. 2.6 25

13250 RNA-seq Reveals the Overexpression of IGSF9 in Endometrial Cancer. Journal of Oncology, 2018, 2018,
1-13. 0.6 12

13251
Exploring the Pharmacological Mechanism of Danzhi Xiaoyao Powder on ER-Positive Breast Cancer by
a Network Pharmacology Approach. Evidence-based Complementary and Alternative Medicine, 2018,
2018, 1-20.

0.5 27

13252 Novel insights into biomarkers associated with renal cell carcinoma. Oncology Letters, 2018, 16, 83-90. 0.8 16

13254 Progression Rate Associated Peripheral Blood Biomarkers of Parkinsonâ€™s Disease. Journal of
Molecular Neuroscience, 2018, 65, 312-318. 1.1 12

13255 Data from proteomic analysis of bovine Longissimus dorsi muscle associated with intramuscular fat
content. Data in Brief, 2018, 19, 1314-1317. 0.5 6

13256 Epigenetic drift of H3K27me3 in aging links glycolysis to healthy longevity in Drosophila. ELife, 2018, 7, . 2.8 113

13257 Role of differentially expressed genes and long nonâ€•coding RNAs in papillary thyroid carcinoma
diagnosis, progression, and prognosis. Journal of Cellular Biochemistry, 2018, 119, 8249-8259. 1.2 35

13258 Guidelines for RNA-seq projects: applications and opportunities in non-model decapod crustacean
species. Hydrobiologia, 2018, 825, 5-27. 1.0 13

13259 The diagnostic values of circulating miRNAs for hypertension and bioinformatics analysis. Bioscience
Reports, 2018, 38, . 1.1 21

13260 Systems pathology analysis identifies neurodegenerative nature of ageâ€•related vitreoretinal interface
diseases. Aging Cell, 2018, 17, e12809. 3.0 17

13261 Antitumor Mechanisms of Curcumae Rhizoma Based on Network Pharmacology. Evidence-based
Complementary and Alternative Medicine, 2018, 2018, 1-9. 0.5 38

13262 Long isoform of VEGF stimulates cell migration of breast cancer by filopodia formation via
NRP1/ARHGAP17/Cdc42 regulatory network. International Journal of Cancer, 2018, 143, 2905-2918. 2.3 28

13263 KCNJ11 gene expression is associated to feed consumption and growth traits in Nelore beef cattle. Agri
Gene, 2018, 9, 1-4. 1.9 1



733

Citation Report

# Article IF Citations

13264 Rbfox Splicing Factors Maintain Skeletal Muscle Mass by Regulating Calpain3 and Proteostasis. Cell
Reports, 2018, 24, 197-208. 2.9 36

13265 Eosinophils support adipocyte maturation and promote glucose tolerance in obesity. Scientific
Reports, 2018, 8, 9894. 1.6 75

13266 MEK inhibition induces MYOG and remodels super-enhancers in RAS-driven rhabdomyosarcoma.
Science Translational Medicine, 2018, 10, . 5.8 104

13267 Gallid Herpesvirus 1 Initiates Apoptosis in Uninfected Cells through Paracrine Repression of p53.
Journal of Virology, 2018, 92, . 1.5 9

13268
Kaposi's Sarcoma-Associated Herpesvirus Nonstructural Membrane Protein pK15 Recruits the Class II
Phosphatidylinositol 3-Kinase PI3K-C2Î± To Activate Productive Viral Replication. Journal of Virology,
2018, 92, .

1.5 18

13269 Data MiningMycobacterium tuberculosisPathogenic Gene Transcription Factors and Their Regulatory
Network Nodes. International Journal of Genomics, 2018, 2018, 1-9. 0.8 6

13270
Expression profile of microRNAs following bone marrowâ€‘derived mesenchymal stem cell treatment in
lipopolysaccharideâ€‘induced acute lung injury. Experimental and Therapeutic Medicine, 2018, 15,
5495-5502.

0.8 20

13271 Identiï¬•cation of candidate biomarkers and pathways associated with SCLC by bioinformatics analysis.
Molecular Medicine Reports, 2018, 18, 1538-1550. 1.1 19

13272 Variation in Genome-Wide NF-ÎºB RELA Binding Sites upon Microbial Stimuli and Identification of a Virus
Response Profile. Journal of Immunology, 2018, 201, 1295-1305. 0.4 20

13273 SPIN1 promotes tumorigenesis by blocking the uL18 (universal large ribosomal subunit protein) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 382 Td (18)-MDM2-p53 pathway in human cancer. ELife, 2018, 7, .2.8 53

13274 Transcriptome analysis demonstrates that long noncoding RNA is involved in the hypoxic response in
Larimichthys crocea. Fish Physiology and Biochemistry, 2018, 44, 1333-1347. 0.9 15

13275
Histology and Transcriptome Profiles of the Mammary Gland across Critical Windows of
Development in Sprague Dawley Rats. Journal of Mammary Gland Biology and Neoplasia, 2018, 23,
149-163.

1.0 6

13276 Inhibition of endoplasmic reticulum stress by intermedin1-53 attenuates angiotensin IIâ€“induced
abdominal aortic aneurysm in ApoE KO Mice. Endocrine, 2018, 62, 90-106. 1.1 22

13277 Differentially expressed LncRNAs as potential prognostic biomarkers for glioblastoma. Cancer
Genetics, 2018, 226-227, 23-29. 0.2 6

13278 Transcriptome signature of liver tissue with divergent mutton odour and flavour using RNA deep
sequencing. Gene, 2018, 676, 86-94. 1.0 23

13279 Molecular physiology of contrast enhancement in glioblastomas: An analysis of The Cancer Imaging
Archive (TCIA). Journal of Clinical Neuroscience, 2018, 55, 86-92. 0.8 14

13280 Proteomics-based identification of hypoxia-sensitive membrane-bound proteins in rat erythrocytes.
Journal of Proteomics, 2018, 184, 25-33. 1.2 13

13281 Genome-wide methylomic and transcriptomic analyses identify subtype-specific epigenetic signatures
commonly dysregulated in glioma stem cells and glioblastoma. Epigenetics, 2018, 13, 432-448. 1.3 29



734

Citation Report

# Article IF Citations

13282 Transcriptome analysis identifies the potential roles of long nonâ€•coding RNAs during parainfluenza
virus infection. FEBS Letters, 2018, 592, 2444-2457. 1.3 3

13283 Translational regulation is a key determinant of the cellular response to benzo[a]pyrene. Toxicology
Letters, 2018, 295, 144-152. 0.4 6

13284
Network Pharmacology-Based Approach to Investigate the Mechanisms of<i>Hedyotis diffusa</i>Willd.
in the Treatment of Gastric Cancer. Evidence-based Complementary and Alternative Medicine, 2018,
2018, 1-17.

0.5 39

13285
Diabetes Mellitusâ€“Induced Long Noncoding RNA <i>Dnm3os</i> Regulates Macrophage Functions and
Inflammation via Nuclear Mechanisms. Arteriosclerosis, Thrombosis, and Vascular Biology, 2018, 38,
1806-1820.

1.1 93

13286 A genomeâ€•wide analysis of long noncoding <scp>RNA</scp> profile identifies differentially expressed
lnc<scp>RNA</scp>s associated with Esophageal cancer. Cancer Medicine, 2018, 7, 4181-4189. 1.3 28

13287 MicroRNAs of miR-17-92 cluster increase gene expression by targeting mRNA-destabilization pathways.
Biochimica Et Biophysica Acta - Gene Regulatory Mechanisms, 2018, 1861, 603-612. 0.9 5

13288 The DrugPattern tool for drug set enrichment analysis and its prediction for beneficial effects of
oxLDL on type 2 diabetes. Journal of Genetics and Genomics, 2018, 45, 389-397. 1.7 13

13289 Constricted migration increases DNA damage and independently represses cell cycle. Molecular
Biology of the Cell, 2018, 29, 1948-1962. 0.9 101

13290 CD5L is upregulated in hepatocellular carcinoma and promotes liver cancer cell proliferation and
antiapoptotic responses by binding to HSPA5 (GRP78). FASEB Journal, 2018, 32, 3878-3891. 0.2 43

13291 Environmental hypoxia favors myoblast differentiation and fast phenotype but blunts activation of
protein synthesis after resistance exercise in human skeletal muscle. FASEB Journal, 2018, 32, 5272-5284. 0.2 20

13292 Identification of molecular target genes and key pathways in hepatocellular carcinoma by
bioinformatics analysis. OncoTargets and Therapy, 2018, Volume 11, 1861-1869. 1.0 71

13293 Mapping of Plasma Membrane Proteins Interacting With Arabidopsis thaliana Flotillin 2. Frontiers in
Plant Science, 2018, 9, 991. 1.7 29

13294 InÃ¯Â¿Â½silico analysis identifies CRISP3 as a potential peripheral blood biomarker for multiple myeloma:
From data modeling to validation with RT-PCR. Oncology Letters, 2018, 15, 5167-5174. 0.8 6

13295 MiR-378 and MiR-1827 Regulate Tumor Invasion, Migration and Angiogenesis in Human Lung
Adenocarcinoma by Targeting RBX1 and CRKL, Respectively. Journal of Cancer, 2018, 9, 331-345. 1.2 52

13296 Genes Involved in Drosophila melanogaster Ovarian Function Are Highly Conserved Throughout
Evolution. Genome Biology and Evolution, 2018, 10, 2629-2642. 1.1 7

13297 Sigmoid colon mucosal gene expression supports alterations of neuronal signaling in irritable bowel
syndrome with constipation. American Journal of Physiology - Renal Physiology, 2018, 315, G140-G157. 1.6 18

13298 A genome-wide scan for signatures of selection in Azeri and Khuzestani buffalo breeds. BMC
Genomics, 2018, 19, 449. 1.2 40

13299 Comparative iTRAQ proteomics revealed proteins associated with horn development in yak. Proteome
Science, 2018, 16, 14. 0.7 11



735

Citation Report

# Article IF Citations

13300 Network-based feature screening with applications to genome data. Annals of Applied Statistics, 2018,
12, . 0.5 5

13301 Singleâ€•cell transcriptomic analyses reveal distinct dorsal/ventral pancreatic programs. EMBO Reports,
2018, 19, . 2.0 26

13302 4-HPR Is an Endoplasmic Reticulum Stress Aggravator and Sensitizes Breast Cancer Cells Resistant to
TRAIL/Apo2L. Anticancer Research, 2018, 38, 4403-4416. 0.5 6

13303 Gradual and Acute Temperature Rise Induces Crossing Endocrine, Metabolic, and Immunological
Pathways in Maraena Whitefish (Coregonus maraena). Frontiers in Genetics, 2018, 9, 241. 1.1 28

13304 Conservation Genomics of the Declining North American Bumblebee Bombus terricola Reveals
Inbreeding and Selection on Immune Genes. Frontiers in Genetics, 2018, 9, 316. 1.1 31

13305 Identification of genes associated with matrix metalloproteinases in invasive lung adenocarcinoma.
Oncology Letters, 2018, 16, 123-130. 0.8 3

13306 Computational Approaches in Reproductomics. , 2018, , 347-383. 0

13307 Combined Enrichment/Enzymatic Approach To Study Tightly Clustered Multisite Phosphorylation on
Ser-Rich Domains. Journal of Proteome Research, 2018, 17, 3050-3060. 1.8 3

13308 Inhibitors of histone acetyltransferases KAT6A/B induce senescence and arrest tumour growth.
Nature, 2018, 560, 253-257. 13.7 182

13309 Deciphering cellular biological processes to clinical application: a new perspective for TÎ±1 treatment
targeting multiple diseases. Expert Opinion on Biological Therapy, 2018, 18, 23-31. 1.4 11

13310 The LIN28Bâ€“IMP1 post-transcriptional regulon has opposing effects on oncogenic signaling in the
intestine. Genes and Development, 2018, 32, 1020-1034. 2.7 20

13311 <i>Klf4</i> has an unexpected protective role in perivascular cells within the microvasculature.
American Journal of Physiology - Heart and Circulatory Physiology, 2018, 315, H402-H414. 1.5 17

13312
MEF2 as upstream regulator of the transcriptome signature in human skeletal muscle during
unloading. American Journal of Physiology - Regulatory Integrative and Comparative Physiology, 2018,
315, R799-R809.

0.9 19

13313
Identifying Differentially Expressed MicroRNAs Between Cirrhotic and Non-Cirrhotic Hepatocellular
Carcinoma and Exploring Their Functions Using Bioinformatic Analysis. Cellular Physiology and
Biochemistry, 2018, 48, 1443-1456.

1.1 16

13314 Strong correlation of downregulated genes related to synaptic transmission and mitochondria in
post-mortem autism cerebral cortex. Journal of Neurodevelopmental Disorders, 2018, 10, 18. 1.5 51

13315 Ras-ERK-ETS inhibition alleviates neuronal mitochondrial dysfunction by reprogramming
mitochondrial retrograde signaling. PLoS Genetics, 2018, 14, e1007567. 1.5 14

13316 <scp>KAP</scp> 1 regulates endogenous retroviruses in adult human cells and contributes to innate
immune control. EMBO Reports, 2018, 19, . 2.0 88

13317 Manzamine A Exerts Anticancer Activity against Human Colorectal Cancer Cells. Marine Drugs, 2018,
16, 252. 2.2 39



736

Citation Report

# Article IF Citations

13318 Proteomic interaction profiling reveals KIFC1 as a factor involved in early targeting of F508del-CFTR
to degradation. Cellular and Molecular Life Sciences, 2018, 75, 4495-4509. 2.4 22

13319 A Regulatory Response to Ribosomal Protein Mutations Controls Translation, Growth, and Cell
Competition. Developmental Cell, 2018, 46, 456-469.e4. 3.1 86

13320 Active N6-Methyladenine Demethylation by DMAD Regulates Gene Expression by Coordinating with
Polycomb Protein in Neurons. Molecular Cell, 2018, 71, 848-857.e6. 4.5 71

13321 Co-regulatory networks of human serum proteins link genetics to disease. Science, 2018, 361, 769-773. 6.0 375

13322 Intrarenal activation of adaptive immune effectors is associated with tubular damage and impaired
renal function in lupus nephritis. Annals of the Rheumatic Diseases, 2018, 77, 1782-1789. 0.5 33

13323 A Targeted Quantitative Proteomic Approach Assesses the Reprogramming of Small GTPases during
Melanoma Metastasis. Cancer Research, 2018, 78, 5431-5445. 0.4 18

13324 Intracellular signalling pathways and cytoskeletal functions converge on the psoriasis candidate
gene CCHCR1 expressed at P-bodies and centrosomes. BMC Genomics, 2018, 19, 432. 1.2 17

13325 Novel proteome and acetylome of Bemisia tabaci Q in response to Cardinium infection. BMC Genomics,
2018, 19, 523. 1.2 16

13326 Overexpression of the Kininogen-1 inhibits proliferation and induces apoptosis of glioma cells.
Journal of Experimental and Clinical Cancer Research, 2018, 37, 180. 3.5 46

13327 Short- and long-term gene expression profiles induced by inhaled TiO2 nanostructured aerosol in rat
lung. Toxicology and Applied Pharmacology, 2018, 356, 54-64. 1.3 16

13328 A secretome profile indicative of oleate-induced proliferation of HepG2 hepatocellular carcinoma
cells. Experimental and Molecular Medicine, 2018, 50, 1-14. 3.2 12

13329 Differentially expressed genes related to major depressive disorder and antidepressant response:
genome-wide gene expression analysis. Experimental and Molecular Medicine, 2018, 50, 1-11. 3.2 33

13330 Omics and bioinformatics applied to vaccine development against<i>Borrelia</i>. Molecular Omics,
2018, 14, 330-340. 1.4 11

13331 TelNet - a database for human and yeast genes involved in telomere maintenance. BMC Genetics, 2018,
19, 32. 2.7 36

13332 Transcriptome alteration in Phytophthora infestans in response to phenazine-1-carboxylic acid
production by Pseudomonas fluorescens strain LBUM223. BMC Genomics, 2018, 19, 474. 1.2 21

13333 Effects of liquid cultivation on gene expression and phenotype of C. elegans. BMC Genomics, 2018, 19,
562. 1.2 22

13334 Endometrial cancer risk and survival by tumor MMR status. Journal of Gynecologic Oncology, 2018,
29, e39. 1.0 34

13335 Candidate genes and microRNAs for glioma pathogenesis and prognosis based on gene expression
profiles. Molecular Medicine Reports, 2018, 18, 2715-2723. 1.1 5



737

Citation Report

# Article IF Citations

13336 Molecular Network-Based Identification of Competing Endogenous RNAs in Thyroid Carcinoma. Genes,
2018, 9, 44. 1.0 23

13337 MicroRNAs as biomarkers for the progression and prognosis of colon carcinoma. International
Journal of Molecular Medicine, 2018, 42, 2080-2088. 1.8 15

13338
Transcriptomic analysis of porcine PBMCs in response to Actinobacillus pleuropneumoniae reveals
the dynamic changes of differentially expressed genes related to immuno-inflammatory responses.
Antonie Van Leeuwenhoek, 2018, 111, 2371-2384.

0.7 3

13339 Genomic functions of developmental pluripotency associated factor 4 (Dppa4) in pluripotent stem
cells and cancer. Stem Cell Research, 2018, 31, 83-94. 0.3 14

13340 Improved phosphoproteomic analysis for phosphosignaling and active-kinome profiling in
Matrigel-embedded spheroids and patient-derived organoids. Scientific Reports, 2018, 8, 11401. 1.6 18

13341 The reciprocal interplay between TNFÎ± and the circadian clock impacts on cell proliferation and
migration in Hodgkin lymphoma cells. Scientific Reports, 2018, 8, 11474. 1.6 26

13342 Genetic signatures of lipid metabolism evolution in Cetacea since the divergence from terrestrial
ancestor. Journal of Evolutionary Biology, 2018, 31, 1655-1665. 0.8 18

13343 NUP155 insufficiency recalibrates a pluripotent transcriptome with network remodeling of a
cardiogenic signaling module. BMC Systems Biology, 2018, 12, 62. 3.0 17

13344 Age-related DNA methylation changes are tissue-specific with ELOVL2 promoter methylation as
exception. Epigenetics and Chromatin, 2018, 11, 25. 1.8 130

13345 Matrine Is Identified as a Novel Macropinocytosis Inducer by a Network Target Approach. Frontiers in
Pharmacology, 2018, 9, 10. 1.6 39

13346
An Integrated Lipidomics and Phenotype Study Reveals Protective Effect and Biochemical Mechanism of
Traditionally Used Alisma orientale Juzepzuk in Chronic Kidney Disease. Frontiers in Pharmacology,
2018, 9, 53.

1.6 43

13347 Proteomic Analysis of Combined Gemcitabine and Birinapant in Pancreatic Cancer Cells. Frontiers in
Pharmacology, 2018, 9, 84. 1.6 15

13348 Circular RNA Signature Predicts Gemcitabine Resistance of Pancreatic Ductal Adenocarcinoma.
Frontiers in Pharmacology, 2018, 9, 584. 1.6 77

13349 Prediction of Molecular Mechanisms for LianXia NingXin Formula: A Network Pharmacology Study.
Frontiers in Physiology, 2018, 9, 489. 1.3 16

13350 Genes Whose Gain or Loss-Of-Function Increases Skeletal Muscle Mass in Mice: A Systematic Literature
Review. Frontiers in Physiology, 2018, 9, 553. 1.3 43

13351 Stat5b Regulates Sexually Dimorphic Gene Expression in Zebrafish Liver. Frontiers in Physiology, 2018,
9, 676. 1.3 14

13352 Divergent N Deficiency-Dependent Senescence and Transcriptome Response in Developmentally Old and
Young Brassica napus Leaves. Frontiers in Plant Science, 2018, 9, 48. 1.7 13

13353 Genome-Wide Identification and Characterization of Long Non-Coding RNA in Wheat Roots in Response
to Ca2+ Channel Blocker. Frontiers in Plant Science, 2018, 9, 244. 1.7 36



738

Citation Report

# Article IF Citations

13354 Identifying Host Molecular Features Strongly Linked With Responses to Huanglongbing Disease in
Citrus Leaves. Frontiers in Plant Science, 2018, 9, 277. 1.7 25

13355 Self-assembly of embryonic and two extra-embryonic stem cell types into gastrulating embryo-like
structures. Nature Cell Biology, 2018, 20, 979-989. 4.6 248

13356 Near-future CO2 levels impair the olfactory system of a marine fish. Nature Climate Change, 2018, 8,
737-743. 8.1 97

13357 Oncogenic hijacking of the stress response machinery in T cell acute lymphoblastic leukemia. Nature
Medicine, 2018, 24, 1157-1166. 15.2 63

13358 Genetically engineered cerebral organoids model brain tumor formation. Nature Methods, 2018, 15,
631-639. 9.0 286

13359
Comparison of Nuclear Matrix and Mitotic Chromosome Scaffold Proteins in Drosophila S2
Cellsâ€”Transmission of Hallmarks of Nuclear Organization Through Mitosis. Molecular and Cellular
Proteomics, 2018, 17, 1965-1978.

2.5 19

13360
Effect of nutritional interventions with quercetin, oat hulls, Î²-glucans, lysozyme and fish oil on
performance and health status related parameters of broilers chickens. British Poultry Science, 2018,
59, 579-590.

0.8 17

13361 Dynamics of the Pollen Sequestrome Defined by Subcellular Coupled Omics. Plant Physiology, 2018,
178, 258-282. 2.3 23

13362 Distinct Diagnostic and Prognostic Values of Minichromosome Maintenance Gene Expression in
Patients with Hepatocellular Carcinoma. Journal of Cancer, 2018, 9, 2357-2373. 1.2 59

13363 MaxMIF: A New Method for Identifying Cancer Driver Genes through Effective Data Integration.
Advanced Science, 2018, 5, 1800640. 5.6 37

13364 CRISPRâ€“Cas9 genome editing in human cells occurs via the Fanconi anemia pathway. Nature Genetics,
2018, 50, 1132-1139. 9.4 187

13365 Complementary intestinal mucosa and microbiota responses to caloric restriction. Scientific Reports,
2018, 8, 11338. 1.6 37

13366 Proteomic determination of the lysine acetylome and phosphoproteome in the rat native inner
medullary collecting duct. Physiological Genomics, 2018, 50, 669-679. 1.0 8

13367 Mitofusin2 Induces Cell Autophagy of Pancreatic Cancer through Inhibiting the PI3K/Akt/mTOR
Signaling Pathway. Oxidative Medicine and Cellular Longevity, 2018, 2018, 1-8. 1.9 41

13368 Genome data uncover four synergistic key regulators for extremely small body size in horses. BMC
Genomics, 2018, 19, 492. 1.2 18

13369 Identification of key genes in human airway epithelial cells in response to respiratory pathogens using
microarray analysis. BMC Microbiology, 2018, 18, 58. 1.3 6

13370 Identifying miRNA and gene modules of colon cancer associated with pathological stage by weighted
gene co-expression network analysis. OncoTargets and Therapy, 2018, Volume 11, 2815-2830. 1.0 120

13371 Identification of Potential Key Genes Associated With the Pathogenesis and Prognosis of Gastric
Cancer Based on Integrated Bioinformatics Analysis. Frontiers in Genetics, 2018, 9, 265. 1.1 154



739

Citation Report

# Article IF Citations

13372 Analysis of the complex interaction of CDR1asâ€‘miRNAâ€‘protein and detection of its novel role in
melanoma. Oncology Letters, 2018, 16, 1219-1225. 0.8 12

13373 From 1D sequence to 3D chromatin dynamics and cellular functions: a phase separation perspective.
Nucleic Acids Research, 2018, 46, 9367-9383. 6.5 51

13374 Coregulation of alternative splicing by hnRNPM and ESRP1 during EMT. Rna, 2018, 24, 1326-1338. 1.6 53

13375 Transcriptome Analysis of Four <i>Arabidopsis thaliana</i> Mediator Tail Mutants Reveals Overlapping
and Unique Functions in Gene Regulation. G3: Genes, Genomes, Genetics, 2018, 8, 3093-3108. 0.8 14

13376 Genome-wide Association Study (GWAS) of Germline Copy Number Variations (CNVs) Reveal Genetic
Risks of Prostate Cancer in Chinese population. Journal of Cancer, 2018, 9, 923-928. 1.2 13

13377 Cbt modulates Foxo activation by positively regulating insulin signaling in Drosophila embryos.
Biochimica Et Biophysica Acta - Gene Regulatory Mechanisms, 2018, 1861, 878-891. 0.9 2

13378 Acute changes in DNA methylation in relation to 24â€¯h personal air pollution exposure measurements: A
panel study in four European countries. Environment International, 2018, 120, 11-21. 4.8 48

13379 Decoding microglia responses to psychosocial stress reveals blood-brain barrier breakdown that may
drive stress susceptibility. Scientific Reports, 2018, 8, 11240. 1.6 64

13380 Proteomics reveals Rictor as a noncanonical TGF-Î² signaling target during aneurysm progression in
Marfan mice. American Journal of Physiology - Heart and Circulatory Physiology, 2018, 315, H1112-H1126. 1.5 20

13381 Transcriptome response of human skeletal muscle to divergent exercise stimuli. Journal of Applied
Physiology, 2018, 124, 1529-1540. 1.2 61

13382 Systems Pharmacological Approach to Investigate the Mechanism of<i> Acori Tatarinowii Rhizoma</i>
for Alzheimerâ€™s Disease. Evidence-based Complementary and Alternative Medicine, 2018, 2018, 1-20. 0.5 20

13383 Network analysis of ABA-dependent and ABA-independent drought responsive genes in Arabidopsis
thaliana. Genetics and Molecular Biology, 2018, 41, 624-637. 0.6 75

13384 In Silico Investigation of the Pharmacological Mechanisms of Beneficial Effects of Ginkgo biloba L. on
Alzheimerâ€™s Disease. Nutrients, 2018, 10, 589. 1.7 24

13385 SiBIC: A Tool for Generating a Network of Biclusters Captured by Maximal Frequent Itemset Mining.
Methods in Molecular Biology, 2018, 1807, 95-111. 0.4 0

13386 Multitrait meta-analysis identified genomic regions associated with sexual precocity in tropical beef
cattle1. Journal of Animal Science, 2018, 96, 4087-4099. 0.2 21

13387 Assessment of runs of homozygosity islands and estimates of genomic inbreeding in Gyr (Bos indicus)
dairy cattle. BMC Genomics, 2018, 19, 34. 1.2 124

13388 Blocking LINC00152 suppresses glioblastoma malignancy by impairing mesenchymal phenotype through
the miR-612/AKT2/NF-ÎºB pathway. Journal of Neuro-Oncology, 2018, 140, 225-236. 1.4 47

13389 RNA-Seq Data Analysis, Applications and Challenges. Comprehensive Analytical Chemistry, 2018, 82,
71-106. 0.7 9



740

Citation Report

# Article IF Citations

13390
Transcriptomic analysis reveals unique molecular factors for lipid hydrolysis, secondary cell-walls
and oxidative protection associated with thermotolerance in perennial grass. BMC Genomics, 2018, 19,
70.

1.2 15

13391 Circulating microRNAs and prediction of asthma exacerbation in childhood asthma. Respiratory
Research, 2018, 19, 128. 1.4 70

13392 Glycogene expression profiles based on microarray data from cervical carcinoma HeLa cells with
partially silenced E6 and E7 HPV oncogenes. Infectious Agents and Cancer, 2018, 13, 25. 1.2 9

13393 Protein Expression Profile of Twenty-Week-Old Diabetic db/db and Non-Diabetic Mice Livers: A
Proteomic and Bioinformatic Analysis. Biomolecules, 2018, 8, 35. 1.8 9

13394
Comparative proteomic analysis of mouse models of pathological and physiological cardiac
hypertrophy, with selection of biomarkers of pathological hypertrophy by integrative
proteogenomics. Biochimica Et Biophysica Acta - Proteins and Proteomics, 2018, 1866, 1043-1054.

1.1 3

13395 Glucose promotes cell growth by suppressing branched-chain amino acid degradation. Nature
Communications, 2018, 9, 2935. 5.8 115

13396 IgA regulates the composition and metabolic function of gut microbiota by promoting symbiosis
between bacteria. Journal of Experimental Medicine, 2018, 215, 2019-2034. 4.2 236

13397
Exploring miRNA-mRNA regulatory network in cardiac pathology in
Na<sup>+</sup>/H<sup>+</sup>exchanger isoform 1 transgenic mice. Physiological Genomics, 2018, 50,
846-861.

1.0 14

13398 Identification of sonic hedgehog-regulated genes and biological processes in the cranial neural crest
mesenchyme by comparative transcriptomics. BMC Genomics, 2018, 19, 497. 1.2 18

13399
Comprehensive identification of immune-associated biomarkers based on network and mRNA
expression patterns in membranous glomerulonephritis. Journal of Translational Medicine, 2018, 16,
210.

1.8 3

13400 Identification of genomic expression differences between right-sided and left-sided colon cancer
based on bioinformatics analysis. OncoTargets and Therapy, 2018, Volume 11, 609-618. 1.0 14

13401 Microglia have a more extensive and divergent response to interferonâ€•Î± compared with astrocytes. Glia,
2018, 66, 2058-2078. 2.5 26

13402 Whole-exome sequencing identifies rare genetic variations in German families with pulmonary
sarcoidosis. Human Genetics, 2018, 137, 705-716. 1.8 18

13403 Quantitative proteomics reveals proteins involved in the progression from non-cancerous lesions to
gastric cancer. Journal of Proteomics, 2018, 186, 15-27. 1.2 23

13404 Retinoid Signaling Controlled by SRC-2 in Decidualization Revealed by Transcriptomics. Reproduction,
2018, 156, 387-395. 1.1 11

13405 The Role of Cadaverine Synthesis on Pneumococcal Capsule and Protein Expression. Medical Sciences
(Basel, Switzerland), 2018, 6, 8. 1.3 17

13406 Predicting Potential Drugs for Breast Cancer based on miRNA and Tissue Specificity. International
Journal of Biological Sciences, 2018, 14, 971-982. 2.6 75

13407 Male increase in brain gene expression variability is linked to genetic risk for schizophrenia.
Translational Psychiatry, 2018, 8, 140. 2.4 9



741

Citation Report

# Article IF Citations

13408 Full-length transcriptome of Misgurnus anguillicaudatus provides insights into evolution of genus
Misgurnus. Scientific Reports, 2018, 8, 11699. 1.6 44

13409 Regulatory network of circRNAâ€“miRNAâ€“mRNA contributes to the histological classification and
disease progression in gastric cancer. Journal of Translational Medicine, 2018, 16, 216. 1.8 133

13410 Comparing and Contrasting the Effects of <i>Drosophila</i> Condensin II Subunit dCAP-D3
Overexpression and Depletion <i>in Vivo</i>. Genetics, 2018, 210, 531-546. 1.2 2

13411 Comparison of DNMT1 inhibitors by methylome profiling identifies unique signature of
5-aza-2â€²deoxycytidine. Epigenomics, 2018, 10, 1085-1101. 1.0 9

13412 Integrative analysis of promising molecular biomarkers and pathways for coronary artery disease
using WGCNA and MetaDE methods. Molecular Medicine Reports, 2018, 18, 2789-2797. 1.1 12

13413
Screening of exosomal miRNAs derived from subcutaneous and visceral adipose tissues: Determination
of targets for the treatment of obesity and associated metabolic disorders. Molecular Medicine
Reports, 2018, 18, 3314-3324.

1.1 22

13414 The molecular genetic basis of herbivory between butterflies and their host plants. Nature Ecology
and Evolution, 2018, 2, 1418-1427. 3.4 56

13415 Transcriptional Profiling Suggests Extensive Metabolic Rewiring of Human and Mouse Macrophages
during Early Interferon Alpha Responses. Mediators of Inflammation, 2018, 2018, 1-15. 1.4 11

13416 Proteomic analysis identifies transcriptional cofactors and homeobox transcription factors as TBX18
binding proteins. PLoS ONE, 2018, 13, e0200964. 1.1 9

13417 Transcriptome signature for dietary fructose-specific changes in rat renal cortex: A quantitative
approach to physiological relevance. PLoS ONE, 2018, 13, e0201293. 1.1 8

13418 miR-21-3p Regulates Influenza A Virus Replication by Targeting Histone Deacetylase-8. Frontiers in
Cellular and Infection Microbiology, 2018, 8, 175. 1.8 50

13419
Temporal Dynamics of Gene Expression During Endothelial Cell Differentiation From Human iPS Cells:
A Comparison Study of Signalling Factors and Small Molecules. Frontiers in Cardiovascular Medicine,
2018, 5, 16.

1.1 10

13420 Postnatal and Adult Aortic Heart Valves HaveÂ Distinctive Transcriptional Profiles Associated With
Valve Tissue Growth and Maintenance Respectively. Frontiers in Cardiovascular Medicine, 2018, 5, 30. 1.1 11

13421 Comprehensive Characterization of the RNA Editomes in Cancer Development and Progression.
Frontiers in Genetics, 2017, 8, 230. 1.1 4

13422 Heavy Chronic Intermittent Ethanol Exposure Alters Small Noncoding RNAs in Mouse Sperm and
Epididymosomes. Frontiers in Genetics, 2018, 9, 32. 1.1 88

13423 Identification of Shared Molecular Signatures Indicate the Susceptibility of Endometriosis to
Multiple Sclerosis. Frontiers in Genetics, 2018, 9, 42. 1.1 16

13424
Growth of Triple Negative and Progesterone Positive Breast Cancer Causes Oxidative Stress and
Down-Regulates Neuroprotective Transcription Factor NPAS4 and NPAS4-Regulated Genes in
Hippocampal Tissues of TumorGraft Miceâ€”an Aging Connection. Frontiers in Genetics, 2018, 9, 58.

1.1 8

13425 Transcriptional Responses Reveal Similarities Between Preclinical Rat Liver Testing Systems. Frontiers
in Genetics, 2018, 9, 74. 1.1 27



742

Citation Report

# Article IF Citations

13426 STAT6, PBX2, and PBRM1 Emerge as Predicted Regulators of 452 Differentially Expressed Genes
Associated With Puberty in Brahman Heifers. Frontiers in Genetics, 2018, 9, 87. 1.1 34

13427 â€œExosomicsâ€•â€”A Review of Biophysics, Biology and Biochemistry of Exosomes With a Focus on Human
Breast Milk. Frontiers in Genetics, 2018, 9, 92. 1.1 143

13428 Genome-Wide Association Analyses Highlight the Potential for Different Genetic Mechanisms for
Litter Size Among Sheep Breeds. Frontiers in Genetics, 2018, 9, 118. 1.1 85

13429 Determination of Oocyte-Manipulation, Zygote-Manipulation, and Genome-Reprogramming Effects on
the Transcriptomes of Bovine Blastocysts. Frontiers in Genetics, 2018, 9, 143. 1.1 9

13430 Genomic and Phenotypic Variation in Morphogenetic Networks of Two Candida albicans Isolates
Subtends Their Different Pathogenic Potential. Frontiers in Immunology, 2018, 8, 1997. 2.2 23

13431 Profiling of Human Molecular Pathways Affected by Retrotransposons at the Level of Regulation by
Transcription Factor Proteins. Frontiers in Immunology, 2018, 9, 30. 2.2 38

13432
Genome-Wide Bimolecular Fluorescence Complementation-Based Proteomic Analysis of Toxoplasma
gondii ROP18â€™s Human Interactome Shows Its Key Role in Regulation of Cell Immunity and Apoptosis.
Frontiers in Immunology, 2018, 9, 61.

2.2 25

13433 miRNome Expression Analysis Reveals New Players on Leprosy Immune Physiopathology. Frontiers in
Immunology, 2018, 9, 463. 2.2 16

13434 Behavioral Fever Drives Epigenetic Modulation of the Immune Response in Fish. Frontiers in
Immunology, 2018, 9, 1241. 2.2 20

13435 Effects of Experimental Terrestrialization on the Skin Mucus Proteome of African Lungfish
(Protopterus dolloi). Frontiers in Immunology, 2018, 9, 1259. 2.2 15

13436
Meta-Analysis of Autoimmune Regulator-Regulated Genes in Human and Murine Models: A Novel Human
Model Provides Insights on the Role of Autoimmune Regulator in Regulating STAT1 and
STAT1-Regulated Genes. Frontiers in Immunology, 2018, 9, 1380.

2.2 4

13437 Modeling Hemolytic-Uremic Syndrome: In-Depth Characterization of Distinct Murine Models
Reflecting Different Features of Human Disease. Frontiers in Immunology, 2018, 9, 1459. 2.2 22

13438 Rhizobium sp. IRBG74 Alters Arabidopsis Root Development by Affecting Auxin Signaling. Frontiers in
Microbiology, 2017, 8, 2556. 1.5 19

13439 Staphylococcus aureus Membrane-Derived Vesicles Promote Bacterial Virulence and Confer
Protective Immunity in Murine Infection Models. Frontiers in Microbiology, 2018, 9, 262. 1.5 65

13440
Simulation Study of cDNA Dataset to Investigate Possible Association of Differentially Expressed
Genes of Human THP1-Monocytic Cells in Cancer Progression Affected by Bacterial Shiga Toxins.
Frontiers in Microbiology, 2018, 9, 380.

1.5 6

13441 Host Interaction Analysis of PA-N155 and PA-N182 in Chicken Cells Reveals an Essential Role of UBA52
for Replication of H5N1 Avian Influenza Virus. Frontiers in Microbiology, 2018, 9, 936. 1.5 13

13442
Influence of Glucose Availability and CRP Acetylation on the Genome-Wide Transcriptional Response
of Escherichia coli: Assessment by an Optimized Factorial Microarray Analysis. Frontiers in
Microbiology, 2018, 9, 941.

1.5 7

13443 Differentially Expressed Genes in Osteomyelitis Induced by Staphylococcus aureus Infection. Frontiers
in Microbiology, 2018, 9, 1093. 1.5 10



743

Citation Report

# Article IF Citations

13444 Characterization of Plasmodium vivax Proteins in Plasma-Derived Exosomes From Malaria-Infected
Liver-Chimeric Humanized Mice. Frontiers in Microbiology, 2018, 9, 1271. 1.5 43

13445 Integrated Analysis and Identification of Novel Biomarkers in Parkinsonâ€™s Disease. Frontiers in Aging
Neuroscience, 2018, 10, 178. 1.7 39

13446
Prenatal Alcohol Exposure Is Associated With Adverse Cognitive Effects and Distinct Whole-Genome
DNA Methylation Patterns in Primary School Children. Frontiers in Behavioral Neuroscience, 2018, 12,
125.

1.0 19

13447 Environmental Enrichment Prevents Transcriptional Disturbances Induced by Alpha-Synuclein
Overexpression. Frontiers in Cellular Neuroscience, 2018, 12, 112. 1.8 30

13448 Big Data Analysis of Genes Associated With Neuropsychiatric Disorders in an Alzheimerâ€™s Disease
Animal Model. Frontiers in Neuroscience, 2018, 12, 407. 1.4 8

13449 Mitochondrial Molecular Abnormalities Revealed by Proteomic Analysis of Hippocampal Organelles of
Mice Triple Transgenic for Alzheimer Disease. Frontiers in Molecular Neuroscience, 2018, 11, 74. 1.4 30

13450 Altered Gene-Regulatory Function of KDM5C by a Novel Mutation Associated With Autism and
Intellectual Disability. Frontiers in Molecular Neuroscience, 2018, 11, 104. 1.4 52

13451 Characterization of Wnt and Notch-Responsive Lgr5+ Hair Cell Progenitors in the Striolar Region of
the Neonatal Mouse Utricle. Frontiers in Molecular Neuroscience, 2018, 11, 137. 1.4 31

13452 Human Epididymis Protein 4 Promotes Events Associated with Metastatic Ovarian Cancer via
Regulation of the Extracelluar Matrix. Frontiers in Oncology, 2017, 7, 332. 1.3 23

13453 Genetic Alterations in Essential Thrombocythemia Progression to Acute Myeloid Leukemia: A Case
Series and Review of the Literature. Frontiers in Oncology, 2018, 8, 32. 1.3 7

13454 Aspirin is Involved in the Cell Cycle Arrest, Apoptosis, Cell Migration, and Invasion of Oral Squamous
Cell Carcinoma. International Journal of Molecular Sciences, 2018, 19, 2029. 1.8 28

13455 Hypoxia-Induced MicroRNA-210 Targets Neurodegenerative Pathways. Non-coding RNA, 2018, 4, 10. 1.3 18

13456 A novel scoring system for acute myeloid leukemia risk assessment based on the expression levels of
six genes. International Journal of Molecular Medicine, 2018, 42, 1495-1507. 1.8 24

13457 Identification and Analysis of Human Sex-biased MicroRNAs. Genomics, Proteomics and Bioinformatics,
2018, 16, 200-211. 3.0 88

13458 Neonatal anesthesia exposure impacts brain microRNAs and their associated neurodevelopmental
processes. Scientific Reports, 2018, 8, 10656. 1.6 10

13459 The Impact of Oncogenic EGFRvIII on the Proteome of Extracellular Vesicles Released from
Glioblastoma Cells. Molecular and Cellular Proteomics, 2018, 17, 1948-1964. 2.5 116

13460 A genome-wide association study reveals novel genomic regions and positional candidate genes for
fat deposition in broiler chickens. BMC Genomics, 2018, 19, 374. 1.2 28

13461 Genome-wide surveys reveal polarity and cytoskeletal regulators mediate LKB1-associated germline
stem cell quiescence. BMC Genomics, 2018, 19, 462. 1.2 4



744

Citation Report

# Article IF Citations

13462 Harnessing single-cell genomics to improve the physiological fidelity of organoid-derived cell types.
BMC Biology, 2018, 16, 62. 1.7 35

13463 Mutations in EMT-Related Genes in ALK Positive Crizotinib Resistant Non-Small Cell Lung Cancers.
Cancers, 2018, 10, 10. 1.7 39

13464 The Prevalence of CD146 Expression in Breast Cancer Subtypes and Its Relation to Outcome. Cancers,
2018, 10, 134. 1.7 18

13465 Construction and Analysis of Gene Co-Expression Networks in Escherichia coli. Cells, 2018, 7, 19. 1.8 39

13466 Novel Modulators of Proteostasis: RNAi Screen of Chromosome I in a Heat Stress Paradigm in C.
elegans. Cells, 2018, 7, 49. 1.8 6

13467 Transcription Factor and lncRNA Regulatory Networks Identify Key Elements in Lung Adenocarcinoma.
Genes, 2018, 9, 12. 1.0 15

13468 Methods for Using Small Non-Coding RNAs to Improve Recombinant Protein Expression in Mammalian
Cells. Genes, 2018, 9, 25. 1.0 11

13469 Dissection of Myogenic Differentiation Signatures in Chickens by RNA-Seq Analysis. Genes, 2018, 9, 34. 1.0 13

13470 Identification of Differentially Methylated Sites with Weak Methylation Effects. Genes, 2018, 9, 75. 1.0 4

13471 Genome-Wide Identification of circRNAs in Pathogenic Basidiomycetous Yeast Cryptococcus
neoformans Suggests Conserved circRNA Host Genes over Kingdoms. Genes, 2018, 9, 118. 1.0 15

13472 Genetic Mechanisms of Asthma and the Implications for Drug Repositioning. Genes, 2018, 9, 237. 1.0 14

13473 A Similarity Regression Fusion Model for Integrating Multi-Omics Data to Identify Cancer Subtypes.
Genes, 2018, 9, 314. 1.0 15

13474 BIGO: A web application to analyse gene enrichment analysis results. Computational Biology and
Chemistry, 2018, 76, 169-178. 1.1 1

13475 Multifunctional Activity-Based Protein Profiling of the Developing Lung. Journal of Proteome
Research, 2018, 17, 2623-2634. 1.8 9

13476 Impact of free NÎµ-carboxymethyllysine, its precursor glyoxal and AGE-modified BSA on serotonin
release from human parietal cells in culture. Food and Function, 2018, 9, 3906-3915. 2.1 4

13477 Genomeâ€•wide compound heterozygosity analysis highlighted 4 novel susceptibility loci for congenital
heart disease in Chinese population. Clinical Genetics, 2018, 94, 296-302. 1.0 9

13478 Characterization of lncRNAs involved in cold acclimation of zebrafish ZF4 cells. PLoS ONE, 2018, 13,
e0195468. 1.1 9

13479 Comprehensive analysis of hippocampal miRNAomes in humans and mice. Epigenomics, 2018, 10, 813-828. 1.0 0



745

Citation Report

# Article IF Citations

13480 Pitx2c orchestrates embryonic axis extension via mesendodermal cell migration. ELife, 2018, 7, . 2.8 8

13481 FUS(1-359) transgenic mice as a model of ALS: pathophysiological and molecular aspects of the
proteinopathy. Neurogenetics, 2018, 19, 189-204. 0.7 29

13482 Gestational exposure to chlordecone promotes transgenerational changes in the murine
reproductive system of males. Scientific Reports, 2018, 8, 10274. 1.6 22

13483 The UPF1 interactome reveals interaction networks between RNA degradation and translation
repression factors in Arabidopsis. Plant Journal, 2018, 96, 119-132. 2.8 47

13484 Traditional and systems biology based drug discovery for the rare tumor syndrome
neurofibromatosis type 2. PLoS ONE, 2018, 13, e0197350. 1.1 17

13485 Identification of a gene-expression predictor for diagnosis and personalized stratification of lupus
patients. PLoS ONE, 2018, 13, e0198325. 1.1 7

13486
Comparative Secretome Profiling and Mutant Protein Identification in Metastatic Prostate Cancer
Cells by Quantitative Mass Spectrometry-based Proteomics. Cancer Genomics and Proteomics, 2018, 15,
279-290.

1.0 19

13487
Low molecular weight fucoidan attenuates experimental abdominal aortic aneurysm through
interfering the leukocyte-endothelial cells interaction. Molecular Medicine Reports, 2018, 17,
7089-7096.

1.1 13

13488 A characterization of postzygotic mutations identified in monozygotic twins. Human Mutation, 2018,
39, 1393-1401. 1.1 12

13489 Maintenance of CD4 T cell fitness through regulation of Foxo1. Nature Immunology, 2018, 19, 838-848. 7.0 49

13490 Whole blood transcriptome analysis in amyotrophic lateral sclerosis: A biomarker study. PLoS ONE,
2018, 13, e0198874. 1.1 37

13491 PASI: A novel pathway method to identify delicate group effects. PLoS ONE, 2018, 13, e0199991. 1.1 4

13492 Integrated MicroRNAâ€“mRNA Analysis Reveals miR-204 Inhibits Cell Proliferation in Gastric Cancer by
Targeting CKS1B, CXCL1 and GPRC5A. International Journal of Molecular Sciences, 2018, 19, 87. 1.8 41

13493 Expression of Pluripotency Genes in Chondrocyte-Like Cells Differentiated from Human Induced
Pluripotent Stem Cells. International Journal of Molecular Sciences, 2018, 19, 550. 1.8 5

13494 Global Transcriptome Analysis of Brown Adipose Tissue of Diet-Induced Obese Mice. International
Journal of Molecular Sciences, 2018, 19, 1095. 1.8 17

13495
Decryption of Active Constituents and Action Mechanism of the Traditional Uighur Prescription
(BXXTR) Alleviating IMQ-Induced Psoriasis-Like Skin Inflammation in BALB/c Mice. International Journal
of Molecular Sciences, 2018, 19, 1822.

1.8 19

13496 The Diverging Routes of BORIS and CTCF: An Interactomic and Phylogenomic Analysis. Life, 2018, 8, 4. 1.1 9

13497 Synthesis and Insecticidal Activity of Mesoionic Pyrido[1,2-Î±]pyrimidinone Derivatives Containing a
Neonicotinoid Moiety. Molecules, 2018, 23, 1217. 1.7 10



746

Citation Report

# Article IF Citations

13498 Proteomic Profiles of Adipose and Liver Tissues from an Animal Model of Metabolic Syndrome Fed
Purple Vegetables. Nutrients, 2018, 10, 456. 1.7 14

13499 In-Depth Proteomic Characterization of Classical and Non-Classical Monocyte Subsets. Proteomes,
2018, 6, 8. 1.7 18

13500
Pilot Study on Mass Spectrometryâ€“Based Analysis of the Proteome of CD34+CD123+ Progenitor Cells
for the Identification of Potential Targets for Immunotherapy in Acute Myeloid Leukemia. Proteomes,
2018, 6, 11.

1.7 10

13501 Involvement of Pro-Inflammatory Macrophages in Liver Pathology of Pirital Virus-Infected Syrian
Hamsters. Viruses, 2018, 10, 232. 1.5 4

13502 Neutralizing negative epigenetic regulation by HDAC5 enhances human haematopoietic stem cell
homing and engraftment. Nature Communications, 2018, 9, 2741. 5.8 56

13503 Early Transcriptional Responses After Dengue Vaccination Mirror the Response to Natural Infection
and Predict Neutralizing Antibody Titers. Journal of Infectious Diseases, 2018, 218, 1911-1921. 1.9 13

13504 Integration of proteomic and transcriptomic profiles reveals multiple levels of genetic regulation of
salt tolerance in cotton. BMC Plant Biology, 2018, 18, 128. 1.6 42

13505 Allopregnanolone Alters the Gene Expression Profile of Human Glioblastoma Cells. International
Journal of Molecular Sciences, 2018, 19, 864. 1.8 9

13506 Alternative RNA splicing associated with axon regeneration after rat peripheral nerve injury.
Experimental Neurology, 2018, 308, 80-89. 2.0 15

13507 Detection of Succinate by Intestinal Tuft Cells Triggers a Type 2 Innate Immune Circuit. Immunity, 2018,
49, 33-41.e7. 6.6 380

13508 Integrated genetic and epigenetic analysis of myxofibrosarcoma. Nature Communications, 2018, 9, 2765. 5.8 54

13509 RNA m6A methylation participates in regulation of postnatal development of the mouse cerebellum.
Genome Biology, 2018, 19, 68. 3.8 166

13510 Non-inflammatory tumor microenvironment of diffuse intrinsic pontine glioma. Acta
Neuropathologica Communications, 2018, 6, 51. 2.4 115

13511 Modulation of miR-210 alters phasing of circadian locomotor activity and impairs projections of PDF
clock neurons in Drosophila melanogaster. PLoS Genetics, 2018, 14, e1007500. 1.5 37

13512 Bioinformatic identification of key genes and analysis of prognostic values in clear cell renal cell
carcinoma. Oncology Letters, 2018, 16, 1747-1757. 0.8 25

13513 Establishment and characterization of an oral gerbil model for a non-mouse-adapted enterovirus 71
strain. Virus Research, 2018, 255, 117-126. 1.1 8

13514 Nanowell-mediated two-dimensional liquid chromatography enables deep proteome profiling of
&lt;1000 mammalian cells. Chemical Science, 2018, 9, 6944-6951. 3.7 33

13515 Obesity-induced protein carbonylation in murine adipose tissue regulates the DNA-binding domain of
nuclear zinc finger proteins. Journal of Biological Chemistry, 2018, 293, 13464-13476. 1.6 15



747

Citation Report

# Article IF Citations

13516 Integrating Rio1 activities discloses its nutrient-activated network in Saccharomyces cerevisiae.
Nucleic Acids Research, 2018, 46, 7586-7611. 6.5 19

13517 Quantitative phosphoproteomic analysis reveals reciprocal activation of receptor tyrosine kinases
between cancer epithelial cells and stromal fibroblasts. Clinical Proteomics, 2018, 15, 21. 1.1 15

13518 Prioritization and functional assessment of noncoding variants associated with complex diseases.
Genome Medicine, 2018, 10, 53. 3.6 33

13519 Inference of cell type content from human brain transcriptomic datasets illuminates the effects of
age, manner of death, dissection, and psychiatric diagnosis. PLoS ONE, 2018, 13, e0200003. 1.1 65

13520 A hnRNP Kâ€“AR-Related Signature Reflects Progression toward Castration-Resistant Prostate Cancer.
International Journal of Molecular Sciences, 2018, 19, 1920. 1.8 19

13521 Identification of common differentiallyâ€‘expressed miRNAs in ovarian cancer cells and their exosomes
compared with normal ovarian surface epithelial cell cells. Oncology Letters, 2018, 16, 2391-2401. 0.8 19

13522 SET-9 and SET-26 are H3K4me3 readers and play critical roles in germline development and longevity.
ELife, 2018, 7, . 2.8 22

13523 Downregulation of ribosome biogenesis during early forebrain development. ELife, 2018, 7, . 2.8 72

13524 Insects with similar social complexity show convergent patterns of adaptive molecular evolution.
Scientific Reports, 2018, 8, 10388. 1.6 20

13525
Systems genetic analysis of inversion polymorphisms in the malaria mosquito <i>Anopheles
gambiae</i>. Proceedings of the National Academy of Sciences of the United States of America, 2018,
115, E7005-E7014.

3.3 47

13526 The role of <scp>PCNA</scp> as a scaffold protein in cellular signaling is functionally conserved
between yeast and humans. FEBS Open Bio, 2018, 8, 1135-1145. 1.0 23

13527 MS analysis of a dilution series of bacteria:phytoplankton to improve detection of low abundance
bacterial peptides. Scientific Reports, 2018, 8, 9276. 1.6 4

13528 Structural Hole Spanner in HumanNet Identifies Disease Gene and Drug targets. IEEE Access, 2018, 6,
35392-35401. 2.6 3

13529 Multi-domain Networks Association for Biological Data Using Block Signed Graph Clustering.
IEEE/ACM Transactions on Computational Biology and Bioinformatics, 2018, 17, 1-1. 1.9 5

13530 A Non-invasive Liquid Biopsy Screening of Urine-Derived Exosomes for miRNAs as Biomarkers in
Endometrial Cancer Patients. AAPS Journal, 2018, 20, 82. 2.2 75

13531 Pax6 regulation of <i>Sox9</i> in the retinal pigmented epithelium controls its timely differentiation
and choroid vasculature development. Development (Cambridge), 2018, 145, . 1.2 15

13532 Cyclin G and the Polycomb Repressive complexes PRC1 and PR-DUB cooperate for developmental
stability. PLoS Genetics, 2018, 14, e1007498. 1.5 7

13533 Identification of novel diabetes impaired miRNA-transcription factor co-regulatory networks in bone
marrow-derived Lin-/VEGF-R2+ endothelial progenitor cells. PLoS ONE, 2018, 13, e0200194. 1.1 7



748

Citation Report

# Article IF Citations

13534
Lu <scp>TH</scp> y: a doubleâ€•readout bioluminescenceâ€•based twoâ€•hybrid technology for quantitative
mapping of proteinâ€“protein interactions in mammalian cells. Molecular Systems Biology, 2018, 14,
e8071.

3.2 31

13535
Age-Dependent Changes in the Sarkosyl-Insoluble Proteome of APPSWE/PS1Î”E9 Transgenic Mice Implicate
Dysfunctional Mitochondria in the Pathogenesis of Alzheimerâ€™s Disease. Journal of Alzheimer's
Disease, 2018, 64, 1247-1259.

1.2 23

13536 Comprehensive integrated analysis of gene expression datasets identifies key antiâ€‘cancer targets in
different stages of breast cancer. Experimental and Therapeutic Medicine, 2018, 16, 802-810. 0.8 2

13537 Preparation of iPS cell-derived CD31+ endothelial cells using three-dimensional suspension culture.
Regenerative Therapy, 2018, 9, 1-9. 1.4 7

13538
Sex-Specific Gene Expression Differences Are Evident in Human Embryonic Stem Cells and During In
Vitro Differentiation of Human Placental Progenitor Cells. Stem Cells and Development, 2018, 27,
1360-1375.

1.1 16

13539 The deregulation of miR-17/CCND1 axis during neuroendocrine transdifferentiation of LNCaP prostate
cancer cells. PLoS ONE, 2018, 13, e0200472. 1.1 24

13540 Myc and the Tip60 chromatin remodeling complex control neuroblast maintenance and polarity in
<i>Drosophila</i>. EMBO Journal, 2018, 37, . 3.5 27

13541 MED31 involved in regulating self-renewal and adipogenesis of human mesenchymal stem cells.
Molecular Biology Reports, 2018, 45, 1545-1550. 1.0 5

13542 Cdc45/Mcm2-7/GINS complex down-regulation mediates S phase arrest in okadaic acid-induced cell
damage. Toxicon, 2018, 152, 16-22. 0.8 6

13543 Inter and Intraspecific Genomic Divergence in Drosophila montana Shows Evidence for Cold
Adaptation. Genome Biology and Evolution, 2018, 10, 2086-2101. 1.1 25

13544 Comprehensive Proteomic Profiling of Patientsâ€™ Tears Identifies Potential Biomarkers for the
Traumatic Vegetative State. Neuroscience Bulletin, 2018, 34, 626-638. 1.5 7

13545 Risk SNP-Mediated Promoter-Enhancer Switching Drives Prostate Cancer through lncRNA PCAT19. Cell,
2018, 174, 564-575.e18. 13.5 264

13546 OX40 Costimulation Inhibits Foxp3 Expression and Treg Induction via BATF3-Dependent and Independent
Mechanisms. Cell Reports, 2018, 24, 607-618. 2.9 79

13547 Transcriptomic, lipid, and histological profiles suggest changes in health in fish from a pesticide hot
spot. Marine Environmental Research, 2018, 140, 299-321. 1.1 13

13548 Analysis of grapevine gene expression data using node-based resilience clustering. , 2018, , . 5

13549 VHL substrate transcription factor ZHX2 as an oncogenic driver in clear cell renal cell carcinoma.
Science, 2018, 361, 290-295. 6.0 134

13550 Characteristic of HPV Integration in the Genome and Transcriptome of Cervical Cancer Tissues.
BioMed Research International, 2018, 2018, 1-7. 0.9 33

13551 Transcriptional analysis of liver from chickens with fast (meat bird), moderate (F1 layer x meat bird) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 62 Td (cross) and low (layer bird) growth potential. BMC Genomics, 2018, 19, 309.1.2 19



749

Citation Report

# Article IF Citations

13552 Whole genome sequencing data of 1110 Mycobacterium tuberculosis isolates identifies insertions and
deletions associated with drug resistance. BMC Genomics, 2018, 19, 365. 1.2 14

13553 Molecular and clinical characterization of PTPN2 expression from RNA-seq data of 996 brain gliomas.
Journal of Neuroinflammation, 2018, 15, 145. 3.1 15

13554 Weighted Gene Co-Expression Network Analysis Reveals Dysregulation of Mitochondrial Oxidative
Phosphorylation in Eating Disorders. Genes, 2018, 9, 325. 1.0 14

13555
Identification of Host Defense-Related Proteins Using Label-Free Quantitative Proteomic Analysis of
Milk Whey from Cows with Staphylococcus aureus Subclinical Mastitis. International Journal of
Molecular Sciences, 2018, 19, 78.

1.8 28

13556 The Transcriptomic Landscape of Gastric Cancer: Insights into Epstein-Barr Virus Infected and
Microsatellite Unstable Tumors. International Journal of Molecular Sciences, 2018, 19, 2079. 1.8 26

13557 FoxM1 repression during human aging leads to mitotic decline and aneuploidy-driven full senescence.
Nature Communications, 2018, 9, 2834. 5.8 91

13558 GOATOOLS: A Python library for Gene Ontology analyses. Scientific Reports, 2018, 8, 10872. 1.6 717

13559 Enhancing Epitranscriptome Module Detection from m6A-Seq Data Using Threshold-Based
Measurement Weighting Strategy. BioMed Research International, 2018, 2018, 1-15. 0.9 10

13560 Human Extrafollicular CD4+ Th Cells Help Memory B Cells Produce Igs. Journal of Immunology, 2018,
201, 1359-1372. 0.4 34

13562 5-Hydroxymethylome in Circulating Cell-free DNA as A Potential Biomarker for Non-small-cell Lung
Cancer. Genomics, Proteomics and Bioinformatics, 2018, 16, 187-199. 3.0 53

13563 In-depth quantitative proteome analysis of seminal plasma from men with oligoasthenozoospermia and
normozoospermia. Reproductive BioMedicine Online, 2018, 37, 467-479. 1.1 19

13564 Menthol, a unique urinary volatile compound, is associated with chronic inflammation in interstitial
cystitis. Scientific Reports, 2018, 8, 10859. 1.6 20

13565 Assessment of the red blood cell proteome in a dog with unexplained hemolytic anemia. Veterinary
Clinical Pathology, 2018, 47, 377-385. 0.3 3

13566 SIRT1 Involved in the Regulation of Alternative Splicing Affects the DNA Damage Response in Neural
Stem Cells. Cellular Physiology and Biochemistry, 2018, 48, 657-669. 1.1 13

13567 A multi-scale analysis of bull sperm methylome revealed both species peculiarities and conserved
tissue-specific features. BMC Genomics, 2018, 19, 404. 1.2 52

13568 Alzheimer disease pathology and the cerebrospinal fluid proteome. Alzheimer's Research and Therapy,
2018, 10, 66. 3.0 67

13569 Ten hub genes associated with progression and prognosis of pancreatic carcinoma identified by
co-expression analysis. International Journal of Biological Sciences, 2018, 14, 124-136. 2.6 135

13570 HIRA directly targets the enhancers of selected cardiac transcription factors during in vitro
differentiation of mouse embryonic stem cells. Molecular Biology Reports, 2018, 45, 1001-1011. 1.0 5



750

Citation Report

# Article IF Citations

13571 YAP transcriptionally regulates ErbB2 to promote liver cell proliferation. Biochimica Et Biophysica
Acta - Gene Regulatory Mechanisms, 2018, 1861, 854-863. 0.9 19

13572 Identification of dynamic undifferentiated cell states within the male germline. Nature
Communications, 2018, 9, 2819. 5.8 68

13573 Identification of the Key MicroRNAs and the miRNA-mRNA Regulatory Pathways in Prostate Cancer by
Bioinformatics Methods. BioMed Research International, 2018, 2018, 1-10. 0.9 29

13574 Molecular mechanism of estrogen-mediated neuroprotection in the relief of brain ischemic injury.
BMC Genetics, 2018, 19, 46. 2.7 8

13575 A prototypical non-malignant epithelial model to study genome dynamics and concurrently monitor
micro-RNAs and proteins in situ during oncogene-induced senescence. BMC Genomics, 2018, 19, 37. 1.2 46

13576 Profiling of testis-specific long noncoding RNAs in mice. BMC Genomics, 2018, 19, 539. 1.2 67

13577 Gene alterations in monocytes are pathogenic factors for immunoglobulin a nephropathy by
bioinformatics analysis of microarray data. BMC Nephrology, 2018, 19, 184. 0.8 3

13578 Biomarker microRNAs for prostate cancer metastasis: screened with a network vulnerability analysis
model. Journal of Translational Medicine, 2018, 16, 134. 1.8 41

13579 Direct Reprogramming of Spiral Ganglion Non-neuronal Cells into Neurons: Toward Ameliorating
Sensorineural Hearing Loss by Gene Therapy. Frontiers in Cell and Developmental Biology, 2018, 6, 16. 1.8 36

13580 Consequences of early life stress on genomic landscape of H3K4me3 in prefrontal cortex of adult
mice. BMC Genomics, 2018, 19, 93. 1.2 23

13581 Cholesterol synthesis pathway genes in prostate cancer are transcriptionally downregulated when
tissue confounding is minimized. BMC Cancer, 2018, 18, 478. 1.1 12

13582 CXCL9/10/11, a regulator of PD-L1 expression in gastric cancer. BMC Cancer, 2018, 18, 462. 1.1 68

13583 Novel candidate genes important for asthma and hypertension comorbidity revealed from associative
gene networks. BMC Medical Genomics, 2018, 11, 15. 0.7 57

13584 Proteomic identification and characterization of hepatic glyoxalase 1 dysregulation in non-alcoholic
fatty liver disease. Proteome Science, 2018, 16, 4. 0.7 20

13585 Clinical value of miR-182-5p in lung squamous cell carcinoma: a study combining data from TCGA, GEO,
and RT-qPCR validation. World Journal of Surgical Oncology, 2018, 16, 76. 0.8 27

13586 The chromatin remodeling subunit Baf200 promotes normal hematopoiesis and inhibits
leukemogenesis. Journal of Hematology and Oncology, 2018, 11, 27. 6.9 22

13587 The phospholipase DDHD1 as a new target in colorectal cancer therapy. Journal of Experimental and
Clinical Cancer Research, 2018, 37, 82. 3.5 8

13588 Conjunctival transcriptome profiling of Solomon Islanders with active trachoma in the absence of
Chlamydia trachomatis infection. Parasites and Vectors, 2018, 11, 104. 1.0 5



751

Citation Report

# Article IF Citations

13589 Metabolomics of oncogene-specific metabolic reprogramming during breast cancer. Cancer &
Metabolism, 2018, 6, 5. 2.4 35

13590 Integrative analysis of gene expression profiles reveals specific signaling pathways associated with
pancreatic duct adenocarcinoma. Cancer Communications, 2018, 38, 1-12. 3.7 14

13591 Whole-transcriptome splicing profiling of E7.5 mouse primary germ layers reveals frequent
alternative promoter usage during mouse early embryogenesis. Biology Open, 2018, 7, . 0.6 6

13592 An ensemble method to predict target genes and pathways in uveal melanoma. Open Life Sciences, 2018,
13, 90-96. 0.6 1

13593 Comparative Transcriptomic Response of Primary and Immortalized Macrophages to Murine Norovirus
Infection. Journal of Immunology, 2018, 200, 4157-4169. 0.4 16

13594 Network correlation analysis revealed potential new mechanisms for neural tube defects beyond
folic acid. Birth Defects Research, 2018, 110, 982-993. 0.8 2

13595 Identification of aberrantly expressed F-box proteins in squamous-cell lung carcinoma. Journal of
Cancer Research and Clinical Oncology, 2018, 144, 1509-1521. 1.2 25

13596 iTRAQ-based proteomic profile analysis of ISKNV-infected CPB cells with emphasizing on glucose
metabolism, apoptosis and autophagy pathways. Fish and Shellfish Immunology, 2018, 79, 102-111. 1.6 13

13597 Common variants on 6q16.2, 12q24.31 and 16p13.3 are associated with major depressive disorder.
Neuropsychopharmacology, 2018, 43, 2146-2153. 2.8 36

13598 Gain-of-function mutations in DNMT3A in patients with paraganglioma. Genetics in Medicine, 2018, 20,
1644-1651. 1.1 73

13599 Smad4 deficiency impairs chondrocyte hypertrophy via the Runx2 transcription factor in mouse
skeletal development. Journal of Biological Chemistry, 2018, 293, 9162-9175. 1.6 30

13600 Proteomics analysis reveals marker proteins for minor vein initiation in rice leaf. Functional and
Integrative Genomics, 2018, 18, 581-591. 1.4 1

13601
Biological-Profiling-Based Systematic Analysis of Rhizoma Coptidis from Different Growing Regions
and Its Anticholesterol Biosynthesis Activity on HepG2 Cells. Molecular Pharmaceutics, 2018, 15,
2234-2245.

2.3 5

13602 Maf links Neuregulin1 signaling to cholesterol synthesis in myelinating Schwann cells. Genes and
Development, 2018, 32, 645-657. 2.7 22

13603 Reduced fibre size, capillary supply and mitochondrial activity in constitutional thinness' skeletal
muscle. Acta Physiologica, 2018, 224, e13097. 1.8 15

13604 Exploring gene expression biomarker candidates for neurobehavioral impairment from total sleep
deprivation. BMC Genomics, 2018, 19, 341. 1.2 18

13605 Genetic and cellular sensitivity of <i>Caenorhabditis elegans</i> to the chemotherapeutic agent
cisplatin. DMM Disease Models and Mechanisms, 2018, 11, . 1.2 13

13606 Identification and functional analysis of a core gene module associated with hepatitis C virus-induced
human hepatocellular carcinoma progression. Oncology Letters, 2018, 15, 6815-6824. 0.8 6



752

Citation Report

# Article IF Citations

13607 Genomic selection signatures in sheep from the Western Pyrenees. Genetics Selection Evolution, 2018,
50, 9. 1.2 35

13608 Genome-wide scan reveals population stratification and footprints of recent selection in Nelore
cattle. Genetics Selection Evolution, 2018, 50, 22. 1.2 23

13609 RNA sequencing of early round goby embryos reveals that maternal experiences can shape the
maternal RNA contribution in a wild vertebrate. BMC Evolutionary Biology, 2018, 18, 34. 3.2 16

13610
Expression profiling and intracellular localization studies of the novel Proline-, Histidine-, and
Glycine-rich protein 1 suggest an essential role in gastro-intestinal epithelium and a potential clinical
application in colorectal cancer diagnostics. BMC Gastroenterology, 2018, 18, 26.

0.8 17

13611 Gene-expression signature regulated by the KEAP1-NRF2-CUL3 axis is associated with a poor prognosis
in head and neck squamous cell cancer. BMC Cancer, 2018, 18, 46. 1.1 75

13612 A three-lncRNA signature predicts overall survival and disease-free survival in patients with
esophageal squamous cell carcinoma. BMC Cancer, 2018, 18, 147. 1.1 57

13613 Elucidating mechanistic insights into drug action for atopic dermatitis: a systems biology approach.
BMC Dermatology, 2018, 18, 3. 2.1 6

13614 Deleterious genetic variants in ciliopathy genes increase risk of ritodrine-induced cardiac and
pulmonary side effects. BMC Medical Genomics, 2018, 11, 4. 0.7 16

13615
Integration analysis of microRNA and mRNA paired expression profiling identifies deregulated
microRNA-transcription factor-gene regulatory networks in ovarian endometriosis. Reproductive
Biology and Endocrinology, 2018, 16, 4.

1.4 59

13616 Molecular and functional signatures in a novel Alzheimerâ€™s disease mouse model assessed by
quantitative proteomics. Molecular Neurodegeneration, 2018, 13, 2. 4.4 62

13617 Dependence receptor UNC5A restricts luminal to basal breast cancer plasticity and metastasis. Breast
Cancer Research, 2018, 20, 35. 2.2 14

13618 Use of DAVID algorithms for clustering custom annotated gene lists in a non-model organism,
rainbow trout. BMC Research Notes, 2018, 11, 63. 0.6 2

13619 Characterization and selective incorporation of small non-coding RNAs in non-small cell lung cancer
extracellular vesicles. Cell and Bioscience, 2018, 8, 2. 2.1 58

13620 Proteomics-based insights into mitogen-activated protein kinase inhibitor resistance of cerebral
melanoma metastases. Clinical Proteomics, 2018, 15, 13. 1.1 17

13621 JAK/STAT3 regulated global gene expression dynamics during late-stage reprogramming process. BMC
Genomics, 2018, 19, 183. 1.2 22

13622 Novel functional variants at the GWAS-implicated loci might confer risk to major depressive disorder,
bipolar affective disorder and schizophrenia. BMC Neuroscience, 2018, 19, 22. 0.8 13

13623 Circadian succession of molecular processes in living tissues. BMC Medical Genomics, 2018, 11, 14. 0.7 1

13624 Integrative bioinformatics analysis characterizing the role of EDC3 in mRNA decay and its association
to intellectual disability. BMC Medical Genomics, 2018, 11, 41. 0.7 5



753

Citation Report

# Article IF Citations

13625 Effect of ovarian cancer ascites on SKOV-3 cells proteome: new proteins associated with aggressive
phenotype in epithelial ovarian cancer. Proteome Science, 2018, 16, 3. 0.7 5

13626 Mapping human pluripotent stem cell differentiation pathways using high throughput single-cell
RNA-sequencing. Genome Biology, 2018, 19, 47. 3.8 96

13627
Alterations in sperm DNA methylation, non-coding RNA and histone retention associate with
DDT-induced epigenetic transgenerational inheritance of disease. Epigenetics and Chromatin, 2018, 11,
8.

1.8 148

13628 Transcriptional Analysis of Endothelial Cell Alternation Induced by Atrial Natriuretic Polypeptide in
Human Umbilical Vein Endothelial Cells. International Heart Journal, 2018, 59, 197-202. 0.5 2

13629 Bisphenol A Induces a Distinct Transcriptome Profile in the Male Fish of the Marine Medaka Oryzias
javanicus. Biochip Journal, 2018, 12, 25-37. 2.5 10

13630 A tandem mass tag (TMT) proteomic analysis during the early phase of experimental pancreatitis
reveals new insights in the disease pathogenesis. Journal of Proteomics, 2018, 181, 190-200. 1.2 10

13631 De novo activating mutations drive clonal evolution and enhance clonal fitness in KMT2A-rearranged
leukemia. Nature Communications, 2018, 9, 1770. 5.8 38

13632 miRâ€•4725â€•3p targeting stromal interacting molecule 1 signaling is involved in xanthohumol inhibition of
glioma cell invasion. Journal of Neurochemistry, 2018, 146, 269-288. 2.1 21

13633 Time-dependent changes in gene expression induced in vitro by interleukin-1Î² in equine articular
cartilage. Research in Veterinary Science, 2018, 118, 466-476. 0.9 12

13634
Alterations in sperm DNA methylation, non-coding RNA expression, and histone retention mediate
vinclozolin-induced epigenetic transgenerational inheritance of disease. Environmental Epigenetics,
2018, 4, dvy010.

0.9 127

13635 Serum Proteomics in African American Female Patients With Irritable Bowel Syndrome. Nursing
Research, 2018, 67, 261-267. 0.8 4

13636 Environmental history impacts gene expression during diapause development in the alfalfa leafcutting
bee, <i>Megachile rotundata</i>. Journal of Experimental Biology, 2018, 221, . 0.8 17

13637 Key signaling pathways, genes and transcription factors associated with hepatocellular carcinoma.
Molecular Medicine Reports, 2018, 17, 8153-8160. 1.1 21

13638 Bioinformatic analysis and prediction of the function and regulatory network of long non-coding
RNAs in hepatocellular carcinoma. Oncology Letters, 2018, 15, 7783-7793. 0.8 11

13639 Role of COL6A3 in colorectal cancer. Oncology Reports, 2018, 39, 2527-2536. 1.2 37

13640 Pathway-based dissection of the genomic heterogeneity of cancer hallmarksâ€™ acquisition with
SLAPenrich. Scientific Reports, 2018, 8, 6713. 1.6 24

13641 Potential molecular mechanisms of overgrazing-induced dwarfism in sheepgrass (Leymus chinensis)
analyzed using proteomic data. BMC Plant Biology, 2018, 18, 81. 1.6 6

13642 Predicting multi-level drug response with gene expression profile in multiple myeloma using
hierarchical ordinal regression. BMC Cancer, 2018, 18, 551. 1.1 11



754

Citation Report

# Article IF Citations

13643 RNA-seq profiling reveals differentially expressed genes as potential markers for vital reaction in skin
contusion: a pilot study. Forensic Sciences Research, 2018, 3, 153-160. 0.9 26

13644 Extensive Differential Splicing Underlies Phenotypically Plastic Aphid Morphs. Molecular Biology and
Evolution, 2018, 35, 1934-1946. 3.5 42

13645 Emerin modulates spatial organization of chromosome territories in cells on softer matrices.
Nucleic Acids Research, 2018, 46, 5561-5586. 6.5 24

13646 Depletion of DNMT1 in differentiated human cells highlights key classes of sensitive genes and an
interplay with polycomb repression. Epigenetics and Chromatin, 2018, 11, 12. 1.8 18

13647 Time-course transcriptome analysis of medullary thymic epithelial cells in the early phase of thymic
involution. Molecular Immunology, 2018, 99, 87-94. 1.0 12

13648 Large-Scale Label-Free Quantitative Mapping of the Sputum Proteome. Journal of Proteome Research,
2018, 17, 2072-2091. 1.8 16

13649 Comprehensive map of age-associated splicing changes across human tissues and their contributions
to age-associated diseases. Scientific Reports, 2018, 8, 10929. 1.6 46

13650 Tumor mutational burden is a determinant of immune-mediated survival in breast cancer.
OncoImmunology, 2018, 7, e1490854. 2.1 200

13651
Anti-Cancer Effects of Radix Angelica Sinensis (Danggui) and N-Butylidenephthalide on Gastric Cancer:
Implications for REDD1 Activation and mTOR Inhibition. Cellular Physiology and Biochemistry, 2018, 48,
2231-2246.

1.1 36

13652 TNFAIP3 is required for FGFR1 activation-promoted proliferation and tumorigenesis of premalignant
DCIS.COM human mammary epithelial cells. Breast Cancer Research, 2018, 20, 97. 2.2 12

13653 Identification of key genes and pathways involved in response to pain in goat and sheep by
transcriptome sequencing. Biological Research, 2018, 51, 25. 1.5 15

13654 Detection of new pathways involved in the acceptance and the utilisation of a plant-based diet in
isogenic lines of rainbow trout fry. PLoS ONE, 2018, 13, e0201462. 1.1 11

13655
Prediction of novel pluripotent proteins involved in reprogramming of male Germline stem cells
(GSCs) into multipotent adult Germline stem cells (maGSCs) by network analysis. Computational
Biology and Chemistry, 2018, 76, 302-309.

1.1 7

13656 Novel lncRNA <i>LINC00844</i> Regulates Prostate Cancer Cell Migration and Invasion through AR
Signaling. Molecular Cancer Research, 2018, 16, 1865-1878. 1.5 79

13657 Sequencing of Supernumerary Chromosomes of Red Fox and Raccoon Dog Confirms a Non-Random
Gene Acquisition by B Chromosomes. Genes, 2018, 9, 405. 1.0 22

13658 Hsa-miR-10a-5p downregulation in mutant UQCRB-expressing cells promotes the cholesterol
biosynthesis pathway. Scientific Reports, 2018, 8, 12407. 1.6 17

13659 Proteomics: Clinical and research applications in respiratory diseases. Respirology, 2018, 23, 993-1003. 1.3 15

13660 Functional interplay between câ€•Myc and Max in B lymphocyte differentiation. EMBO Reports, 2018, 19, . 2.0 20



755

Citation Report

# Article IF Citations

13661 A Weighted Association Rule Mining Method for Predicting HCV-Human Protein Interactions. Current
Bioinformatics, 2018, 13, 73-84. 0.7 10

13662 Molecular Mode of Action of Asteriscus graveolens as an Anticancer Agent. International Journal of
Molecular Sciences, 2018, 19, 2162. 1.8 10

13663 prpf4 is essential for cell survival and posterior lateral line primordium migration in zebrafish.
Journal of Genetics and Genomics, 2018, 45, 443-453. 1.7 5

13664 Trpv4 involvement in the sex differences in blood pressure regulation in spontaneously hypertensive
rats. Physiological Genomics, 2018, 50, 272-286. 1.0 6

13665 Homeobox oncogene activation by pan-cancer DNA hypermethylation. Genome Biology, 2018, 19, 108. 3.8 94

13666 An integrated analysis of key microRNAs, regulatory pathways and clinical relevance in bladder
cancer. OncoTargets and Therapy, 2018, Volume 11, 3075-3085. 1.0 7

13667 Candidate gene and mechanism investigations in congenital obstructive nephropathy based on
bioinformatics analysis. Molecular Medicine Reports, 2018, 18, 2651-2660. 1.1 1

13668 Antagonistic Roles of PhyA and PhyB in Far-Red Light-Dependent Leaf Senescence in Arabidopsis
thaliana. Plant and Cell Physiology, 2018, 59, 1753-1764. 1.5 37

13669 Minor spliceosome inactivation causes microcephaly due to cell cycle defects and death of
self-amplifying radial glial cells. Development (Cambridge), 2018, 145, . 1.2 48

13670
Transcriptomic Profiles in Zebrafish Liver Permit the Discrimination of Surface Water with Pollution
Gradient and Different Discharges. International Journal of Environmental Research and Public
Health, 2018, 15, 1648.

1.2 9

13671 MicroRNAâ€‘320a suppresses tumour cell proliferation and invasion of renal cancer cells by targeting
FoxM1. Oncology Reports, 2018, 40, 1917-1926. 1.2 9

13672 Identifying Target RNAs of PARPs. Methods in Molecular Biology, 2018, 1813, 327-341. 0.4 1

13673 Pro-angiogenic near infrared-responsive hydrogels for deliberate transgene expression. Acta
Biomaterialia, 2018, 78, 123-136. 4.1 11

13674 Association Study and Fine-Mapping MajorÂ Histocompatibility Complex AnalysisÂ of Pemphigus Vulgaris
in aÂ HanÂ Chinese Population. Journal of Investigative Dermatology, 2018, 138, 2307-2314. 0.3 17

13675 Genome-wide scanning reveals genetic diversity and signatures of selection in Chinese indigenous
cattle breeds. Livestock Science, 2018, 216, 100-108. 0.6 8

13676 An FEVR-associated mutation in ZNF408 alters the expression of genes involved in the development of
vasculature. Human Molecular Genetics, 2018, 27, 3519-3527. 1.4 14

13677 Primary ciliaâ€•regulated transcriptome in the renal collecting duct. FASEB Journal, 2018, 32, 3653-3668. 0.2 18

13678 Hemicentin 1 influences podocyte dynamic changes in glomerular diseases. American Journal of
Physiology - Renal Physiology, 2018, 314, F1154-F1165. 1.3 11



756

Citation Report

# Article IF Citations

13679 RNA sequencing of kidney distal tubule cells reveals multiple mediators of chronic aldosterone
action. Physiological Genomics, 2018, 50, 343-354. 1.0 20

13680 Runs of homozygosity in a selected cattle population with extremely inbred bulls: Descriptive and
functional analyses revealed highly variable patterns. PLoS ONE, 2018, 13, e0200069. 1.1 39

13681 Dysfunction of Sister Chromatids Separation Promotes Progression of Hepatocellular Carcinoma
According to Analysis of Gene Expression Profiling. Frontiers in Physiology, 2018, 9, 1019. 1.3 14

13682 CMTM6 overexpression is associated with molecular and clinical characteristics of malignancy and
predicts poor prognosis in gliomas. EBioMedicine, 2018, 35, 233-243. 2.7 97

13683 Inhibition of Aberrant DNA Re-methylation Improves Post-implantation Development of Somatic Cell
Nuclear Transfer Embryos. Cell Stem Cell, 2018, 23, 426-435.e5. 5.2 72

13684 Dppa2/4 Facilitate Epigenetic Remodeling during Reprogramming to Pluripotency. Cell Stem Cell, 2018,
23, 396-411.e8. 5.2 61

13685 Monitoring changes in the Gene Ontology and their impact on genomic data analysis. GigaScience,
2018, 7, . 3.3 4

13686 Impact of viral presence in tumor on gene expression in non-small cell lung cancer. BMC Cancer, 2018,
18, 843. 1.1 16

13687 CREBBP/EP300 bromodomains are critical to sustain the GATA1/MYC regulatory axis in proliferation.
Epigenetics and Chromatin, 2018, 11, 30. 1.8 43

13688 Identification of biomarkers for Barcelona Clinic Liver Cancer staging and overall survival of
patients with hepatocellular carcinoma. PLoS ONE, 2018, 13, e0202763. 1.1 40

13689 Genome Wide Identification of Novel Long Non-coding RNAs and Their Potential Associations With
Milk Proteins in Chinese Holstein Cows. Frontiers in Genetics, 2018, 9, 281. 1.1 30

13690 Discovering Putative Prion-Like Proteins in Plasmodium falciparum: A Computational and Experimental
Analysis. Frontiers in Microbiology, 2018, 9, 1737. 1.5 42

13691
Construction of a microRNAâ€‘associated feedâ€‘forward loop network that identifies regulators of
cardiac hypertrophy and acute myocardial infarction. International Journal of Molecular Medicine,
2018, 42, 2062-2070.

1.8 8

13692 An analysis of aging-related genes derived from the Genotype-Tissue Expression projectÂ (GTEx). Cell
Death Discovery, 2018, 4, 26. 2.0 30

13693 Elevated H3K79 homocysteinylation causes abnormal gene expression during neural development and
subsequent neural tube defects. Nature Communications, 2018, 9, 3436. 5.8 56

13694 Endocrine lineage biases arise in temporally distinct endocrine progenitors during pancreatic
morphogenesis. Nature Communications, 2018, 9, 3356. 5.8 67

13696
Loss of NF2 Induces TGFÎ² Receptor 1â€“mediated Noncanonical and Oncogenic TGFÎ² Signaling: Implication
of the Therapeutic Effect of TGFÎ² Receptor 1 Inhibitor on NF2 Syndrome. Molecular Cancer
Therapeutics, 2018, 17, 2271-2284.

1.9 11

13697 Prediction of key genes and pathways involved in trastuzumab-resistant gastric cancer. World
Journal of Surgical Oncology, 2018, 16, 174. 0.8 20



757

Citation Report

# Article IF Citations

13698 Forward and reverse mutations in stages of cancer development. Human Genomics, 2018, 12, 40. 1.4 12

13699 Positive Regulation of Transcription by Human ZMYND8 through Its Association with P-TEFb Complex.
Cell Reports, 2018, 24, 2141-2154.e6. 2.9 30

13700 Transcriptome analysis of the effects of Cd and nanomaterial-loaded Cd on the liver in zebrafish.
Ecotoxicology and Environmental Safety, 2018, 164, 530-539. 2.9 23

13701 Loss of the E3 ubiquitin ligase MKRN1 represses diet-induced metabolic syndrome through AMPK
activation. Nature Communications, 2018, 9, 3404. 5.8 50

13702 Genomic analysis reveals recurrent deletion of JAKâ€•STAT signaling inhibitors <i>HNRNPK</i> and
<i>SOCS1</i> in mycosis fungoides. Genes Chromosomes and Cancer, 2018, 57, 653-664. 1.5 56

13703 Monitoring sublethal changes in fish physiology following exposure to a light, unweathered crude
oil. Aquatic Toxicology, 2018, 204, 27-45. 1.9 19

13704
Neural progenitors derived from Tuberous Sclerosis Complex patients exhibit attenuated PI3K/AKT
signaling and delayed neuronal differentiation. Molecular and Cellular Neurosciences, 2018, 92,
149-163.

1.0 36

13705 Recurrence-Associated Long Non-coding RNA Signature for Determining the Risk of Recurrence in
Patients with Colon Cancer. Molecular Therapy - Nucleic Acids, 2018, 12, 518-529. 2.3 139

13706 Integrative epigenomic analysis in differentiated human primary bronchial epithelial cells exposed to
cigarette smoke. Scientific Reports, 2018, 8, 12750. 1.6 11

13707 Novel Myopia Genes and Pathways Identified From Syndromic Forms of Myopia. , 2018, 59, 338. 50

13708 m6A mRNA methylation regulates AKT activity to promote the proliferation and tumorigenicity of
endometrial cancer. Nature Cell Biology, 2018, 20, 1074-1083. 4.6 592

13709 Trac-looping measures genome structure and chromatin accessibility. Nature Methods, 2018, 15,
741-747. 9.0 74

13710 Lack of cyclin D3 induces skeletal muscle fiber-type shifting, increased endurance performance and
hypermetabolism. Scientific Reports, 2018, 8, 12792. 1.6 10

13711
Across-Experiment Transcriptomics of Sheep Rumen Identifies Expression of Lipid/Oxo-Acid Metabolism
and Muscle Cell Junction Genes Associated With Variation in Methane-Related Phenotypes. Frontiers
in Genetics, 2018, 9, 330.

1.1 13

13712 Skp2 expression has different clinicopathological and prognostic implications in lung
adenocarcinoma and squamous cell carcinoma. Oncology Letters, 2018, 16, 2873-2880. 0.8 8

13713 CLEC3B is downregulated and inhibits proliferation in clear cell renal cell carcinoma. Oncology
Reports, 2018, 40, 2023-2035. 1.2 23

13714 Integrated proteomic and phosphoproteomic analyses of cisplatin-sensitive and resistant bladder
cancer cells reveal CDK2 network as a key therapeutic target. Cancer Letters, 2018, 437, 1-12. 3.2 21

13715 Transcriptional effects of polyethylene microplastics ingestion in developing zebrafish (Danio rerio).
Environmental Pollution, 2018, 243, 591-600. 3.7 122



758

Citation Report

# Article IF Citations

13716 The Drosophila CCR4-NOT complex is required for cholesterol homeostasis and steroid hormone
synthesis. Developmental Biology, 2018, 443, 10-18. 0.9 11

13717 Mechanism suppressing H3K9 trimethylation in pluripotent stem cells and its demise by polyQ-expanded
huntingtin mutations. Human Molecular Genetics, 2018, 27, 4117-4134. 1.4 21

13718 Age-related gene expression profiles of immature human oocytes. Molecular Human Reproduction,
2018, 24, 469-477. 1.3 10

13719
Bufalin inhibits cell proliferation and migration of hepatocellular carcinoma cells via APOBEC3F
induced intestinal immune network for IgA production signaling pathway. Biochemical and
Biophysical Research Communications, 2018, 503, 2124-2131.

1.0 41

13720 Differential gene expression to an LPS challenge in relation to exogenous corticosterone in the
invasive cane toad (Rhinella marina). Developmental and Comparative Immunology, 2018, 88, 114-123. 1.0 22

13721 Integrated profiling of phenotype and blood transcriptome for stress vulnerability and depression.
Journal of Psychiatric Research, 2018, 104, 202-210. 1.5 20

13722 Circular RNA alterations in the Bombyx mori midgut following B. mori nucleopolyhedrovirus
infection. Molecular Immunology, 2018, 101, 461-470. 1.0 26

13723 Recapitulation of Human Neural Microenvironment Signatures in iPSC-Derived NPC 3D Differentiation.
Stem Cell Reports, 2018, 11, 552-564. 2.3 59

13724 Chromosomal instability-induced senescence potentiates cell non-autonomous tumourigenic effects.
Oncogenesis, 2018, 7, 62. 2.1 42

13725 Riluzole reduces amyloid beta pathology, improves memory, and restores gene expression changes in a
transgenic mouse model of early-onset Alzheimerâ€™s disease. Translational Psychiatry, 2018, 8, 153. 2.4 64

13726 SP140 regulates the expression of immune-related genes associated with multiple sclerosis and other
autoimmune diseases by NF-ÎºB inhibition. Human Molecular Genetics, 2018, 27, 4012-4023. 1.4 25

13727 Bootstrapping and Empirical Bayes Methods Improve Rhythm Detection in Sparsely Sampled Data.
Journal of Biological Rhythms, 2018, 33, 339-349. 1.4 34

13728 The effect of Tmem135 overexpression on the mouse heart. PLoS ONE, 2018, 13, e0201986. 1.1 16

13729 Prostaglandin F2Î± promotes embryo implantation and development in the pig. Reproduction, 2018, 156,
405-419. 1.1 12

13730 Differential gene expression profiling of the sciatic nerve in type 1 and type 2 diabetic mice. Biomedical
Reports, 2018, 9, 291-304. 0.9 8

13731 Identification of Biomarker for Cutaneous Squamous Cell Carcinoma Using Microarray Data Analysis.
Journal of Cancer, 2018, 9, 400-406. 1.2 21

13732 Genomic landscape and mutational impacts of recurrently mutated genes in cancers. Molecular
Genetics &amp; Genomic Medicine, 2018, 6, 910-923. 0.6 15

13733 Identification of susceptibility pathways for the role of chromosome 15q25.1 in modifying lung cancer
risk. Nature Communications, 2018, 9, 3221. 5.8 60



759

Citation Report

# Article IF Citations

13734 Autism-like phenotype and risk gene mRNA deadenylation by CPEB4 mis-splicing. Nature, 2018, 560,
441-446. 13.7 113

13735 CBD: a biomarker database for colorectal cancer. Database: the Journal of Biological Databases and
Curation, 2018, 2018, . 1.4 46

13736 RARÎ³ is required for mesodermal gene expression prior to gastrulation. Development (Cambridge), 2018,
145, . 1.2 8

13737 Comprehensive evaluation of coding region point mutations in microsatelliteâ€•unstable colorectal
cancer. EMBO Molecular Medicine, 2018, 10, . 3.3 10

13738 Non-Coding Transcriptome Maps across Twenty Tissues of the Korean Black Chicken, Yeonsan Ogye.
International Journal of Molecular Sciences, 2018, 19, 2359. 1.8 6

13739 Understanding the mechanisms involved in the high sensitivity of Pecten maximus larvae to aeration.
Aquaculture, 2018, 497, 189-199. 1.7 3

13740 APD-Containing Cyclolipodepsipeptides Target Mitochondrial Function in Hypoxic Cancer Cells. Cell
Chemical Biology, 2018, 25, 1337-1349.e12. 2.5 27

13741 Comparative transcriptomic profiling of peripheral efferent and afferent nerve fibres at different
developmental stages in mice. Scientific Reports, 2018, 8, 11990. 1.6 1

13742 Integrated analysis of lncRNA and mRNA expression in rainbow trout families showing variation in
muscle growth and fillet quality traits. Scientific Reports, 2018, 8, 12111. 1.6 56

13743
Global transcriptional differences in myokine and inflammatory genes in muscle of mature steer
progeny are related to maternal lactation diet and muscle composition. Physiological Genomics, 2018,
50, 884-892.

1.0 2

13744
Beta-hydroxybutyrate infusion identifies acutely differentially expressed genes related to metabolism
and reproduction in the hypothalamus and pituitary of castrated male sheep. Physiological Genomics,
2018, 50, 468-477.

1.0 2

13745
Comparative proteomic analysis of QTL CTS-12 derived from wild rice (Oryza rufipogon Griff.), in the
regulation of cold acclimation and de-acclimation of rice (Oryza sativa L.) in response to severe
chilling stress. BMC Plant Biology, 2018, 18, 163.

1.6 42

13746 Postsynaptic Proteome of Non-Demented Individuals with Alzheimerâ€™s Disease Neuropathology.
Journal of Alzheimer's Disease, 2018, 65, 659-682. 1.2 31

13747 Sonic Hedgehog Medulloblastoma Cancer Stem Cells Mirnome and Transcriptome Highlight Novel
Functional Networks. International Journal of Molecular Sciences, 2018, 19, 2326. 1.8 14

13748 Molecular profiles of tumor contrast enhancement: A radiogenomic analysis in anaplastic gliomas.
Cancer Medicine, 2018, 7, 4273-4283. 1.3 9

13749 The prognostic value of differentially expressed CYP3A subfamily members for hepatocellular
carcinoma. Cancer Management and Research, 2018, Volume 10, 1713-1726. 0.9 27

13750 Identification of Antifungal Targets Based on Computer Modeling. Journal of Fungi (Basel,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 102 Td (Switzerland), 2018, 4, 81.1.5 12

13751
Serum exosomal miRâ€‘328, miRâ€‘575, miRâ€‘134 and miRâ€‘671â€‘5p as potential biomarkers for the diagnosis of
Kawasaki disease and the prediction of therapeutic outcomes of intravenous immunoglobulin therapy.
Experimental and Therapeutic Medicine, 2018, 16, 2420-2432.

0.8 27



760

Citation Report

# Article IF Citations

13752
Multiâ€•Scale Network Model Supported by Proteomics for Analysis of Combined Gemcitabine and
Birinapant Effects in Pancreatic Cancer Cells. CPT: Pharmacometrics and Systems Pharmacology, 2018,
7, 549-561.

1.3 15

13753 DNA methylation reprogramming of functional elements during mammalian embryonic development.
Cell Discovery, 2018, 4, 41. 3.1 51

13754 A PDGFRÎ±-driven mouse model of glioblastoma reveals a stathmin1-mediated mechanism of sensitivity to
vinblastine. Nature Communications, 2018, 9, 3116. 5.8 30

13755 Genome-wide identification of directed gene networks using large-scale population genomics data.
Nature Communications, 2018, 9, 3097. 5.8 18

13756 Comprehensive profiling of transcriptional networks specific for lactogenic differentiation of
HC11Â mammary epithelial stem-like cells. Scientific Reports, 2018, 8, 11777. 1.6 17

13757 Epigenetic Variability Confounds Transcriptome but Not Proteome Profiling for Coexpression-based
Gene Function Prediction. Molecular and Cellular Proteomics, 2018, 17, 2082-2090. 2.5 9

13758 Temporal Proteomic Analysis of Pancreatic Î²-Cells in Response to Lipotoxicity and Glucolipotoxicity.
Molecular and Cellular Proteomics, 2018, 17, 2119-2131. 2.5 25

13759 Characterization of Transcription Termination-Associated RNAs: New Insights into their Biogenesis,
Tailing, and Expression in Primary Tumors. International Journal of Genomics, 2018, 2018, 1-11. 0.8 5

13760 Dissecting LncRNA Roles in Renal Cell Carcinoma Metastasis and Characterizing Genomic
Heterogeneity by Single-Cell RNA-seq. Molecular Cancer Research, 2018, 16, 1879-1888. 1.5 21

13761 Assessing genetic architecture and signatures of selection of dual purpose Gir cattle populations
using genomic information. PLoS ONE, 2018, 13, e0200694. 1.1 64

13762 Network analysis of inflammatory responses to sepsis by neutrophils and peripheral blood
mononuclear cells. PLoS ONE, 2018, 13, e0201674. 1.1 22

13763 Transcriptome of porcine alveolar macrophages activated by interferon-gamma and
lipopolysaccharide. Biochemical and Biophysical Research Communications, 2018, 503, 2666-2672. 1.0 26

13764 Molecular Architecture of the Mouse Nervous System. Cell, 2018, 174, 999-1014.e22. 13.5 2,002

13765 Loss of periostin occurs in aging adipose tissue of mice and its genetic ablation impairs adipose tissue
lipid metabolism. Aging Cell, 2018, 17, e12810. 3.0 29

13766 Algorithm for Physiological Interpretation of Transcriptome Profiling Data for Non-Model
Organisms. Molecular Biology, 2018, 52, 497-509. 0.4 1

13767 Time-resolved proteome profiling of normal lung development. American Journal of Physiology - Lung
Cellular and Molecular Physiology, 2018, 315, L11-L24. 1.3 25

13768 Identification of Potential Prognostic Long Non-Coding RNA Biomarkers for Predicting Survival in
Patients with Hepatocellular Carcinoma. Cellular Physiology and Biochemistry, 2018, 48, 1854-1869. 1.1 37

13769 Genetic and transcriptomic analyses provide new insights on the early antiviral response to VHSV in
resistant and susceptible rainbow trout. BMC Genomics, 2018, 19, 482. 1.2 17



761

Citation Report

# Article IF Citations

13770 Phenotypic characterization of SETD3 knockout Drosophila. PLoS ONE, 2018, 13, e0201609. 1.1 6

13771 Brain region-dependent gene networks associated with selective breeding for increased voluntary
wheel-running behavior. PLoS ONE, 2018, 13, e0201773. 1.1 13

13772 Therapeutic Effect of Repurposed Temsirolimus in Lung Adenocarcinoma Model. Frontiers in
Pharmacology, 2018, 9, 778. 1.6 4

13773 Using a Chemical Genetic Screen to Enhance Our Understanding of the Antibacterial Properties of
Silver. Genes, 2018, 9, 344. 1.0 33

13774 Fragile X mental retardation protein modulates the stability of its m6A-marked messenger RNA targets.
Human Molecular Genetics, 2018, 27, 3936-3950. 1.4 129

13775 Activation of the AKT Pathway in the Ascending Aorta With Bicuspid Aortic Valve. Circulation Journal,
2018, 82, 2485-2492. 0.7 11

13776 Transcriptomic signatures of schizophrenia revealed by dopamine perturbation in an ex vivo model.
Translational Psychiatry, 2018, 8, 158. 2.4 15

13777 Genomic analysis of Sparus aurata reveals the evolutionary dynamics of sex-biased genes in a
sequential hermaphrodite fish. Communications Biology, 2018, 1, 119. 2.0 84

13778 Bioinformatics analysis of microarray data to reveal the pathogenesis of diffuse intrinsic pontine
glioma. Biological Research, 2018, 51, 26. 1.5 23

13779 High-Definition Analysis of Host Protein Stability during Human Cytomegalovirus Infection Reveals
Antiviral Factors and Viral Evasion Mechanisms. Cell Host and Microbe, 2018, 24, 447-460.e11. 5.1 93

13780 Metabolic network-based predictions of toxicant-induced metabolite changes in the laboratory rat.
Scientific Reports, 2018, 8, 11678. 1.6 37

13781 Adipose transcriptome analysis provides novel insights into molecular regulation of prolonged
fasting in northern elephant seal pups. Physiological Genomics, 2018, 50, 495-503. 1.0 15

13782 In-depth proteomic analysis of boar spermatozoa through shotgun and gel-based methods. BMC
Genomics, 2018, 19, 62. 1.2 26

13783 Nano in nano: Biosynthesized gold and iron nanoclusters cargo neoplastic exosomes for cancer
status biomarking. Nanomedicine: Nanotechnology, Biology, and Medicine, 2018, 14, 2619-2631. 1.7 36

13784 Single-cell analysis reveals that stochasticity and paracrine signaling control interferon-alpha
production by plasmacytoid dendritic cells. Nature Communications, 2018, 9, 3317. 5.8 116

13785 SIRT6 deficiency results in developmental retardation in cynomolgus monkeys. Nature, 2018, 560,
661-665. 13.7 128

13786
Genome-scale analysis to identify prognostic microRNA biomarkers in patients with early stage
pancreatic ductal adenocarcinoma after pancreaticoduodenectomy. Cancer Management and
Research, 2018, Volume 10, 2537-2551.

0.9 30

13787 Screening and identification of key biomarkers in bladder carcinoma: Evidence from bioinformatics
analysis. Oncology Letters, 2018, 16, 3092-3100. 0.8 6



762

Citation Report

# Article IF Citations

13788 Vav3-induced cytoskeletal dynamics contribute to heterotypic properties of endothelial barriers.
Journal of Cell Biology, 2018, 217, 2813-2830. 2.3 22

13789 Identification of key genes and pathways in meningioma by bioinformatics analysis. Oncology Letters,
2018, 15, 8245-8252. 0.8 10

13790
A workflow for the integrative transcriptomic description of molecular pathology and the
suggestion of normalizing compounds, exemplified by Parkinsonâ€™s disease. Scientific Reports, 2018, 8,
7937.

1.6 5

13791 Genome-Wide Expression Analysis Suggests Hypoxia-Triggered Hyper-Coagulation Leading to Venous
Thrombosis at High Altitude. Thrombosis and Haemostasis, 2018, 118, 1279-1295. 1.8 29

13792 SPP1 and AGER as potential prognostic biomarkers for lung adenocarcinoma. Oncology Letters, 2018,
15, 7028-7036. 0.8 45

13793 Systematic prediction of target genes and pathways in cervical cancer from microRNA expression data.
Oncology Letters, 2018, 15, 9994-10000. 0.8 5

13794 Comprehending a Killer: The Akt/mTOR Signaling Pathways Are Temporally High-Jacked by the Highly
Pathogenic 1918 Influenza Virus. EBioMedicine, 2018, 32, 142-163. 2.7 36

13795 Altered microRNA expression signature in Chikungunya-infected mammalian fibroblast cells. Virus
Genes, 2018, 54, 502-513. 0.7 11

13796
Immunohistochemical determination of Ang-1, Ang-2 and Tie-2 in placentas of sows at 30, 60 and 114
days of gestation and validation through a bioinformatic approach. Animal Reproduction Science,
2018, 195, 242-250.

0.5 7

13797 Bioorthogonal Metabolic Labeling of Nascent RNA in Neurons Improves the Sensitivity of
Transcriptome-Wide Profiling. ACS Chemical Neuroscience, 2018, 9, 1858-1865. 1.7 15

13798 Pseudopodium-enriched atypical kinase 1 mediates angiogenesis by modulating GATA2-dependent VEGFR2
transcription. Cell Discovery, 2018, 4, 26. 3.1 19

13799 Expanding the horizons of microRNA bioinformatics. Rna, 2018, 24, 1005-1017. 1.6 27

13800 miRâ€•200/375 control epithelial plasticityâ€•associated alternative splicing by repressing the
<scp>RNA</scp> â€•binding protein Quaking. EMBO Journal, 2018, 37, . 3.5 82

13801 A<i>Cyclin E</i>Centered Genetic Network Contributes to Alcohol-Induced Variation in Drosophila
Development. G3: Genes, Genomes, Genetics, 2018, 8, 2643-2653. 0.8 14

13802 The iron chelator deferasirox synergises with chemotherapy to treat tripleâ€•negative breast cancers.
Journal of Pathology, 2018, 246, 103-114. 2.1 47

13803 Transcriptomic RNAseq drug screen in cerebrocortical cultures: toward novel neurogenetic disease
therapies. Human Molecular Genetics, 2018, 27, 3206-3217. 1.4 11

13804 Activity-Induced Regulation of Synaptic Strength through the Chromatin Reader L3mbtl1. Cell Reports,
2018, 23, 3209-3222. 2.9 29

13805 Esrrb Unlocks Silenced Enhancers for Reprogramming to Naive Pluripotency. Cell Stem Cell, 2018, 23,
266-275.e6. 5.2 79



763

Citation Report

# Article IF Citations

13806 Inhibition of maternal embryonic leucine zipper kinase with OTSSP167 displays potent anti-leukemic
effects in chronic lymphocytic leukemia. Oncogene, 2018, 37, 5520-5533. 2.6 46

13807 Gene expression profiles of <scp>CD</scp>4/<scp>CD</scp>8 doubleâ€•positive T cells in porcine
peripheral blood. Animal Science Journal, 2018, 89, 979-987. 0.6 19

13808 Dataset on gene expression in the elderly after Mindfulness Awareness Practice or Health Education
Program. Data in Brief, 2018, 18, 902-912. 0.5 4

13809 Melatonin promotes Cashmere goat (<i>Capra hircus</i>) secondary hair follicle growth: a view from
integrated analysis of long non-coding and coding RNAs. Cell Cycle, 2018, 17, 1255-1267. 1.3 33

13810 A direct link between MITF, innate immunity, and hair graying. PLoS Biology, 2018, 16, e2003648. 2.6 47

13811 Forced differentiation in vitro leads to stress-induced activation of DNA damage response in
hiPSC-derived chondrocyte-like cells. PLoS ONE, 2018, 13, e0198079. 1.1 6

13812 Optimizing miRNA-module diagnostic biomarkers of gastric carcinoma via integrated network analysis.
PLoS ONE, 2018, 13, e0198445. 1.1 6

13813 The RNA-binding complex ESCRT-II in Xenopus laevis eggs recognizes purine-rich sequences through its
subunit, Vps25. Journal of Biological Chemistry, 2018, 293, 12593-12605. 1.6 6

13814 Physiological and proteomic analyses of Fe( III )â€•reducing coâ€•cultures of Desulfotomaculum reducens
MI â€•1 and Geobacter sulfurreducens PCA. Geobiology, 2018, 16, 522-539. 1.1 9

13815 The Genetic Architecture of Dietâ€•Induced Hepatic Fibrosis in Mice. Hepatology, 2018, 68, 2182-2196. 3.6 51

13816 Evolution of Network Biomarkers Measured by Microarray Data From Early to Late Stage Bladder
Cancer Samples. , 2018, , 311-345. 0

13818 Bioinformatics and genomic databases. Handbook of Clinical Neurology / Edited By P J Vinken and G W
Bruyn, 2018, 147, 75-92. 1.0 15

13819 Prediction of novel target genes and pathways involved in bevacizumab-resistant colorectal cancer.
PLoS ONE, 2018, 13, e0189582. 1.1 16

13820 Modulation of the diet and gastrointestinal microbiota normalizes systemic inflammation and Î²-cell
chemokine expression associated with autoimmune diabetes susceptibility. PLoS ONE, 2018, 13, e0190351. 1.1 21

13821 Ezh2 does not mediate retinal ganglion cell homeostasis or their susceptibility to injury. PLoS ONE,
2018, 13, e0191853. 1.1 10

13822 Identification and characterization of microRNAs in the intestinal tissues of sheep (Ovis aries). PLoS
ONE, 2018, 13, e0193371. 1.1 16

13823 Hydrogen sulfide mediates athero-protection against oxidative stress via S-sulfhydration. PLoS ONE,
2018, 13, e0194176. 1.1 32

13824 Rapamycin-independent IGF2 expression in Tsc2-null mouse embryo fibroblasts and human
lymphangioleiomyomatosis cells. PLoS ONE, 2018, 13, e0197105. 1.1 8



764

Citation Report

# Article IF Citations

13825 Comparative transcriptomics reveals CrebA as a novel regulator of infection tolerance in D.
melanogaster. PLoS Pathogens, 2018, 14, e1006847. 2.1 109

13826 HSV-1-induced disruption of transcription termination resembles a cellular stress response but
selectively increases chromatin accessibility downstream of genes. PLoS Pathogens, 2018, 14, e1006954. 2.1 71

13827 A comprehensive spatial-temporal transcriptomic analysis of differentiating nascent mouse lens
epithelial and fiber cells. Experimental Eye Research, 2018, 175, 56-72. 1.2 37

13828 Transcriptomeâ€“pathology correlation identifies interplay between TDP-43 and the expression of its
kinase CK1E in sporadic ALS. Acta Neuropathologica, 2018, 136, 405-423. 3.9 69

13829 Pre- and postnatal exposure of mice to concentrated urban PM2.5 decreases the number of alveoli and
leads to altered lung function at an early stage of life. Environmental Pollution, 2018, 241, 511-520. 3.7 47

13830 RNA-Seq analysis of transcriptome responses in Atlantic cod (Gadus morhua) precision-cut liver slices
exposed to benzo[a]pyrene and 17Î±-ethynylestradiol. Aquatic Toxicology, 2018, 201, 174-186. 1.9 41

13831 Investigating Nrf2-associated non-coding RNAs in the hibernating ground squirrel, Ictidomys
tridecemlineatus. Journal of Thermal Biology, 2018, 75, 38-44. 1.1 7

13832 Substantial modification of the gene expression profile following exposure of macrophages to
welding-related nanoparticles. Scientific Reports, 2018, 8, 8554. 1.6 6

13833 Integrated analysis of long noncoding RNA and mRNA expression profile in children with obesity by
microarray analysis. Scientific Reports, 2018, 8, 8750. 1.6 38

13834
Deciphering the multicomponent synergy mechanism from a systems pharmacology perspective:
Application to Gualou Xiebai Decoction for coronary heart disease. Journal of Functional Foods, 2018,
47, 143-155.

1.6 21

13835 Multidrug resistant pathogens respond differently to the presence of co-pathogen, commensal,
probiotic and host cells. Scientific Reports, 2018, 8, 8656. 1.6 19

13836 Identification and analysis of key genes associated with ulcerative colitis based on DNA microarray
data. Medicine (United States), 2018, 97, e10658. 0.4 10

13837 Decreased expression of cell adhesion genes in cancer stem-like cells isolated from primary oral
squamous cell carcinomas. Tumor Biology, 2018, 40, 101042831878085. 0.8 8

13838 <i>In silico</i>functional and tumor suppressor role of hypothetical protein PCNXL2 with regulation
of the Notch signaling pathway. RSC Advances, 2018, 8, 21414-21430. 1.7 7

13839 Differential expression profile of hepatic circular <scp>RNA</scp>s in chronic hepatitis B. Journal of
Viral Hepatitis, 2018, 25, 1341-1351. 1.0 35

13840
An optimized method for enrichment of whole brain-derived extracellular vesicles reveals insight
into neurodegenerative processes in a mouse model of Alzheimerâ€™s disease. Journal of Neuroscience
Methods, 2018, 307, 210-220.

1.3 50

13841 Thalamic Proteome Changes and Behavioral Impairments in Thiamine-deficient Rats. Neuroscience, 2018,
385, 181-197. 1.1 6

13842 Gene expression profiling in human corticotroph tumours reveals distinct, neuroendocrine profiles.
Journal of Neuroendocrinology, 2018, 30, e12628. 1.2 17



765

Citation Report

# Article IF Citations

13843 Immunity drives <i>TET1</i> regulation in cancer through NF-ÎºB. Science Advances, 2018, 4, eaap7309. 4.7 64

13844 Interrogation of nonconserved human adipose lincRNAs identifies a regulatory role of
<i>linc-ADAL</i> in adipocyte metabolism. Science Translational Medicine, 2018, 10, . 5.8 42

13845 Active photosynthetic inhibition mediated by MPK3/MPK6 is critical to effector-triggered immunity.
PLoS Biology, 2018, 16, e2004122. 2.6 161

13846 Biological Databases. Translational Bioinformatics, 2018, , 303-337. 0.0 0

13847 Single-Cell RNA-Seq Reveals Dynamic Early Embryonic-like Programs during Chemical Reprogramming.
Cell Stem Cell, 2018, 23, 31-45.e7. 5.2 122

13848 CDKN1B/p27 is localized in mitochondria and improves respiration-dependent processes in the
cardiovascular systemâ€”New mode of action for caffeine. PLoS Biology, 2018, 16, e2004408. 2.6 23

13849 Integrative single-cell omics analyses reveal epigenetic heterogeneity in mouse embryonic stem cells.
PLoS Computational Biology, 2018, 14, e1006034. 1.5 17

13850 MGA, L3MBTL2 and E2F6 determine genomic binding of the non-canonical Polycomb repressive complex
PRC1.6. PLoS Genetics, 2018, 14, e1007193. 1.5 96

13851 Nuclear m6A reader YTHDC1 regulates alternative polyadenylation and splicing during mouse oocyte
development. PLoS Genetics, 2018, 14, e1007412. 1.5 386

13852
Comparative transcriptome analysis of Haematococcus pluvialis on astaxanthin biosynthesis in
response to irradiation with red or blue LED wavelength. World Journal of Microbiology and
Biotechnology, 2018, 34, 96.

1.7 40

13853 miRACA: A database for miRNAs associated with cancers and age related disorders (ARD). Frontiers in
Biology, 2018, 13, 36-50. 0.7 0

13854 Luteolin attenuates Wnt signaling via upregulation of FZD6 to suppress prostate cancer stemness
revealed by comparative proteomics. Scientific Reports, 2018, 8, 8537. 1.6 50

13855 <i>INCURVATA11</i> and <i>CUPULIFORMIS2</i> Are Redundant Genes That Encode Epigenetic Machinery
Components in Arabidopsis. Plant Cell, 2018, 30, 1596-1616. 3.1 20

13856 TGFÎ² signaling limits lineage plasticity in prostate cancer. PLoS Genetics, 2018, 14, e1007409. 1.5 9

13857 Unique patterns of trimethylation of histone H3 lysine 4 are prone to changes during aging in
Caenorhabditis elegans somatic cells. PLoS Genetics, 2018, 14, e1007466. 1.5 33

13858 <b>Up-regulation of DUSP5 and DUSP6 by gonadotropin-releasing hormone in cultured hypothalamic
neurons, GT1-7</b><b> cells </b>. Biomedical Research, 2018, 39, 149-158. 0.3 6

13859 NMDA Receptors Regulate Genes Responsible for Major Immune Functions of Mononuclears in Human
Peripheral Blood. Bulletin of Experimental Biology and Medicine, 2018, 165, 252-255. 0.3 0

13860 Gene expression profiling of periodontitis-affected gingival tissue by spatial transcriptomics.
Scientific Reports, 2018, 8, 9370. 1.6 49



766

Citation Report

# Article IF Citations

13861 Effective lock-in strategy for proteomic analysis of corona complexes bound to amino-free ligands of
gold nanoparticles. Nanoscale, 2018, 10, 12413-12423. 2.8 8

13862 Prioritizing predictive biomarkers for gene essentiality in cancer cells with mRNA expression data and
DNA copy number profile. Bioinformatics, 2018, 34, 3975-3982. 1.8 3

13863 DNA methylomes of bovine gametes and in vivo produced preimplantation embryos. Biology of
Reproduction, 2018, 99, 949-959. 1.2 59

13864 DDX3 Activates CBC-eIF3â€“Mediated Translation of uORF-Containing Oncogenic mRNAs to Promote
Metastasis in HNSCC. Cancer Research, 2018, 78, 4512-4523. 0.4 63

13865 A novel scoring system for gastric cancer risk assessment based on the expression of three CLIP4 DNA
methylation-associated genes. International Journal of Oncology, 2018, 53, 633-643. 1.4 22

13866 Antiâ€•apoptotic effects of adiposeâ€•derived adherent stromal cells in mesenchymal stem cells exposed to
oxidative stress. Cell Biochemistry and Function, 2018, 36, 263-272. 1.4 5

13867 Subtypes of Barrettâ€™s oesophagus and oesophageal adenocarcinoma based on genome-wide
methylation analysis. Gut, 2019, 68, 389-399. 6.1 37

13868 Proteomics biomarkers for solid tumors: Current status and future prospects. Mass Spectrometry
Reviews, 2019, 38, 49-78. 2.8 53

13869 The human CSF pain proteome. Journal of Proteomics, 2019, 190, 67-76. 1.2 29

13870 Gene expression profiling analysis: the effect of hydrocortisone on keloid fibroblasts by
bioinformatics. Journal of Dermatological Treatment, 2019, 30, 200-205. 1.1 4

13871 Transgenerational inheritance of chronic adolescent stress: Effects of stress response and the
amygdala transcriptome. Genes, Brain and Behavior, 2019, 18, e12493. 1.1 27

13872 Potential role of RAB6C-AS1 long noncoding RNA in different cancers. Journal of Cellular Physiology,
2019, 234, 891-903. 2.0 12

13873 E-cadherin-deficient cells have synthetic lethal vulnerabilities in plasma membrane organisation,
dynamics and function. Gastric Cancer, 2019, 22, 273-286. 2.7 24

13874 Functional Enrichment Analysis. , 2019, , 218-229. 2

13875 Comprehensive meta-analysis and co-expression network analysis identify candidate genes for salt
stress response in Arabidopsis. Plant Biosystems, 2019, 153, 367-377. 0.8 7

13876 Getting a Notch closer to renal dysfunction: activated Notch suppresses expression of the adaptor
protein Disabledâ€•2 in tubular epithelial cells. FASEB Journal, 2019, 33, 821-832. 0.2 10

13877 Highâ€•depth transcriptomic profiling reveals the temporal gene signature of human mesenchymal stem
cells during chondrogenesis. FASEB Journal, 2019, 33, 358-372. 0.2 43

13878 Spatial Heterogeneity of Lung Strain and Aeration and Regional Inflammation During Early Lung Injury
Assessed with PET/CT. Academic Radiology, 2019, 26, 313-325. 1.3 6



767

Citation Report

# Article IF Citations

13879
Comparative mRNA and miRNA expression in European mouflon (Ovis musimon) and sheep (Ovis aries)
provides novel insights into the genetic mechanisms for female reproductive success. Heredity, 2019,
122, 172-186.

1.2 21

13880 Changes in pituitary gene expression may underlie multiple domesticated traits in chickens. Heredity,
2019, 122, 195-204. 1.2 24

13881 Endogenous Cell Typeâ€“Specific Disrupted in Schizophrenia 1 Interactomes Reveal Protein Networks
Associated With Neurodevelopmental Disorders. Biological Psychiatry, 2019, 85, 305-316. 0.7 26

13882 Network-based expression analyses and experimental validations revealed high co-expression between
Yap1 and stem cell markers compared to differentiated cells. Genomics, 2019, 111, 831-839. 1.3 10

13883 Characterization of milk protein composition of the Yangtze finless porpoise. Marine Mammal Science,
2019, 35, 252-260. 0.9 1

13884 Transcriptome profiles of isolated murine Achilles tendon properâ€• and peritenonâ€•derived progenitor
cells. Journal of Orthopaedic Research, 2019, 37, 1409-1418. 1.2 17

13885 Comparative Transcriptomics Analysis. , 2019, , 814-818. 4

13886 Algorithms for Graph and Network Analysis: Graph Indexes/Descriptors. , 2019, , 81-88. 0

13887 Non-coding RNAs in aneurysmal aortopathy. Vascular Pharmacology, 2019, 114, 110-121. 1.0 5

13888
Essential Physiological Differences Characterize Short- and Long-Lived Strains of Drosophila
melanogaster. Journals of Gerontology - Series A Biological Sciences and Medical Sciences, 2019, 74,
1835-1843.

1.7 9

13889 Integrative Analysis of Multi-Omics Data. , 2019, , 194-199. 1

13890 Genome-Wide Scanning of Gene Expression. , 2019, , 452-462. 0

13891
Systems-Based Interactome Analysis for Hematopoiesis Effect of Angelicae sinensis Radix: Regulated
Network of Cell Proliferation towards Hemopoiesis. Chinese Journal of Integrative Medicine, 2019, 25,
939-947.

0.7 4

13892 Transcriptome mining of nonâ€•BRCA1/A2 and BRCA1/A2 familial breast cancer. Journal of Cellular
Biochemistry, 2019, 120, 575-583. 1.2 5

13893 Molecular characterization of lung adenocarcinoma: A potential fourâ€“long noncoding RNA
prognostic signature. Journal of Cellular Biochemistry, 2019, 120, 705-714. 1.2 33

13894 Hypoxia-induced Pulmonary Hypertension in Different Mouse Strains: Relation to Transcriptome.
American Journal of Respiratory Cell and Molecular Biology, 2019, 60, 106-116. 1.4 14

13895 Transcriptomic analysis of Staphylococcus aureus under the stress condition of antibacterial
erythorbyl laurate by RNA sequencing. Food Control, 2019, 96, 1-8. 2.8 33

13896 Honey bee neurogenomic responses to affiliative and agonistic social interactions. Genes, Brain and
Behavior, 2019, 18, e12509. 1.1 20



768

Citation Report

# Article IF Citations

13897 The Exposome: Molecules to Populations. Annual Review of Pharmacology and Toxicology, 2019, 59,
107-127. 4.2 144

13898 Comparative skin transcriptome of two Oujiang color common carp (Cyprinus carpio var. color)
varieties. Fish Physiology and Biochemistry, 2019, 45, 177-185. 0.9 28

13899 Effect of Intentional Weight Loss on Mortality Biomarkers in Older Adults With Obesity. Journals of
Gerontology - Series A Biological Sciences and Medical Sciences, 2019, 74, 1303-1309. 1.7 9

13900 First report on B chromosome content in a reptilian species: the case of Anolis carolinensis.
Molecular Genetics and Genomics, 2019, 294, 13-21. 1.0 11

13901 Î²-Casomorphin increases fat deposition in broiler chickens by modulating expression of lipid
metabolism genes. Animal, 2019, 13, 777-783. 1.3 10

13902 Neonatal lactocrine deficiency affects the adult porcine endometrial transcriptome at pregnancy day
13â€ . Biology of Reproduction, 2019, 100, 71-85. 1.2 3

13903 Genome-wide study to detect single nucleotide polymorphisms associated with visceral and
subcutaneous fat deposition in Holstein dairy cows. Animal, 2019, 13, 487-494. 1.3 5

13904 Demography and rapid local adaptation shape Creole cattle genome diversity in the tropics.
Evolutionary Applications, 2019, 12, 105-122. 1.5 41

13905 Transcriptome changes in muscle of Nellore cows submitted to recovery weight gain under grazing
condition. Animal, 2019, 13, 333-340. 1.3 1

13906 dbCID: a manually curated resource for exploring the driver indels in human cancer. Briefings in
Bioinformatics, 2019, 20, 1925-1933. 3.2 11

13907 Bosutinib, dasatinib, imatinib, nilotinib, and ponatinib differentially affect the vascular molecular
pathways and functionality of human endothelial cells. Leukemia and Lymphoma, 2019, 60, 189-199. 0.6 43

13908 HITS-CLIP reveals sex-differential RNA binding and alterative splicing regulation of SRm160 in
Drosophila. Journal of Molecular Cell Biology, 2019, 11, 170-181. 1.5 3

13909 Mining cancer biology through bioinformatic analysis of proteomic data. Expert Review of
Proteomics, 2019, 16, 733-747. 1.3 21

13910 Comprehensive Analysis of Alzheimerâ€™s Disease Biologically Candidate Causal Genes Revealed by
Function Association Study With GWAS. IEEE Access, 2019, 7, 114236-114245. 2.6 2

13911 H3K27me3-mediated silencing of structural genes is required for zebrafish heart regeneration.
Development (Cambridge), 2019, 146, . 1.2 33

13912 Integral analyses of survivalâ€‘related long nonâ€‘coding RNA MIR210HG and its prognostic role in colon
cancer. Oncology Letters, 2019, 18, 1107-1116. 0.8 18

13913 Changes of Protein Phosphorylation Are Associated with Synaptic Functions during the Early Stage of
Alzheimerâ€™s Disease. ACS Chemical Neuroscience, 2019, 10, 3986-3996. 1.7 14

13914 A linear mixed model approach to gene expression-tumor aneuploidy association studies. Scientific
Reports, 2019, 9, 11944. 1.6 0



769

Citation Report

# Article IF Citations

13915 C-Jun drives melanoma progression in PTEN wild type melanoma cells. Cell Death and Disease, 2019, 10,
584. 2.7 24

13916 A Bioinformatics Toolkit: In Silico Tools and Online Resources for Investigating Genetic Variation.
Seminars in Thrombosis and Hemostasis, 2019, 45, 674-684. 1.5 1

13917
Characterization and Proteomic-Transcriptomic Investigation of Monocarboxylate Transporter 6
Knockout Mice: Evidence of a Potential Role in Glucose and Lipid Metabolism. Molecular
Pharmacology, 2019, 96, 364-376.

1.0 10

13918 Direct and Specific Functional Evaluation of the Nrf2 and MafG Heterodimer by Introducing a
Tethered Dimer into Small Maf-Deficient Cells. Molecular and Cellular Biology, 2019, 39, . 1.1 25

13919 Characterization of the prognostic values of the<i>NDRG</i>family in gastric cancer. Therapeutic
Advances in Gastroenterology, 2019, 12, 175628481985850. 1.4 44

13920 PAX5 is part of a functional transcription factor network targeted in lymphoid leukemia. PLoS
Genetics, 2019, 15, e1008280. 1.5 33

13921 A Risk Classification System With Five-Gene for Survival Prediction of Glioblastoma Patients.
Frontiers in Neurology, 2019, 10, 745. 1.1 31

13922 The Natural Compound Neobractatin Induces Cell Cycle Arrest by Regulating E2F1 and Gadd45Î±.
Frontiers in Oncology, 2019, 9, 654. 1.3 9

13923 Shared genomic segments in highâ€•risk multigenerational pedigrees with gastroschisis. Birth Defects
Research, 2019, 111, 1655-1664. 0.8 4

13924 Pan-cancer analysis of clinical relevance of alternative splicing events in 31 human cancers.
Oncogene, 2019, 38, 6678-6695. 2.6 58

13925 Enhanced Immunomodulation in Inflammatory Environments Favors Human Cardiac Mesenchymal
Stromal-Like Cells for Allogeneic Cell Therapies. Frontiers in Immunology, 2019, 10, 1716. 2.2 9

13926 Personalized Epigenome Remodeling Under Biochemical and Psychological Changes During Long-Term
Isolation Environment. Frontiers in Physiology, 2019, 10, 932. 1.3 12

13927 Expansion of Luminal Progenitor Cells in the Aging Mouse and Human Prostate. Cell Reports, 2019, 28,
1499-1510.e6. 2.9 56

13928 Inhibition of APE1-endonuclease activity affects cell metabolism in colon cancer cells via a
p53-dependent pathway. DNA Repair, 2019, 82, 102675. 1.3 31

13929 YRNAs overexpression and potential implications in allergy. World Allergy Organization Journal, 2019,
12, 100047. 1.6 4

13930 Phenotypic and genetic characterization of Pseudomonas aeruginosa isolate COP2 from the lungs of
COPD patients in China. Pathogens and Disease, 2019, 77, . 0.8 5

13931 Meox2 Haploinsufficiency Accelerates Axonal Degeneration in DBA/2J Glaucoma. , 2019, 60, 3283. 5

13932 Label Propagation Based Semi-supervised Feature Selection to Decode Clinical Phenotype of
Huntingtonâ€™s Disease. Lecture Notes in Computer Science, 2019, , 529-542. 1.0 0



770

Citation Report

# Article IF Citations

13933 Discovery of stroke-related blood biomarkers from gene expression network models. BMC Medical
Genomics, 2019, 12, 118. 0.7 14

13934 Lamin A/C dysregulation contributes to cardiac pathology in a mouse model of severe spinal muscular
atrophy. Human Molecular Genetics, 2019, 28, 3515-3527. 1.4 9

13935 Remodeling of the Caenorhabditis elegans non-coding RNA transcriptome by heat shock. Nucleic Acids
Research, 2019, 47, 9829-9841. 6.5 22

13936 ViSEAGO: a Bioconductor package for clustering biological functions using Gene Ontology and
semantic similarity. BioData Mining, 2019, 12, 16. 2.2 99

13937 Increase in DNA Damage by MYCN Knockdown Through Regulating Nucleosome Organization and
Chromatin State in Neuroblastoma. Frontiers in Genetics, 2019, 10, 684. 1.1 4

13938 Exploring the Potential Role of Rosmarinic Acid in Neuronal Differentiation of Human Amnion
Epithelial Cells by Microarray Gene Expression Profiling. Frontiers in Neuroscience, 2019, 13, 779. 1.4 20

13939 MicroRNA expression profiling provides novel insights into immune-related pathways involved in
gastric cancer. Medical Oncology, 2019, 36, 81. 1.2 4

13940 EpiFIT: functional interpretation of transcription factors based on combination of sequence and
epigenetic information. Quantitative Biology, 2019, 7, 233-243. 0.3 4

13941 Maternal-to-zygotic transition as a potential target for niclosamide during early embryogenesis.
Toxicology and Applied Pharmacology, 2019, 380, 114699. 1.3 14

13942 CDK7 inhibitor THZ1 inhibits MCL1 synthesis and drives cholangiocarcinoma apoptosis in combination
with BCL2/BCL-XL inhibitor ABT-263. Cell Death and Disease, 2019, 10, 602. 2.7 32

13943 Transcriptomic analysis of insecticide resistance in the lymphatic filariasis vector Culex
quinquefasciatus. Scientific Reports, 2019, 9, 11406. 1.6 11

13944 Low genomeâ€•wide homozygosity in 11 Spanish ovine breeds. Animal Genetics, 2019, 50, 501-511. 0.6 8

13945 Reproducible changes in the gut microbiome suggest a shift in microbial and host metabolism during
spaceflight. Microbiome, 2019, 7, 113. 4.9 67

13946 Assessment of Drugs Toxicity and Associated Biomarker Genes Using Hierarchical Clustering. Medicina
(Lithuania), 2019, 55, 451. 0.8 8

13947 DNA hypermethylation of aurora kinase A in hepatitisï¿½C virusâ€‘positive hepatocellular carcinoma.
Molecular Medicine Reports, 2019, 20, 2519-2532. 1.1 6

13948 GWAS of Behavioral Traits. Current Topics in Behavioral Neurosciences, 2019, 42, 1-34. 0.8 0

13949 Growth Hormone-Releasing Hormone Receptor Antagonist Modulates Lung Inflammation and Fibrosis
due to Bleomycin. Lung, 2019, 197, 541-549. 1.4 29

13950 Regulatory networks in mechanotransduction reveal key genes in promoting cancer cell stemness and
proliferation. Oncogene, 2019, 38, 6818-6834. 2.6 34



771

Citation Report

# Article IF Citations

13951 A consensus S. cerevisiae metabolic model Yeast8 and its ecosystem for comprehensively probing
cellular metabolism. Nature Communications, 2019, 10, 3586. 5.8 217

13952
An influenza virus-triggered SUMO switch orchestrates co-opted endogenous retroviruses to
stimulate host antiviral immunity. Proceedings of the National Academy of Sciences of the United
States of America, 2019, 116, 17399-17408.

3.3 78

13953 Neuroinflammatory astrocytes generated from cord blood-derived human induced pluripotent stem
cells. Journal of Neuroinflammation, 2019, 16, 164. 3.1 14

13954 MDT-15/MED15 permits longevity at low temperature via enhancing lipidostasis and proteostasis. PLoS
Biology, 2019, 17, e3000415. 2.6 51

13955 Speciesâ€•Specific Quantitative Proteomics Profiles of Sarcoma Patientâ€•Derived Models Closely Reflect
Their Primary Tumors. Proteomics - Clinical Applications, 2019, 13, e1900054. 0.8 1

13956 Syndromic immune disorder caused by a viable hypomorphic allele of spliceosome component Snrnp40.
Nature Immunology, 2019, 20, 1322-1334. 7.0 7

13957 Age modulates liver responses to asparaginase-induced amino acid stress in mice. Journal of
Biological Chemistry, 2019, 294, 13864-13875. 1.6 4

13958 Attenuation of Equine Lentivirus Alters Mitochondrial Protein Expression Profile from Inflammation
to Apoptosis. Journal of Virology, 2019, 93, . 1.5 3

13959 Proteomic Analysis of Dpy19l2â€•Deficient Human Globozoospermia Reveals Multiple Molecular Defects.
Proteomics - Clinical Applications, 2019, 13, e1900007. 0.8 13

13960 Clonal variations in CHO IGF signaling investigated by SILAC-based phosphoproteomics and LFQ-MS.
Applied Microbiology and Biotechnology, 2019, 103, 8127-8143. 1.7 13

13961 Transcriptomic Profiling of Adipose Derived Stem Cells Undergoing Osteogenesis by RNA-Seq.
Scientific Reports, 2019, 9, 11800. 1.6 31

13962 Unique DNA Methylation Profiles Are Associated with cis-Variation in Honey Bees. Genome Biology and
Evolution, 2019, 11, 2517-2530. 1.1 31

13963 A network pharmacology-based study on the anti-hepatoma effect of Radix Salviae Miltiorrhizae.
Chinese Medicine, 2019, 14, 27. 1.6 14

13964
Transcriptomic analysis of Pacific white shrimp (Litopenaeus vannamei, Boone 1931) in response to
acute hepatopancreatic necrosis disease caused by Vibrio parahaemolyticus. PLoS ONE, 2019, 14,
e0220993.

1.1 43

13965 Bioinformatics analysis identifies potential chemoresistanceâ€‘associated genes across multiple types of
cancer. Oncology Letters, 2019, 18, 2576-2583. 0.8 3

13966 Prognostic value of chloride channel accessory mRNA expression in colon cancer. Oncology Letters,
2019, 18, 2967-2976. 0.8 8

13967 Compression-induced expression of glycolysis genes in CAFs correlates with EMT and angiogenesis
gene expression in breast cancer. Communications Biology, 2019, 2, 313. 2.0 38

13968 Commensal Bacteria Regulate Gene Expression and Differentiation in Vertebrate Olfactory Systems
Through Transcription Factor REST. Chemical Senses, 2019, 44, 615-630. 1.1 13



772

Citation Report

# Article IF Citations

13969 Transcriptomic profile of early zebrafish PGCs by single cell sequencing. PLoS ONE, 2019, 14, e0220364. 1.1 8

13970 Construction and Investigation of a lncRNA-Associated ceRNA Regulatory Network in
Cholangiocarcinoma. Frontiers in Oncology, 2019, 9, 649. 1.3 32

13971 Comparison of dysregulated long noncoding RNAs in lung adenocarcinoma and spinal metastasis: A
genome-wide analysis. Neoplasma, 2019, 66, 930-938. 0.7 0

13972 Transcriptomic study of the mechanism of anoikis resistance in head and neck squamous carcinoma.
PeerJ, 2019, 7, e6978. 0.9 6

13973 An integrated transcriptomic analysis of autism spectrum disorder. Scientific Reports, 2019, 9, 11818. 1.6 26

13974 A Nutrigenomics Approach Using RNA Sequencing Technology to Study Nutrientâ€“Gene Interactions in
Agricultural Animals. Current Developments in Nutrition, 2019, 3, nzz082. 0.1 13

13975 MiR-574-5p: A Circulating Marker of Thoracic Aortic Aneurysm. International Journal of Molecular
Sciences, 2019, 20, 3924. 1.8 19

13976 Identification of differentially expressed genes and signaling pathways in chronic obstructive
pulmonary disease via bioinformatic analysis. FEBS Open Bio, 2019, 9, 1880-1899. 1.0 16

13977 Exploring Chemical and Biological Space of Terpenoids. Journal of Chemical Information and
Modeling, 2019, 59, 3667-3678. 2.5 19

13978 The GRA15 protein from Toxoplasma gondii enhances host defense responses by activating the
interferon stimulator STING. Journal of Biological Chemistry, 2019, 294, 16494-16508. 1.6 36

13979 Sex Differences in Adrenal Bmal1 Deletionâ€“Induced Augmentation of Glucocorticoid Responses to
Stress and ACTH in Mice. Endocrinology, 2019, 160, 2215-2229. 1.4 8

13980 pathfindR: An R Package for Comprehensive Identification of Enriched Pathways in Omics Data
Through Active Subnetworks. Frontiers in Genetics, 2019, 10, 858. 1.1 247

13981 Different Actions of Intracellular Zinc Transporters ZIP7 and ZIP13 Are Essential for Dermal
Development. International Journal of Molecular Sciences, 2019, 20, 3941. 1.8 11

13983 Compromised Mitochondrial Protein Import Acts as a Signal for UPRmt. Cell Reports, 2019, 28,
1659-1669.e5. 2.9 118

13984 Naa10p Inhibits Beige Adipocyte-Mediated Thermogenesis through N-Î±-acetylation of Pgc1Î±. Molecular
Cell, 2019, 76, 500-515.e8. 4.5 27

13985 Human Umbilical Cord-Derived Mesenchymal Stem Cells Relieve Hind Limb Ischemia by Promoting
Angiogenesis in Mice. Stem Cells and Development, 2019, 28, 1384-1397. 1.1 20

13986 MDM2 antagonists overcome intrinsic resistance to CDK4/6 inhibition by inducing p21. Science
Translational Medicine, 2019, 11, . 5.8 78

13987 miRNA transcriptome comparison between muscle and adipose tissues indicates potential miRNAs
associated with intramuscular fat in Chinese swamp buffalo. Genome, 2019, 62, 729-738. 0.9 16



773

Citation Report

# Article IF Citations

13988 BET Inhibition as a Rational Therapeutic Strategy for Invasive Lobular Breast Cancer. Clinical Cancer
Research, 2019, 25, 7139-7150. 3.2 18

13989 Single-Cell RNA Transcriptome Helps Define the Limbal/Corneal Epithelial Stem/Early Transit Amplifying
Cells and How Autophagy Affects This Population. , 2019, 60, 3570. 81

13990 Spontaneous superimposed preeclampsia: chronology and expression unveiled by temporal
transcriptomic analysis. Physiological Genomics, 2019, 51, 342-355. 1.0 10

13991 Transient Focal Ischemia Significantly Alters the m <sup>6</sup> A Epitranscriptomic Tagging of RNAs
in the Brain. Stroke, 2019, 50, 2912-2921. 1.0 114

13992 HNF4 factors control chromatin accessibility and are redundantly required for maturation of the
fetal intestine. Development (Cambridge), 2019, 146, . 1.2 22

13993 Identification of candidate genes and miRNAs associated with neuropathic pain induced by spared
nerve injury. International Journal of Molecular Medicine, 2019, 44, 1205-1218. 1.8 9

13994 Discovery of Missing Methylation Sites on Endogenous Peptides of Human Cell Lines. Journal of the
American Society for Mass Spectrometry, 2019, 30, 2537-2547. 1.2 1

13995 Tailoring the Saccharomyces cerevisiae endoplasmic reticulum for functional assembly of terpene
synthesis pathway. Metabolic Engineering, 2019, 56, 50-59. 3.6 105

13996 Divergent gene expression through PI3K/akt signalling pathway cause different models of hypertrophy
growth in chicken. Italian Journal of Animal Science, 2019, 18, 1161-1173. 0.8 5

13997 CYRI/ Fam49 Proteins Represent a New Class of Rac1 Interactors. Communicative and Integrative
Biology, 2019, 12, 112-118. 0.6 8

13998 Evaluation of the Common Molecular Basis in Alzheimerâ€™s and Parkinsonâ€™s Diseases. International
Journal of Molecular Sciences, 2019, 20, 3730. 1.8 12

13999 Identiï¬•cation of differentially expressed genes in hip cartilage with femoral head necrosis, based on
genomeâ€‘wide expression proï¬•les. Molecular Medicine Reports, 2019, 20, 2073-2082. 1.1 2

14000 Comprehensive analysis of differences of N<sup>6</sup>-methyladenosine RNA methylomes between
high-fat-fed and normal mouse livers. Epigenomics, 2019, 11, 1267-1282. 1.0 78

14001 Comprehensive Profiles of mRNAs and miRNAs Reveal Molecular Characteristics of Multiple Organ
Physiologies and Development in Pigs. Frontiers in Genetics, 2019, 10, 756. 1.1 7

14002 The Osteocyte Transcriptome Is Extensively Dysregulated in Mouse Models of Osteogenesis Imperfecta.
JBMR Plus, 2019, 3, e10171. 1.3 29

14003 Transcriptional profiling of intramembranous and endochondral ossification after fracture in mice.
Bone, 2019, 127, 577-591. 1.4 32

14004 Sequencing of Chinese castor lines reveals genetic signatures of selection and yield-associated loci.
Nature Communications, 2019, 10, 3418. 5.8 26

14005
In Silico Detection and Characterization of microRNAs and Their Target Genes in microRNA
Microarray Datasets from Patients with Systemic Sclerosisâ€“Interstitial Lung Disease. DNA and Cell
Biology, 2019, 38, 933-944.

0.9 8



774

Citation Report

# Article IF Citations

14006 Evidence for shared molecular pathways of dysregulated decidualization in preeclampsia and
endometrial disorders revealed by microarray data integration. FASEB Journal, 2019, 33, 11682-11695. 0.2 33

14007 ULK2 is essential for degradation of ubiquitinated protein aggregates and homeostasis in skeletal
muscle. FASEB Journal, 2019, 33, 11735-12745. 0.2 28

14008 Role of <i>BCYRN1</i> in hepatocellular carcinoma pathogenesis by lncRNAâ€“miRNAâ€“mRNA network
analysis and its diagnostic and prognostic value. Epigenomics, 2019, 11, 1209-1231. 1.0 16

14009 Signatures of gene expression, DNA methylation and microRNAs of hepatocellular carcinoma with
vascular invasion. Future Oncology, 2019, 15, 2603-2617. 1.1 8

14010 A High Protein Model Alters the Endometrial Transcriptome of Mares. Genes, 2019, 10, 576. 1.0 5

14011 Characterization of glycineâ€•<i>N</i>â€•acyltransferase like 1 (GLYATL1) in prostate cancer. Prostate, 2019,
79, 1629-1639. 1.2 12

14012 KDM2 proteins constrain transcription from CpG island gene promoters independently of their
histone demethylase activity. Nucleic Acids Research, 2019, 47, 9005-9023. 6.5 26

14013 Deconvolution and network analysis of IDH-mutant lower grade glioma predict recurrence and
indicate therapeutic targets. Epigenomics, 2019, 11, 1323-1333. 1.0 8

14014 Effect of Different Glucose Concentrations on Small RNA Levels and Adherence of Streptococcus
mutans. Current Microbiology, 2019, 76, 1238-1246. 1.0 5

14015 Amino Acid Biosynthesis Regulation during Endoplasmic Reticulum Stress Is Coupled to Protein
Expression Demands. IScience, 2019, 19, 204-213. 1.9 17

14016
Concurrent RB1 and TP53 Alterations Define aÂ Subset of EGFR-Mutant Lung Cancers at risk
forÂ Histologic Transformation and Inferior Clinical Outcomes. Journal of Thoracic Oncology, 2019,
14, 1784-1793.

0.5 232

14017 An RNA-centric dissection of host complexes controlling flavivirus infection. Nature Microbiology,
2019, 4, 2369-2382. 5.9 79

14018 Extensive post-transcriptional buffering of gene expression in the response to severe oxidative stress
in bakerâ€™s yeast. Scientific Reports, 2019, 9, 11005. 1.6 50

14019 Cancerous inhibitor of protein phosphatase 2A (CIP2A) modifies energy metabolism via 5â€² AMP-activated
protein kinase signalling in malignant cells. Biochemical Journal, 2019, 476, 2255-2269. 1.7 6

14020 Transcriptional Profiling of Non-Human Primate Lymphoid Organ Responses to Total-Body Irradiation.
Radiation Research, 2019, 192, 40. 0.7 4

14021 Circular RNA expression profiles in cisplatin-induced acute kidney injury in mice. Epigenomics, 2019, 11,
1191-1207. 1.0 19

14022 The Expression and Effection of MicroRNA-499a in High-Tobacco Exposed Head and Neck Squamous Cell
Carcinoma: A Bioinformatic Analysis. Frontiers in Oncology, 2019, 9, 678. 1.3 26

14023 AMPK promotes induction of the tumor suppressor FLCN through activation of TFEB independently of
mTOR. FASEB Journal, 2019, 33, 12374-12391. 0.2 57



775

Citation Report

# Article IF Citations

14024 Single-cell transcriptional logic of cell-fate specification and axon guidance in early born retinal
neurons. Development (Cambridge), 2019, 146, . 1.2 48

14025 A novel CpG island methylation panel predicts survival in lung adenocarcinomas. Oncology Letters,
2019, 18, 1011-1022. 0.8 4

14026 Identification of CFTR as a novel key gene in chromophobe renal cell carcinoma through
bioinformatics analysis. Oncology Letters, 2019, 18, 1767-1774. 0.8 5

14027 Five genes may predict metastasis in nonâ€‘small cell lung cancer using bioinformatics analysis.
Oncology Letters, 2019, 18, 1723-1732. 0.8 9

14029 Coxsackievirus B Persistence Modifies the Proteome and the Secretome of Pancreatic Ductal Cells.
IScience, 2019, 19, 340-357. 1.9 20

14030 Host Src controls gallid alpha herpesvirus 1 intercellular spread in a cellular fatty acid
metabolism-dependent manner. Virology, 2019, 537, 1-13. 1.1 7

14031 Group-sparse SVD Models via $L_1$- and $L_0$-norm Penalties and Their Applications in Biological
Data. IEEE Transactions on Knowledge and Data Engineering, 2019, , 1-1. 4.0 6

14032 Compartmentalized effects of aging on group 2 innate lymphoid cell development and function. Aging
Cell, 2019, 18, e13019. 3.0 23

14033
Alterations in the Transcriptional Profile of the Liver Tissue and the Therapeutic Effects of Propolis
Extracts in Alcohol-induced Steatosis in Rats. Anais Da Academia Brasileira De Ciencias, 2019, 91,
e20180646.

0.3 4

14034 Co-Expression Network Analysis Revealed That the ATP5G1 Gene Is Associated With Major Depressive
Disorder. Frontiers in Genetics, 2019, 10, 703. 1.1 13

14035 The impact of angiogenesis inhibitors on survival of patients with small cell lung cancer. Cancer
Medicine, 2019, 8, 5930-5938. 1.3 12

14036 Effector TH17 Cells Give Rise to Long-Lived TRM Cells that Are Essential for an Immediate Response
against Bacterial Infection. Cell, 2019, 178, 1176-1188.e15. 13.5 111

14037 Syntaxin 5 Is Required for the Formation and Clearance of Protein Inclusions during Proteostatic
Stress. Cell Reports, 2019, 28, 2096-2110.e8. 2.9 30

14038 Docosahexaenoic acid inhibits hepatic stellate cell activation to attenuate liver fibrosis in a
PPARÎ³-dependent manner. International Immunopharmacology, 2019, 75, 105816. 1.7 16

14039 Glycine decarboxylase is a transcriptional target of MYCN required for neuroblastoma cell
proliferation and tumorigenicity. Oncogene, 2019, 38, 7504-7520. 2.6 20

14040 Proteogenomic Analysis of Protein Sequence Alterations in Breast Cancer Cells. Scientific Reports,
2019, 9, 10381. 1.6 19

14041 Expression Profiling of Exosomal miRNAs Derived from the Peripheral Blood of Kidney Recipients with
DGF Using High-Throughput Sequencing. BioMed Research International, 2019, 2019, 1-14. 0.9 15

14042 Long Noncoding RNA Expression Profile in BV2 Microglial Cells Exposed to Lipopolysaccharide.
BioMed Research International, 2019, 2019, 1-9. 0.9 7



776

Citation Report

# Article IF Citations

14043 What makes a bad egg? Egg transcriptome reveals dysregulation of translational machinery and novel
fertility genes important for fertilization. BMC Genomics, 2019, 20, 584. 1.2 9

14044 Molecular and metabolic pathways mediating curative treatment of a non-Hodgkin B cell lymphoma by
Sindbis viral vectors and anti-4-1BB monoclonal antibody. , 2019, 7, 185. 16

14045
Functional Toll-Like Receptors (TLRs) Are Expressed by a Majority of Primary Human Acute Myeloid
Leukemia Cells and Inducibility of the TLR Signaling Pathway Is Associated with a More Favorable
Phenotype. Cancers, 2019, 11, 973.

1.7 29

14046 Identification of key candidate genes involved in melanoma metastasis. Molecular Medicine Reports,
2019, 20, 903-914. 1.1 33

14047 Chronic shisha exposure alters phosphoproteome of oral keratinocytes. Journal of Cell
Communication and Signaling, 2019, 13, 281-289. 1.8 4

14048 HMGA1 promotes breast cancer angiogenesis supporting the stability, nuclear localization and
transcriptional activity of FOXM1. Journal of Experimental and Clinical Cancer Research, 2019, 38, 313. 3.5 67

14049 Characterization of an umbilical cord blood sourced product suitable for allogeneic applications.
Regenerative Medicine, 2019, 14, 769-789. 0.8 4

14050 Function of p21 (Cip1/Waf1/CDKN1A) in Migration and Invasion of Cancer and Trophoblastic Cells.
Cancers, 2019, 11, 989. 1.7 23

14051 Drosophila transcriptomics with and without ageing. Biogerontology, 2019, 20, 699-710. 2.0 12

14052
Spermatozoal mRNAs expression implicated in embryonic development were influenced by dietary
folate supplementation of breeder roosters by altering spermatozoal piRNA expression profiles.
Theriogenology, 2019, 138, 102-110.

0.9 5

14053 RNA processing errors triggered by cadmium and integrator complex disruption are signals for
environmental stress. BMC Biology, 2019, 17, 56. 1.7 23

14054 Disruption of nuclear speckles reduces chromatin interactions in active compartments. Epigenetics
and Chromatin, 2019, 12, 43. 1.8 40

14055
Nilotinib interferes with cell cycle, ABC transporters and JAK-STAT signaling pathway in CD34+/lin-
cells of patients with chronic phase chronic myeloid leukemia after 12 months of treatment. PLoS
ONE, 2019, 14, e0218444.

1.1 9

14056
Genome-wide investigation of the clinical significance and prospective molecular mechanism of
minichromosome maintenance protein family genes in patients with Lung Adenocarcinoma. PLoS ONE,
2019, 14, e0219467.

1.1 13

14057 The Cornelia de Lange Syndrome-associated factor NIPBL interacts with BRD4 ET domain for
transcription control of a common set of genes. Cell Death and Disease, 2019, 10, 548. 2.7 35

14058 Canine osteosarcoma genome sequencing identifies recurrent mutations in DMD and the histone
methyltransferase gene SETD2. Communications Biology, 2019, 2, 266. 2.0 77

14059 Investigation of serum proteome homeostasis during radiation therapy by a quantitative proteomics
approach. Bioscience Reports, 2019, 39, . 1.1 7

14060 Bioinformatics Analysis of Differentially Expressed Genes, Methylated Genes, and miRNAs in
Unexplained Recurrent Spontaneous Abortion. Journal of Computational Biology, 2019, 26, 1418-1426. 0.8 12



777

Citation Report

# Article IF Citations

14061 Identification of Methylation Markers and Differentially Expressed Genes with Prognostic Value in
Breast Cancer. Journal of Computational Biology, 2019, 26, 1394-1408. 0.8 20

14062 Heat stress negatively affects the transcriptome related to overall metabolism and milk protein
synthesis in mammary tissue of midlactating dairy cows. Physiological Genomics, 2019, 51, 400-409. 1.0 39

14063 mTORC1/AMPK responses define a core gene set for developmental cell fate switching. BMC Biology,
2019, 17, 58. 1.7 18

14064 Comparative transcriptome analysis of translucent flesh disorder in mangosteen (Garcinia) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 622 Td (mangostana L.) fruits in response to different water regimes. PLoS ONE, 2019, 14, e0219976.1.1 12

14065 Diagnostic and prognostic value of WNT family gene expression in hepatitis B virusâ€‘related
hepatocellular carcinoma. Oncology Reports, 2019, 42, 895-910. 1.2 8

14066 Low lncRNA ZNF385Dâ€‘AS2 expression and its prognostic significance in liver cancer. Oncology Reports,
2019, 42, 1110-1124. 1.2 17

14067 Spectroscopic and molecular modeling investigation on inhibition effect of nitroaromatic
compounds on acetylcholinesterase activity. Chemosphere, 2019, 236, 124365. 4.2 12

14068 Mitochondrial Akt Signaling Modulated Reprogramming of Somatic Cells. Scientific Reports, 2019, 9,
9919. 1.6 13

14069 The nucleolus functions as a phase-separated protein quality control compartment. Science, 2019, 365,
342-347. 6.0 348

14070 Promoting Osteogenic Differentiation of Human Adipose-Derived Stem Cells by Altering the Expression
of Exosomal miRNA. Stem Cells International, 2019, 2019, 1-15. 1.2 47

14071 FunSet: an open-source software and web server for performing and displaying Gene Ontology
enrichment analysis. BMC Bioinformatics, 2019, 20, 359. 1.2 22

14072
Comparative Proteome Profiling and Mutant Protein Identification in Metastatic Prostate Cancer
Cells by Quantitative Mass Spectrometry-based Proteogenomics. Cancer Genomics and Proteomics,
2019, 16, 273-286.

1.0 20

14073 Transcriptomic Response of Saccharomyces cerevisiae during Fermentation under Oleic Acid and
Ergosterol Depletion. Fermentation, 2019, 5, 57. 1.4 7

14074 Identification of key candidate genes for pancreatic cancer by bioinformatics analysis. Experimental
and Therapeutic Medicine, 2019, 18, 451-458. 0.8 4

14075 Plasma proteomic changes during therapeutic hypothermia in resuscitated patients after cardiac
arrest. Experimental and Therapeutic Medicine, 2019, 18, 1069-1080. 0.8 1

14076 Candidate genes and pathways associated with brain metastasis from lung cancer compared with
lymph node metastasis. Experimental and Therapeutic Medicine, 2019, 18, 1276-1284. 0.8 1

14077 Examining the biomarkers and molecular mechanisms of medulloblastoma based on bioinformatics
analysis. Oncology Letters, 2019, 18, 433-441. 0.8 9

14078 Investigation of differentially expressed genes in nasopharyngeal carcinoma by integrated
bioinformatics analysis. Oncology Letters, 2019, 18, 916-926. 0.8 4



778

Citation Report

# Article IF Citations

14079 Caenorhabditis elegans hub genes that respond to amyloid beta are homologs of genes involved in
human Alzheimerâ€™s disease. PLoS ONE, 2019, 14, e0219486. 1.1 16

14080 Circular RNA Signature in Hepatocellular Carcinoma. Journal of Cancer, 2019, 10, 3361-3372. 1.2 57

14081 Time series modeling of cell cycle exit identifies Brd4 dependent regulation of cerebellar
neurogenesis. Nature Communications, 2019, 10, 3028. 5.8 33

14082 De novo transcriptome of the newly described phototrophic dinoflagellate Yihiella yeosuensis:
comparison between vegetative cells and cysts. Marine Biology, 2019, 166, 1. 0.7 10

14083 OLIG2 is a marker of the fusion protein-driven neurodevelopmental transcriptional signature in
alveolar rhabdomyosarcoma. Human Pathology, 2019, 91, 77-85. 1.1 20

14084 Pioneer and repressive functions of p63 during zebrafish embryonic ectoderm specification. Nature
Communications, 2019, 10, 3049. 5.8 39

14085 Translational regulation contributes to the secretory response of chondrocytic cells following
exposure to interleukin-1Î². Journal of Biological Chemistry, 2019, 294, 13027-13039. 1.6 10

14086 Integrative Genomic Characterization Identifies Molecular Subtypes of Lung Carcinoids. Cancer
Research, 2019, 79, 4339-4347. 0.4 47

14087
KIAA0101 is a novel transcriptional target of FoxM1 and is involved in the regulation of hepatocellular
carcinoma microvascular invasion by regulating epithelial-mesenchymal transition. Journal of
Cancer, 2019, 10, 3501-3516.

1.2 36

14088 Oviductal extracellular vesicles interact with the spermatozoonâ€™s head and mid-piece and improves
its motility and fertilizing ability in the domestic cat. Scientific Reports, 2019, 9, 9484. 1.6 66

14089 Evolution of Phototransduction Genes in Lepidoptera. Genome Biology and Evolution, 2019, 11,
2107-2124. 1.1 32

14090 TERC promotes cellular inflammatory response independent of telomerase. Nucleic Acids Research,
2019, 47, 8084-8095. 6.5 56

14091 Zscan4c activates endogenous retrovirus MERVL and cleavage embryo genes. Nucleic Acids Research,
2019, 47, 8485-8501. 6.5 64

14092 &lt;p&gt;Bioinformatics analysis of molecular genetic targets and key pathways for hepatocellular
carcinoma&lt;/p&gt;. OncoTargets and Therapy, 2019, Volume 12, 5153-5162. 1.0 18

14093 Single Cell Gene Co-Expression Network Reveals FECH/CROT Signature as a Prognostic Marker. Cells,
2019, 8, 698. 1.8 21

14094 Toward a Pathway-Driven Clinical-Molecular Framework for Classifying Autism Spectrum Disorders.
Pediatric Neurology, 2019, 98, 46-52. 1.0 4

14095 A genetic-phenotypic classification for syndromic micrognathia. Journal of Human Genetics, 2019, 64,
875-883. 1.1 5

14096 Pleiotropic effects of rfa-gene mutations on Escherichia coli envelope properties. Scientific Reports,
2019, 9, 9696. 1.6 54



779

Citation Report

# Article IF Citations

14097 Glomerular expression pattern of long non-coding RNAs in the type 2 diabetes mellitus BTBR mouse
model. Scientific Reports, 2019, 9, 9765. 1.6 7

14098 miRNome Reveals New Insights Into the Molecular Biology of Field Cancerization in Gastric Cancer.
Frontiers in Genetics, 2019, 10, 592. 1.1 15

14099 Genome-Wide Identification of Microsatellites and Transposable Elements in the Dromedary Camel
Genome Using Whole-Genome Sequencing Data. Frontiers in Genetics, 2019, 10, 692. 1.1 6

14100 Age and Sex-Related Changes to Gene Expression in the Mouse Spinal Cord. Journal of Molecular
Neuroscience, 2019, 69, 419-432. 1.1 7

14101 ARIH2 Is a Vif-Dependent Regulator of CUL5-Mediated APOBEC3G Degradation in HIV Infection. Cell Host
and Microbe, 2019, 26, 86-99.e7. 5.1 42

14102 Single-cell RNA sequencing of oocytes from ovarian endometriosis patients reveals a differential
transcriptomic profile associated with lower quality. Human Reproduction, 2019, 34, 1302-1312. 0.4 61

14103 Commensal and pathogenic biofilms differently modulate periâ€•implant oral mucosa in an organotypic
model. Cellular Microbiology, 2019, 21, e13078. 1.1 28

14104 Characterization of Circular RNAs in Chinese Buffalo (Bubalus bubalis) Adipose Tissue: A Focus on
Circular RNAs Involved in Fat Deposition. Animals, 2019, 9, 403. 1.0 24

14105 Blood circRNAs as biomarkers for the diagnosis of communityâ€•acquired pneumonia. Journal of
Cellular Biochemistry, 2019, 120, 16483-16494. 1.2 30

14106 Differentiation of derived rabbit trophoblast stem cells under fluid shear stress to mimic the
trophoblastic barrier. Biochimica Et Biophysica Acta - General Subjects, 2019, 1863, 1608-1618. 1.1 11

14107 Transcriptomic profiling of Hydra magnipapillata after exposure to naproxen. Environmental
Toxicology and Pharmacology, 2019, 71, 103215. 2.0 13

14108 Methylation analysis for postpartum depression: a case control study. BMC Psychiatry, 2019, 19, 190. 1.1 3

14109 MiR-222-3p in Platelets Serves as a Distinguishing Marker for Early Recognition of Kawasaki Disease.
Frontiers in Pediatrics, 2019, 7, 237. 0.9 10

14110
Integrated Computational Analysis Highlights unique miRNA Signatures in the Subventricular Zone
and Striatum of GM2 Gangliosidosis Animal Models. International Journal of Molecular Sciences,
2019, 20, 3179.

1.8 3

14111 High-content screen in human pluripotent cells identifies miRNA-regulated pathways controlling
pluripotency and differentiation. Stem Cell Research and Therapy, 2019, 10, 202. 2.4 11

14112 GPD1 Specifically Marks Dormant Glioma Stem Cells with a Distinct Metabolic Profile. Cell Stem Cell,
2019, 25, 241-257.e8. 5.2 66

14113 Generation of Human PSC-Derived Kidney Organoids with Patterned Nephron Segments and a De Novo
Vascular Network. Cell Stem Cell, 2019, 25, 373-387.e9. 5.2 219

14114 Accumulation of protein aggregates induces autolytic programmed cell death in hybrid tobacco cells
expressing hybrid lethality. Scientific Reports, 2019, 9, 10223. 1.6 10



780

Citation Report

# Article IF Citations

14115 Analysis of lncRNA-miRNA-mRNA Interactions in Hyper-proliferative Human Pulmonary Arterial Smooth
Muscle Cells. Scientific Reports, 2019, 9, 10533. 1.6 9

14116 Inhibition of calpain 1 restores plasma membrane stability to pharmacologically rescued
Phe508del-CFTR variant. Journal of Biological Chemistry, 2019, 294, 13396-13410. 1.6 15

14117 Ileal interposition surgery targets the hepatic TGFâ€•Î² pathway, influencing gluconeogenesis and
mitochondrial bioenergetics in the UCDâ€•T2DM rat model of diabetes. FASEB Journal, 2019, 33, 11270-11283. 0.2 2

14118 The prostate cancer risk variant rs55958994 regulates multiple gene expression through extreme
long-range chromatin interaction to control tumor progression. Science Advances, 2019, 5, eaaw6710. 4.7 35

14119 Choroid plexusâ€•derived miRâ€•204 regulates the number of quiescent neural stem cells in the adult brain.
EMBO Journal, 2019, 38, e100481. 3.5 52

14120 KLF12 Regulates Mouse NK Cell Proliferation. Journal of Immunology, 2019, 203, 981-989. 0.4 24

14121 Substrate stiffness directs diverging vascular fates. Acta Biomaterialia, 2019, 96, 321-329. 4.1 32

14122 Non-cell autonomous mechanism of Parkinsonâ€™s disease pathology caused by G2019S LRRK2 mutation in
Ashkenazi Jewish patient: Single cell analysis. Brain Research, 2019, 1722, 146342. 1.1 8

14123
Toxicogenomic analyses of the effects of BDE-47/209, TBBPA/S and TCBPA on early neural development
with a human embryonic stem cell in vitro differentiation system. Toxicology and Applied
Pharmacology, 2019, 379, 114685.

1.3 29

14124 Predicting bacterial infection outcomes using single cell RNA-sequencing analysis of human immune
cells. Nature Communications, 2019, 10, 3266. 5.8 62

14125 Crosstalk between chromatin structure, cohesin activity and transcription. Epigenetics and
Chromatin, 2019, 12, 47. 1.8 17

14126 Microenvironment of ruptured cerebral aneurysms discovered using data driven analysis of gene
expression. PLoS ONE, 2019, 14, e0220121. 1.1 5

14127 Genome Analysis Reveals Genetic Admixture and Signature of Selection for Productivity and
Environmental Traits in Iraqi Cattle. Frontiers in Genetics, 2019, 10, 609. 1.1 31

14128 Construction of prognostic risk prediction model of oral squamous cell carcinoma based on
co-methylated genes. International Journal of Molecular Medicine, 2019, 44, 787-796. 1.8 5

14129 Multimodal Co-clustering Analysis of Big Data Based on Matrix and Tensor Decomposition. , 2019, ,
95-124. 0

14130 Quantitative proteomics reveals reduction of endocytic machinery components in gliomas.
EBioMedicine, 2019, 46, 32-41. 2.7 26

14131 Time- and dose-dependent gene expression analysis of macrophage response as a function of porosity
of silica nanoparticles. Nanomedicine: Nanotechnology, Biology, and Medicine, 2019, 21, 102041. 1.7 5

14132 Oxidative metabolism alterations in the emotional brain of anxiety-prone rats. Progress in
Neuro-Psychopharmacology and Biological Psychiatry, 2019, 95, 109706. 2.5 13



781

Citation Report

# Article IF Citations

14133 Therapeutic Targeting of Casein Kinase 1Î´/Îµ in an Alzheimerâ€™s Disease Mouse Model. Journal of Proteome
Research, 2019, 18, 3383-3393. 1.8 25

14134
Global analysis of protein expression in muscle tissues of dermatomyositis/polymyosisits patients
demonstrated an association between dysferlin and human leucocyte antigen A. Rheumatology, 2019,
58, 1474-1484.

0.9 11

14135
Functional genomics identifies predictive markers and clinically actionable resistance mechanisms to
CDK4/6 inhibition in bladder cancer. Journal of Experimental and Clinical Cancer Research, 2019, 38,
322.

3.5 23

14136 miRNA-Gene Regulatory Network in Gnotobiotic Mice Stimulated by Dysbiotic Gut Microbiota
Transplanted From a Genetically Obese Child. Frontiers in Microbiology, 2019, 10, 1517. 1.5 8

14137 Sex-Dimorphic Behavioral Alterations and Altered Neurogenesis in U12 Intron Splicing-Defective Zrsr1
Mutant Mice. International Journal of Molecular Sciences, 2019, 20, 3543. 1.8 9

14138
Investigation of temporal and spatial heterogeneities of the immune responses to Bordetella pertussis
infection in the lung and spleen of mice via analysis and modeling of dynamic microarray gene
expression data. Infectious Disease Modelling, 2019, 4, 215-226.

1.2 1

14139 Proteomic analysis of bronchoalveolar lavage fluid in rat exposed to TiO2 nanostructured aerosol by
inhalation. Journal of Proteomics, 2019, 207, 103451. 1.2 8

14140 The Altered Transcriptome and DNA Methylation Profiles of Docetaxel Resistance in Breast Cancer
PDX Models. Molecular Cancer Research, 2019, 17, 2063-2076. 1.5 20

14141 Honey bee (Apis mellifera) larval pheromones may regulate gene expression related to foraging task
specialization. BMC Genomics, 2019, 20, 592. 1.2 18

14142 Hormonal Regulation of Patient-Derived Endometrial Cancer Stem-like Cells Generated by
Three-Dimensional Culture. Endocrinology, 2019, 160, 1895-1906. 1.4 15

14143 Dual Actions of Ketorolac in Metastatic Ovarian Cancer. Cancers, 2019, 11, 1049. 1.7 15

14144 Transcriptional profiling of breast cancerâ€•associated lymphatic vessels reveals VCAMâ€•1 as regulator of
lymphatic invasion and permeability. International Journal of Cancer, 2019, 145, 2804-2815. 2.3 22

14145 Identification and Application of Gene Expression Signatures Associated with Lifespan Extension. Cell
Metabolism, 2019, 30, 573-593.e8. 7.2 113

14146 IFN-Î³ selectively suppresses a subset of TLR4-activated genes and enhancers to potentiate macrophage
activation. Nature Communications, 2019, 10, 3320. 5.8 71

14147 Of eyes and embryos: subfunctionalization of the<i>CRX</i>homeobox gene in mammalian evolution.
Proceedings of the Royal Society B: Biological Sciences, 2019, 286, 20190830. 1.2 6

14148 Quantitative proteomics reveals TMOD1-related proteins associated with water balance regulation.
PLoS ONE, 2019, 14, e0219932. 1.1 5

14149 A large-scale CRISPR screen and identification of essential genes in cellular senescence bypass. Aging,
2019, 11, 4011-4031. 1.4 8

14150 Effects of chlorinated polyfluoroalkyl ether sulfonate in comparison with perfluoroalkyl acids on
gene profiles and stemness in human mesenchymal stem cells. Chemosphere, 2019, 237, 124402. 4.2 9



782

Citation Report

# Article IF Citations

14151 Analysis of the Target Genes of Transcription Factor ZNF536 in Lung Adenocarcinoma. , 2019, , . 1

14152 A comprehensive atlas of lysine acetylome in onion thrips (Thrips tabaci Lind.) revealed by proteomics
analysis. Journal of Proteomics, 2019, 207, 103465. 1.2 2

14153 PiRV-2 stimulates sporulation in Phytophthora infestans. Virus Research, 2019, 271, 197674. 1.1 26

14154 Molecular patterning of the embryonic cranial mesenchyme revealed by genome-wide transcriptional
profiling. Developmental Biology, 2019, 455, 434-448. 0.9 19

14155 Integrative system genetic analysis reveals mRNA-lncRNA network associated with mouse spontaneous
lung cancer susceptibility. Oncotarget, 2019, 10, 339-351. 0.8 2

14156 Proteomics and Non-proteomics Approaches to Study Stable and Transient Protein-Protein
Interactions. Advances in Experimental Medicine and Biology, 2019, 1140, 121-142. 0.8 3

14157 Profiling Optimal Conditions for Capturing EDEM Proteins Complexes in Melanoma Using Mass
Spectrometry. Advances in Experimental Medicine and Biology, 2019, 1140, 155-167. 0.8 8

14158 Identification of Biomarkers Related to Neuropathic Pain Induced by Peripheral Nerve Injury. Journal
of Molecular Neuroscience, 2019, 69, 505-515. 1.1 6

14159 KLF-1 orchestrates a xenobiotic detoxification program essential for longevity of mitochondrial
mutants. Nature Communications, 2019, 10, 3323. 5.8 25

14160 Distinct epigenetic profiles in children with perinatally-acquired HIV on antiretroviral therapy.
Scientific Reports, 2019, 9, 10495. 1.6 18

14161 Global view of the RAF-MEK-ERK module and its immediate downstream effectors. Scientific Reports,
2019, 9, 10865. 1.6 12

14162 Predictive proteomic signatures for response of pancreatic cancer patients receiving chemotherapy.
Clinical Proteomics, 2019, 16, 31. 1.1 16

14163 ParaDB: A manually curated database containing genomic annotation for the human pathogenic fungi
Paracoccidioides spp.. PLoS Neglected Tropical Diseases, 2019, 13, e0007576. 1.3 3

14164 Influence of metabolic status and genetic merit for fertility on proteomic composition of bovine
oviduct fluidâ€ . Biology of Reproduction, 2019, 101, 893-905. 1.2 11

14165 Transcriptional Profiling Reveals a Time-of-Day-Specific Role of REVEILLE 4/8 in Regulating the First
Wave of Heat Shockâ€“Induced Gene Expression in Arabidopsis. Plant Cell, 2019, 31, 2353-2369. 3.1 79

14166 Molecular Evolution and Functional Analysis of Rubredoxin-Like Proteins in Plants. BioMed Research
International, 2019, 2019, 1-14. 0.9 7

14167 Long Non-coding RNA Expression Profile and Functional Analysis in Children With Acute Fulminant
Myocarditis. Frontiers in Pediatrics, 2019, 7, 283. 0.9 13

14168 Integrated Analysis of DNA Methylation and Biochemical/Metabolic Parameter During the Long-Term
Isolation Environment. Frontiers in Physiology, 2019, 10, 917. 1.3 2



783

Citation Report

# Article IF Citations

14169 &lt;p&gt;Construction and validation of a seven-microRNA signature as a prognostic tool for lung
squamous cell carcinoma&lt;/p&gt;. Cancer Management and Research, 2019, Volume 11, 5701-5709. 0.9 10

14170
Identification of Novel Genes in Osteoarthritic Fibroblast-Like Synoviocytes Using Next-Generation
Sequencing and Bioinformatics Approaches. International Journal of Medical Sciences, 2019, 16,
1057-1071.

1.1 10

14171 Extramedullary leukemia behaving as solid cancer: clinical, histologic, and genetic clues to
chemoresistance in organ sites. American Journal of Hematology, 2019, 94, 1200-1207. 2.0 6

14172 The Hsp70 Chaperone System Stabilizes a Thermo-sensitive Subproteome in E.Â coli. Cell Reports, 2019, 28,
1335-1345.e6. 2.9 37

14173 NDUFAB1 confers cardio-protection by enhancing mitochondrial bioenergetics through coordination
of respiratory complex and supercomplex assembly. Cell Research, 2019, 29, 754-766. 5.7 66

14174 Cholera toxin promotes pathogen acquisition of host-derived nutrients. Nature, 2019, 572, 244-248. 13.7 89

14175 Differential Expression of Urinary Exosomal MicroRNAs miR-21-5p and miR-30b-5p in Individuals with
Diabetic Kidney Disease. Scientific Reports, 2019, 9, 10900. 1.6 72

14176 A protein-RNA interaction atlas of the ribosome biogenesis factor AATF. Scientific Reports, 2019, 9,
11071. 1.6 19

14177 Systems Network Genomic Analysis Reveals Cardioprotective Effect of MURC/Cavinâ€•4 Deletion Against
Ischemia/Reperfusion Injury. Journal of the American Heart Association, 2019, 8, e012047. 1.6 10

14178 Comparison of gene expression profile of the spinal cord of sprouting-capable neonatal and
sprouting-incapable adult mice. BMC Genomics, 2019, 20, 619. 1.2 9

14179
Analysis of genetic networks regulating refractive eye development in collaborative cross progenitor
strain mice reveals new genes and pathways underlying human myopia. BMC Medical Genomics, 2019, 12,
113.

0.7 32

14180
Dramatic changes in gene expression in different forms of Crithidia fasciculata reveal potential
mechanisms for insect-specific adhesion in kinetoplastid parasites. PLoS Neglected Tropical Diseases,
2019, 13, e0007570.

1.3 18

14181 Equine arteritis virus long-term persistence is orchestrated by CD8+ T lymphocyte transcription
factors, inhibitory receptors, and the CXCL16/CXCR6 axis. PLoS Pathogens, 2019, 15, e1007950. 2.1 20

14182 Myeloid-Derived Suppressor Cells Are Regulated by Estradiol and Are a Predictive Marker for IVF
Outcome. Frontiers in Endocrinology, 2019, 10, 521. 1.5 19

14183 Single-Cell Transcriptomics Reveals Spatial and Temporal Turnover of Keratinocyte Differentiation
Regulators. Frontiers in Genetics, 2019, 10, 775. 1.1 45

14184 Identification of driver genes and key pathways of prolactinoma predicts the therapeutic effect of
genipin. Molecular Medicine Reports, 2019, 20, 2712-2724. 1.1 3

14185 Herbal formula Yangyinjiedu induces lung cancer cell apoptosis via activation of early growth
response 1. Journal of Cellular and Molecular Medicine, 2019, 23, 6193-6202. 1.6 12

14186 A Role for the VPS Retromer in <i>Brucella</i> Intracellular Replication Revealed by Genomewide
siRNA Screening. MSphere, 2019, 4, . 1.3 11



784

Citation Report

# Article IF Citations

14187 Prediction of hub genes associated with intramuscular fat content in Nelore cattle. BMC Genomics,
2019, 20, 520. 1.2 24

14188 Proteomics Approaches for Biomarker and Drug Target Discovery in ALS and FTD. Frontiers in
Neuroscience, 2019, 13, 548. 1.4 57

14189 Genetic Diversity of Indigenous Pigs from South China Area Revealed by SNP Array. Animals, 2019, 9, 361. 1.0 19

14190 KLF4 as a rheostat of osteolysis and osteogenesis in prostate tumors in the bone. Oncogene, 2019, 38,
5766-5777. 2.6 8

14191 Noncoding dsRNA induces retinoic acid synthesis to stimulate hair follicle regeneration via TLR3.
Nature Communications, 2019, 10, 2811. 5.8 64

14192 Identifying pre-disease signals before metabolic syndrome in mice by dynamical network biomarkers.
Scientific Reports, 2019, 9, 8767. 1.6 43

14193 Establishment of a system for screening autophagic flux regulators using a modified fluorescent
reporter and CRISPR/Cas9. Biochemical and Biophysical Research Communications, 2019, 516, 686-692. 1.0 8

14194 EBV infection is associated with histone bivalent switch modifications in squamous epithelial cells.
Proceedings of the National Academy of Sciences of the United States of America, 2019, 116, 14144-14153. 3.3 22

14195 Oestrogen receptor Î² mediates the actions of bisphenol-A on ion channel expression in mouse
pancreatic beta cells. Diabetologia, 2019, 62, 1667-1680. 2.9 46

14196 Analysis of the microRNA Profile of Coal-Burning Endemic Fluorosis Using Deep Sequencing and
Bioinformatic Approaches. Bulletin of Environmental Contamination and Toxicology, 2019, 103, 56-63. 1.3 10

14197 Intracellular Zn2+ transients modulate global gene expression in dissociated rat hippocampal
neurons. Scientific Reports, 2019, 9, 9411. 1.6 41

14198 Circadian gene variants and the skeletal muscle circadian clock contribute to the evolutionary
divergence in longevity across <i>Drosophila</i> populations. Genome Research, 2019, 29, 1262-1276. 2.4 20

14199 Genetic basis of species-specific genitalia reveals role in species diversification. Science Advances,
2019, 5, eaav9939. 4.7 22

14200 Decoding the proteomic changes involved in the biofilm formation of Enterococcus faecalis SK460 to
elucidate potential biofilm determinants. BMC Microbiology, 2019, 19, 146. 1.3 35

14201 Biological molecular layer classification of muscle-invasive bladder cancer opens new treatment
opportunities. BMC Cancer, 2019, 19, 636. 1.1 15

14202 DYNC1I1 Promotes the Proliferation and Migration of Gastric Cancer by Up-Regulating IL-6 Expression.
Frontiers in Oncology, 2019, 9, 491. 1.3 27

14203 Epigenetic Compensation Promotes Liver Regeneration. Developmental Cell, 2019, 50, 43-56.e6. 3.1 49

14204 Dominant TOM1 mutation associated with combined immunodeficiency and autoimmune disease. Npj
Genomic Medicine, 2019, 4, 14. 1.7 11



785

Citation Report

# Article IF Citations

14205 Epigenetic programming underpins B cell dysfunction in human SLE. Nature Immunology, 2019, 20,
1071-1082. 7.0 142

14206 Developmental atlas of the RNA editome in Sus scrofa skeletal muscle. DNA Research, 2019, 26, 261-272. 1.5 19

14207 The construction and analysis of the aberrant lncRNA-miRNA-mRNA network in non-small cell lung
cancer. Journal of Thoracic Disease, 2019, 11, 1772-1778. 0.6 43

14208 Clustered microRNAs hsa-miR-221-3p/hsa-miR-222-3p and their targeted genes might be prognostic
predictors for hepatocellular carcinoma. Journal of Cancer, 2019, 10, 2520-2533. 1.2 33

14209 Epstein-Barr-Virus-Induced One-Carbon Metabolism Drives B Cell Transformation. Cell Metabolism,
2019, 30, 539-555.e11. 7.2 119

14210 Associations of the Fecal Microbial Proteome Composition and Proneness to Diet-induced Obesity.
Molecular and Cellular Proteomics, 2019, 18, 1864-1879. 2.5 19

14211 XBP1 signalling is essential for alleviating mutant protein aggregation in ER-stress related skeletal
disease. PLoS Genetics, 2019, 15, e1008215. 1.5 16

14212 Identification of crucial miRNAs and lncRNAs for ossification of ligamentum flavum. Molecular
Medicine Reports, 2019, 20, 1683-1699. 1.1 6

14213 Role of 4â€‘aminobutyrate aminotransferase (ABAT) and the lncRNA coâ€‘expression network in the
development of myelodysplastic syndrome. Oncology Reports, 2019, 42, 509-520. 1.2 3

14214 The characteristics of HPV integration in cervical intraepithelial cells. Journal of Cancer, 2019, 10,
2783-2787. 1.2 28

14215 Transcriptomic profiling of neural stem cell differentiation on graphene substrates. Colloids and
Surfaces B: Biointerfaces, 2019, 182, 110324. 2.5 27

14216 Aberrant axon branching via Fos-B dysregulation in FUS-ALS motor neurons. EBioMedicine, 2019, 45,
362-378. 2.7 49

14217 Discovery, synthesis, and inÂ vitro evaluation of a novel bioactive peptide for ACE and DPP-IV inhibitory
activity. European Journal of Medicinal Chemistry, 2019, 180, 99-110. 2.6 18

14218 Pathologic Alterations in the Proteome of Synaptosomes from a Mouse Model of Spinal Muscular
Atrophy. Journal of Proteome Research, 2019, 18, 3042-3051. 1.8 6

14219 Motor dysfunction and neurodegeneration in a C9orf72 mouse line expressing poly-PR. Nature
Communications, 2019, 10, 2906. 5.8 68

14220 Digital gene expression analyses of mammary glands from meat ewes naturally infected with clinical
mastitis. Royal Society Open Science, 2019, 6, 181604. 1.1 8

14221 Dissecting the transcriptome landscape of the human fetal neural retina and retinal pigment
epithelium by single-cell RNA-seq analysis. PLoS Biology, 2019, 17, e3000365. 2.6 108

14222 HIF-1Î± Stabilization Increases miR-210 Eliciting First Trimester Extravillous Trophoblast Mitochondrial
Dysfunction. Frontiers in Physiology, 2019, 10, 699. 1.3 29



786

Citation Report

# Article IF Citations

14223 Genome-Wide Homozygosity Patterns and Evidence for Selection in a Set of European and Near Eastern
Horse Breeds. Genes, 2019, 10, 491. 1.0 37

14224 Identification of Pyrvinium, an Anthelmintic Drug, as a Novel Anti-Adipogenic Compound Based on the
Gene Expression Microarray and Connectivity Map. Molecules, 2019, 24, 2391. 1.7 17

14225 Uncovering changes in proteomic signature of rat pelvic floor muscles in pregnancy. American
Journal of Obstetrics and Gynecology, 2019, 221, 130.e1-130.e9. 0.7 6

14226 Polycomb Repressive Complex 1 Controls Maintenance of Fungiform Papillae by Repressing Sonic
Hedgehog Expression. Cell Reports, 2019, 28, 257-266.e5. 2.9 11

14227 Single-Cell RNA Sequencing of the T Helper Cell Response to House Dust Mites Defines a Distinct Gene
Expression Signature in Airway Th2 Cells. Immunity, 2019, 51, 169-184.e5. 6.6 167

14228 Chronic Inflammation in Response to Injury: Retention of Myeloid Cells in Injured Tissue Is Driven by
Myeloid Cell Intrinsic Factors. Journal of Investigative Dermatology, 2019, 139, 1583-1592. 0.3 12

14229 HAT1 Coordinates Histone Production and Acetylation via H4 Promoter Binding. Molecular Cell, 2019,
75, 711-724.e5. 4.5 55

14230 Single-cell RNA-seq highlights intra-tumoral heterogeneity and malignant progression in pancreatic
ductal adenocarcinoma. Cell Research, 2019, 29, 725-738. 5.7 661

14231 Myc targeted CDK18 promotes ATR and homologous recombination to mediate PARP inhibitor
resistance in glioblastoma. Nature Communications, 2019, 10, 2910. 5.8 77

14232 ATF4 couples MYC-dependent translational activity to bioenergetic demands during tumour
progression. Nature Cell Biology, 2019, 21, 889-899. 4.6 157

14233 Label propagation defines signaling networks associated with recurrently mutated cancer genes.
Scientific Reports, 2019, 9, 9401. 1.6 1

14234 <i>Lats1</i>and<i>Lats2</i>are required for ovarian granulosa cell fate maintenance. FASEB Journal,
2019, 33, 10819-10832. 0.2 24

14235 Long noncoding RNA NEAT1 mediates neuronal histone methylation and age-related memory
impairment. Science Signaling, 2019, 12, . 1.6 81

14236 MYC deregulates TET1 and TET2 expression to control global DNA (hydroxy)methylation and gene
expression to maintain a neoplastic phenotype in T-ALL. Epigenetics and Chromatin, 2019, 12, 41. 1.8 23

14237 Extracellular vesicles impose quiescence on residual hematopoietic stem cells in the leukemic niche.
EMBO Reports, 2019, 20, e47546. 2.0 38

14238 Genomic analysis of perinatal sucking reflex in German Brown Swiss calves. Journal of Dairy Science,
2019, 102, 6296-6305. 1.4 4

14239 Integrated Analysis of the Gene Expression Changes During Colorectal Cancer Progression by
Bioinformatic Methods. Journal of Computational Biology, 2019, 26, 1168-1176. 0.8 17

14240 Circadian period 2: a missing beneficial factor in sickle cell disease by lowering pulmonary
inflammation, iron overload, and mortality. FASEB Journal, 2019, 33, 10528-10537. 0.2 5



787

Citation Report

# Article IF Citations

14241 Enabling Measurement of Darwinian Evolution in Space. , 2019, , . 1

14242 Transcriptome profiling of longissimus thoracis muscles identifies highly connected differentially
expressed genes in meat type sheep of India. PLoS ONE, 2019, 14, e0217461. 1.1 21

14243 Meta-Analysis of Microarray Expression Studies on Metformin in Cancer Cell Lines. International
Journal of Molecular Sciences, 2019, 20, 3173. 1.8 10

14244 Distinct Profiles of Cell-Free MicroRNAs in Plasma of Veterans with Post-Traumatic Stress Disorder.
Journal of Clinical Medicine, 2019, 8, 963. 1.0 16

14245 Identification of Potential Biomarkers with Diagnostic Value in Pituitary Adenomas Using Prediction
Analysis for Microarrays Method. Journal of Molecular Neuroscience, 2019, 69, 399-410. 1.1 7

14246 Dephosphorylation of HDAC4 by PP2A-BÎ´ unravels a new role for the HDAC4/MEF2 axis in myoblast
fusion. Cell Death and Disease, 2019, 10, 512. 2.7 9

14247 Induction of memory-like dendritic cell responses in vivo. Nature Communications, 2019, 10, 2955. 5.8 113

14248 Atopic Eczema: Genetic Analysis of<i> COL6A5</i>,<i> COL8A1</i>, and<i> COL10A1</i> in Mediterranean
Populations. BioMed Research International, 2019, 2019, 1-7. 0.9 11

14249 Utilising network pharmacology to explore the underlying mechanism of Wumei Pill in treating
pancreatic neoplasms. BMC Complementary and Alternative Medicine, 2019, 19, 158. 3.7 80

14250
RNA-Seq Analysis Reveals Spatial and Sex Differences in Pectoralis Major Muscle of Broiler Chickens
Contributing to Difference in Susceptibility to Wooden Breast Disease. Frontiers in Physiology, 2019,
10, 764.

1.3 41

14251 Co-expression network analysis identified candidate biomarkers in association with progression and
prognosis of breast cancer. Journal of Cancer Research and Clinical Oncology, 2019, 145, 2383-2396. 1.2 17

14252 Proteomic analysis in cells treated with pristine carbon nano-onions and its subcellular localization.
Advances in Natural Sciences: Nanoscience and Nanotechnology, 2019, 10, 035011. 0.7 4

14253 P009 Fluorescence mediated tomography detects and quantifies early intestinal neutrophil
infiltration in experimental colitis. Journal of Crohn's and Colitis, 2019, 13, S090-S091. 0.6 0

14254 Depression and suicide risk prediction models using blood-derived multi-omics data. Translational
Psychiatry, 2019, 9, 262. 2.4 38

14255 Circ-Spidr enhances axon regeneration after peripheral nerve injury. Cell Death and Disease, 2019, 10,
787. 2.7 24

14256 Jasmonic Acid Is Required for Plant Acclimation to a Combination of High Light and Heat Stress. Plant
Physiology, 2019, 181, 1668-1682. 2.3 174

14257 Gene clustering, enrichment and survival analysis of differentially expressed genes in Low Grade
Glioma between different genders by big data analysis. , 2019, , . 4

14258 Transcriptomic and Single-Cell Analysis of the Murine Parotid Gland. Journal of Dental Research, 2019,
98, 1539-1547. 2.5 24



788

Citation Report

# Article IF Citations

14259 Concerted metabolic shift in early forebrain alters the CSF proteome and depends on cMYC
downregulation for mitochondrial maturation. Development (Cambridge), 2019, 146, . 1.2 25

14260 Macrophages fine tune satellite cell fate in dystrophic skeletal muscle of mdx mice. PLoS Genetics,
2019, 15, e1008408. 1.5 35

14261 MicroRNA Assisted Gene Regulation in Colorectal Cancer. International Journal of Molecular
Sciences, 2019, 20, 4899. 1.8 16

14262 Super-enhancer-guided mapping of regulatory networks controlling mouse trophoblast stem cells.
Nature Communications, 2019, 10, 4749. 5.8 45

14263 Tissue-Engineered Bone Tumor as a Reproducible Human <i>in Vitro</i> Model for Studies of
Anticancer Drugs. Toxicological Sciences, 2020, 173, 65-76. 1.4 8

14264 Role of CpxR in Biofilm Development: Expression of Key Fimbrial, O-Antigen and Virulence Operons of
Salmonella Enteritidis. International Journal of Molecular Sciences, 2019, 20, 5146. 1.8 17

14265 A new species in the major malaria vector complex sheds light on reticulated species evolution.
Scientific Reports, 2019, 9, 14753. 1.6 56

14266 Integrated analysis of coâ€•expression and ceRNA network identifies five lncRNAs as prognostic markers
for breast cancer. Journal of Cellular and Molecular Medicine, 2019, 23, 8410-8419. 1.6 53

14267 Differential gene expression during substrate probing in larvae of the Caribbean coral <i>Porites
astreoides</i>. Molecular Ecology, 2019, 28, 4899-4913. 2.0 7

14268 Identification of Copy Number Variation in Domestic Chicken Using Whole-Genome Sequencing Reveals
Evidence of Selection in the Genome. Animals, 2019, 9, 809. 1.0 11

14269 Tissue Proteome Signatures Associated with Five Grades of Prostate Cancer and Benign Prostatic
Hyperplasia. Proteomics, 2019, 19, e1900174. 1.3 27

14270 Plasma extracellular vesicles as phenotypic biomarkers in prostate cancer patients. Prostate, 2019, 79,
1767-1776. 1.2 51

14271 Early IgG Response to Foot and Mouth Disease Vaccine Formulated with a Vegetable Oil Adjuvant.
Vaccines, 2019, 7, 143. 2.1 6

14272 Genome-Wide Distribution of Nascent Transcripts in Sperm DNA, Products of a Late Wave of General
Transcription. Cells, 2019, 8, 1196. 1.8 6

14273 Tissue- and Species-Specific Patterns of RNA metabolism in Post-Mortem Mammalian Retina and Retinal
Pigment Epithelium. Scientific Reports, 2019, 9, 14821. 1.6 9

14274 Systematic Affinity Purification Coupled to Mass Spectrometry Identified p62 as Part of the
Cannabinoid Receptor CB2 Interactome. Frontiers in Molecular Neuroscience, 2019, 12, 224. 1.4 15

14275 Integrin Beta 5 Is a Prognostic Biomarker and Potential Therapeutic Target in Glioblastoma. Frontiers
in Oncology, 2019, 9, 904. 1.3 29

14276 Genetic mechanisms in the repression of flowering by gibberellins in apple (Malus x domestica Borkh.).
BMC Genomics, 2019, 20, 747. 1.2 56



789

Citation Report

# Article IF Citations

14277 PD-1-Associated Gene Expression Signature of Neoadjuvant Trastuzumab-Treated Tumors Correlates
with Patient Survival in HER2-Positive Breast Cancer. Cancers, 2019, 11, 1566. 1.7 7

14278 Renal Artery Stenosis Alters Gene Expression in Swine Scattered Tubular-Like Cells. International
Journal of Molecular Sciences, 2019, 20, 5069. 1.8 9

14279 ATRX In-Frame Fusion Neuroblastoma Is Sensitive to EZH2 Inhibition via Modulation of Neuronal Gene
Signatures. Cancer Cell, 2019, 36, 512-527.e9. 7.7 44

14280 Quantification of Proteins and Histone Marks in Drosophila Embryos Reveals Stoichiometric
Relationships Impacting Chromatin Regulation. Developmental Cell, 2019, 51, 632-644.e6. 3.1 50

14281 Identification of novel Nrf2 target genes as prognostic biomarkers in colitis-associated colorectal
cancer in Nrf2-deficient mice. Life Sciences, 2019, 238, 116968. 2.0 14

14282 Sex-specific metabolic functions of adipose Lipocalin-2. Molecular Metabolism, 2019, 30, 30-47. 3.0 41

14283 Transcriptional landscape and clinical utility of enhancer RNAs for eRNA-targeted therapy in cancer.
Nature Communications, 2019, 10, 4562. 5.8 165

14284 Common Nodes of Virusâ€“Host Interaction Revealed Through an Integrated Network Analysis.
Frontiers in Immunology, 2019, 10, 2186. 2.2 67

14285 Identification of a Nine-Gene Signature and Establishment of a Prognostic Nomogram Predicting
Overall Survival of Pancreatic Cancer. Frontiers in Oncology, 2019, 9, 996. 1.3 155

14286 miR-200a-3p modulates gene expression in comorbid pain and depression: Molecular implication for
central sensitization. Brain, Behavior, and Immunity, 2019, 82, 230-238. 2.0 32

14287
Elucidation of the Mechanisms and Molecular Targets of Yiqi Shexue Formula for Treatment of
Primary Immune Thrombocytopenia Based on Network Pharmacology. Frontiers in Pharmacology, 2019,
10, 1136.

1.6 35

14288 Tau-Mediated Disruption of the Spliceosome Triggers Cryptic RNA Splicing and Neurodegeneration in
Alzheimerâ€™s Disease. Cell Reports, 2019, 29, 301-316.e10. 2.9 118

14289 Generation of qualified clinical-grade functional hepatocytes from human embryonic stem cells in
chemically defined conditions. Cell Death and Disease, 2019, 10, 763. 2.7 20

14290 Global gene expression analysis of Escherichia coli K-12 DH5Î± after exposure to 2.4â€‰GHz wireless fidelity
radiation. Scientific Reports, 2019, 9, 14425. 1.6 15

14291 A feature selection strategy for gene expression time series experiments with hidden Markov models.
PLoS ONE, 2019, 14, e0223183. 1.1 4

14292
Deciphering the Pharmacological Mechanisms of the Huayu-Qiangshen-Tongbi Formula Through
Integrating Network Pharmacology and In Vitro Pharmacological Investigation. Frontiers in
Pharmacology, 2019, 10, 1065.

1.6 22

14293 Contribution of retrotransposition to developmental disorders. Nature Communications, 2019, 10,
4630. 5.8 43

14294 Exacerbation of C1q dysregulation, synaptic loss and memory deficits in tau pathology linked to
neuronal adenosine A2A receptor. Brain, 2019, 142, 3636-3654. 3.7 71



790

Citation Report

# Article IF Citations

14295 Interactome of the Autoimmune Risk Protein ANKRD55. Frontiers in Immunology, 2019, 10, 2067. 2.2 13

14296 Oleuropein Transcriptionally Primes Lactobacillus plantarum to Interact With Plant Hosts. Frontiers
in Microbiology, 2019, 10, 2177. 1.5 8

14297 Single-cell RNA-seq analysis of Mesp1-induced skeletal myogenic development. Biochemical and
Biophysical Research Communications, 2019, 520, 284-290. 1.0 5

14298
Proteomic and N-Terminomic TAILS Analyses of Human Alveolar Bone Proteins: Improved Protein
Extraction Methodology and LysargiNase Digestion Strategies Increase Proteome Coverage and
Missing Protein Identification. Journal of Proteome Research, 2019, 18, 4167-4179.

1.8 21

14299 Flavanol-rich lychee fruit extract substantially reduces progressive cognitive and molecular deficits
in a triple-transgenic animal model of Alzheimer disease. Nutritional Neuroscience, 2019, 24, 1-15. 1.5 5

14300 Hi-C guided assemblies reveal conserved regulatory topologies on X and autosomes despite extensive
genome shuffling. Genes and Development, 2019, 33, 1591-1612. 2.7 43

14301 Identifying significantly impacted pathways: a comprehensive review and assessment. Genome Biology,
2019, 20, 203. 3.8 136

14302 Endocrine and local signaling interact to regulate spermatogenesis in zebrafish: Follicle-stimulating
hormone, retinoic acid and androgens. Development (Cambridge), 2019, 146, . 1.2 13

14303 N-cadherin stabilises neural identity by dampening anti-neural signals. Development (Cambridge), 2019,
146, . 1.2 17

14304
A TBR1-K228E Mutation Induces Tbr1 Upregulation, Altered Cortical Distribution of Interneurons,
Increased Inhibitory Synaptic Transmission, and Autistic-Like Behavioral Deficits in Mice. Frontiers in
Molecular Neuroscience, 2019, 12, 241.

1.4 25

14305 A High-Content Screening Approach to Identify MicroRNAs Against Head and Neck Cancer Cell Survival
and EMT in an Inflammatory Microenvironment. Frontiers in Oncology, 2019, 9, 1100. 1.3 9

14306
Integrating Network Pharmacology and Pharmacological Evaluation for Deciphering the Action
Mechanism of Herbal Formula Zuojin Pill in Suppressing Hepatocellular Carcinoma. Frontiers in
Pharmacology, 2019, 10, 1185.

1.6 149

14307 Co-Localization of DNA i-Motif-Forming Sequences and 5-Hydroxymethyl-cytosines in Human Embryonic
Stem Cells. Molecules, 2019, 24, 3619. 1.7 3

14308 JAB1/COPS5 is a putative oncogene that controls critical oncoproteins deregulated in prostate
cancer. Biochemical and Biophysical Research Communications, 2019, 518, 374-380. 1.0 10

14309 LncRNA625 inhibits STAT1-mediated transactivation potential in esophageal cancer cells. International
Journal of Biochemistry and Cell Biology, 2019, 117, 105626. 1.2 6

14310 Primary human chondrocytes respond to compression with phosphoproteomic signatures that
include microtubule activation. Journal of Biomechanics, 2019, 97, 109367. 0.9 8

14311 Gene expression profiling by mRNA sequencing reveals dysregulation of core genes in Rictor deficient
T-ALL mouse model. Leukemia Research, 2019, 87, 106229. 0.4 0

14312 Prediction of the Prognosis Based on Chromosomal Instability-Related DNA Methylation Patterns of
ELOVL2 and UBAC2 in PTCs. Molecular Therapy - Nucleic Acids, 2019, 18, 650-660. 2.3 5



791

Citation Report

# Article IF Citations

14313 Static magnetic field regulates Arabidopsis root growth via auxin signaling. Scientific Reports, 2019, 9,
14384. 1.6 30

14314 Genetic factors define CPO and CLO subtypes of nonsyndromicorofacial cleft. PLoS Genetics, 2019, 15,
e1008357. 1.5 70

14315 Novel Y-Chromosome Long Non-Coding RNAs Expressed in Human Male CNS During Early Development.
Frontiers in Genetics, 2019, 10, 891. 1.1 8

14316 Transcriptome Analysis Reveals That Alfalfa Promotes Rumen Development Through Enhanced
Metabolic Processes and Calcium Transduction in Hu Lambs. Frontiers in Genetics, 2019, 10, 929. 1.1 10

14317
Cardiac and Skeletal Muscle Transcriptome Response to Heat Stress in Kenyan Chicken Ecotypes
Adapted to Low and High Altitudes Reveal Differences in Thermal Tolerance and Stress Response.
Frontiers in Genetics, 2019, 10, 993.

1.1 27

14318 Transcriptome Analysis Identifies Piwi-Interacting RNAs as Prognostic Markers for Recurrence of
Prostate Cancer. Frontiers in Genetics, 2019, 10, 1018. 1.1 12

14319
Genome-wide associations and detection of candidate genes for direct and maternal genetic effects
influencing growth traits in the Montana TropicalÂ® Composite population. Livestock Science, 2019,
229, 64-76.

0.6 11

14320 Characteristics of the traditional Liu-Wei-Di-Huang prescription reassessed in modern pharmacology.
Chinese Journal of Natural Medicines, 2019, 17, 103-121. 0.7 11

14321 Whole Blood Transcriptome Analysis for Lifelong Monitoring in Elite Sniffer Dogs Produced by
Somatic Cell Nuclear Transfer. Cellular Reprogramming, 2019, 21, 301-313. 0.5 1

14322 Oncogenic splicing abnormalities induced by DEAD â€•Box Helicase 56 amplification in colorectal cancer.
Cancer Science, 2019, 110, 3132-3144. 1.7 61

14323 Robust kernel canonical correlation analysis to detect gene-gene co-associations: A case study in
genetics. Journal of Bioinformatics and Computational Biology, 2019, 17, 1950028. 0.3 2

14324 GLTSCR1 Negatively Regulates BRD4â€•Dependent Transcription Elongation and Inhibits CRC Metastasis.
Advanced Science, 2019, 6, 1901114. 5.6 14

14325 Epigenetic signatures in overgrowth syndromes: Translational opportunities. American Journal of
Medical Genetics, Part C: Seminars in Medical Genetics, 2019, 181, 491-501. 0.7 10

14326 Prognostic value of Kinesinâ€•4 family genes mRNA expression in earlyâ€•stage pancreatic ductal
adenocarcinoma patients after pancreaticoduodenectomy. Cancer Medicine, 2019, 8, 6487-6502. 1.3 4

14327 TNPO2 operates downstream of DYNC1I1 and promotes gastric cancer cell proliferation and inhibits
apoptosis. Cancer Medicine, 2019, 8, 7299-7312. 1.3 11

14328 Immune regulatory molecules as modifiers of semen and fertility: A review. Molecular Reproduction
and Development, 2019, 86, 1485-1504. 1.0 45

14329 Systematic and site-specific analysis of N-glycoproteins on the cell surface by integrating
bioorthogonal chemistry and MS-based proteomics. Methods in Enzymology, 2019, 626, 223-247. 0.4 6

14330
Quantitative proteomics analysis of membrane glucocorticoid receptor activation in rainbow trout
skeletal muscle. Comparative Biochemistry and Physiology Part D: Genomics and Proteomics, 2019, 32,
100627.

0.4 7



792

Citation Report

# Article IF Citations

14331 Adipocyte Hypoxia-Inducible Factor 2Î± Suppresses Atherosclerosis by Promoting Adipose Ceramide
Catabolism. Cell Metabolism, 2019, 30, 937-951.e5. 7.2 89

14332 A novel strategy for facile serum exosome isolation based on specific interactions between
phospholipid bilayers and TiO<sub>2</sub>. Chemical Science, 2019, 10, 1579-1588. 3.7 134

14333 Research on Evaluation Method of LDA Topic Model in Mail Classification. Journal of Physics:
Conference Series, 2019, 1302, 032001. 0.3 1

14334 Kinematic distributions of the Î·c photoproduction in ep collisions within the nonrelativistic QCD
framework. Physical Review D, 2019, 99, . 1.6 1

14335 Prognostic power of a lipid metabolism gene panel for diffuse gliomas. Journal of Cellular and
Molecular Medicine, 2019, 23, 7741-7748. 1.6 59

14336 Joint Relay Selection and Power Allocation for the Physical Layer Security of Two-Way Cooperative
Relaying Networks. Wireless Communications and Mobile Computing, 2019, 2019, 1-7. 0.8 10

14337
Differential secretome of pancreatic cancer cells in serum-containing conditioned medium reveals
CCT8 as a new biomarker of pancreatic cancer invasion and metastasis. Cancer Cell International, 2019,
19, 262.

1.8 21

14338 Methylenetetrahydrofolate Reductase (MTHFR) Gene rs1801133 C&gt;T Polymorphisms and Lung Cancer
Susceptibility: An Updated Meta-analysis. Pteridines, 2019, 30, 65-73. 0.5 6

14339 Development and Validation of a 9-Gene Prognostic Signature in Patients With Multiple Myeloma.
Frontiers in Oncology, 2018, 8, 615. 1.3 25

14340 Identification of a Five-Pseudogene Signature for Predicting Survival and Its ceRNA Network in Glioma.
Frontiers in Oncology, 2019, 9, 1059. 1.3 31

14341 Identification of novel targets for host-directed therapeutics against intracellular Staphylococcus
aureus. Scientific Reports, 2019, 9, 15435. 1.6 9

14342 Microplastics induce transcriptional changes, immune response and behavioral alterations in adult
zebrafish. Scientific Reports, 2019, 9, 15775. 1.6 200

14343 Distinct H3K9me3 and DNA methylation modifications during mouse spermatogenesis. Journal of
Biological Chemistry, 2019, 294, 18714-18725. 1.6 38

14344 Genome-Wide Analysis of the Nucleosome Landscape in Individuals with Coffin-Siris Syndrome.
Cytogenetic and Genome Research, 2019, 159, 1-11. 0.6 5

14345 Transcriptome and DNA Methylome Signatures Associated With Retinal MÃ¼ller Glia Development,
Injury Response, and Aging. , 2019, 60, 4436. 13

14346 Weighted single-step GWAS identified candidate genes associated with semen traits in a Duroc boar
population. BMC Genomics, 2019, 20, 797. 1.2 27

14347 An in-depth multi-omics analysis in RLE-6TN rat alveolar epithelial cells allows for nanomaterial
categorization. Particle and Fibre Toxicology, 2019, 16, 38. 2.8 26

14348 Whole genome analysis of Black Bengal goat from Savar Goat Farm, Bangladesh. BMC Research Notes,
2019, 12, 687. 0.6 6



793

Citation Report

# Article IF Citations

14349 Potential biomarker identification for Friedreichâ€™s ataxia using overlapping gene expression patterns
in patient cells and mouse dorsal root ganglion. PLoS ONE, 2019, 14, e0223209. 1.1 6

14350 Germline variants associated with leukocyte genes predict tumor recurrence in breast cancer
patients. Npj Precision Oncology, 2019, 3, 28. 2.3 19

14351
Phenotypical microRNA screen reveals a noncanonical role of CDK2 in regulating neutrophil
migration. Proceedings of the National Academy of Sciences of the United States of America, 2019, 116,
18561-18570.

3.3 39

14352 Early life stress alters transcriptomic patterning across reward circuitry in male and female mice.
Nature Communications, 2019, 10, 5098. 5.8 136

14353 CRUP: a comprehensive framework to predict condition-specific regulatory units. Genome Biology,
2019, 20, 227. 3.8 26

14354 Impact of chronically alternating light-dark cycles on circadian clock mediated expression of cancer
(glioma)-related genes in the brain. International Journal of Biological Sciences, 2019, 15, 1816-1834. 2.6 17

14355
Distinct gene expression characteristics in epithelial cell-<i>Porphyromonas gingivalis</i>
interactions by integrating transcriptome analyses. International Journal of Medical Sciences, 2019,
16, 1320-1327.

1.1 6

14356 A self-enforcing HOXA11/Stat3 feedback loop promotes stemness properties and peritoneal metastasis
in gastric cancer cells. Theranostics, 2019, 9, 7628-7647. 4.6 17

14357 Immunological observations and transcriptomic analysis of trimesterâ€•specific fullâ€•term placentas from
three Zika virusâ€•infected women. Clinical and Translational Immunology, 2019, 8, e01082. 1.7 20

14358 Identification and Analyses of Extra-Cranial and Cranial Rhabdoid Tumor Molecular Subgroups Reveal
Tumors with Cytotoxic T Cell Infiltration. Cell Reports, 2019, 29, 2338-2354.e7. 2.9 74

14359 Activation of RAW264.7 macrophages by active fraction of Albizia julibrissin saponin via
Ca2+â€“ERK1/2â€“CREBâ€“lncRNA pathways. International Immunopharmacology, 2019, 77, 105955. 1.7 9

14360 KH-Type Splicing Regulatory Protein Controls Colorectal Cancer Cell Growth and Modulates the
Tumor Microenvironment. American Journal of Pathology, 2019, 189, 1916-1932. 1.9 8

14361 DiNGO: standalone application for Gene Ontology and Human Phenotype Ontology term enrichment
analysis. Bioinformatics, 2020, 36, 1981-1982. 1.8 2

14362 <p>TCDD-Inducible Poly-ADP-Ribose Polymerase (TIPARP), A Novel Therapeutic Target Of Breast
Cancer</p>. Cancer Management and Research, 2019, Volume 11, 8991-9004. 0.9 13

14363
A systems biology approach to identify the key targets of curcumin and capsaicin that downregulate
pro-inflammatory pathways in human monocytes. Computational Biology and Chemistry, 2019, 83,
107162.

1.1 4

14364 Excluding Oct4 from Yamanaka Cocktail Unleashes the Developmental Potential of iPSCs. Cell Stem
Cell, 2019, 25, 737-753.e4. 5.2 92

14365 Site-Specific Quantification of Persulfidome by Combining an Isotope-Coded Affinity Tag with Strong
Cation-Exchange-Based Fractionation. Analytical Chemistry, 2019, 91, 14860-14864. 3.2 11

14366 Meta-Analysis of Polymyositis and Dermatomyositis Microarray Data Reveals Novel Genetic
Biomarkers. Genes, 2019, 10, 864. 1.0 6



794

Citation Report

# Article IF Citations

14367 Effects of the Essential Oil from Pistacia lentiscus Var. chia on the Lateral Line System and the Gene
Expression Profile of Zebrafish (Danio rerio). Molecules, 2019, 24, 3919. 1.7 10

14368 Poly(ADP-Ribose) Polymerase-1 inhibition potentiates cell death and phosphorylation of DNA damage
response proteins in oxidative stressed retinal cells. Experimental Eye Research, 2019, 188, 107790. 1.2 6

14369 Recognition of Histone Crotonylation by Taf14 Links Metabolic State to Gene Expression. Molecular
Cell, 2019, 76, 909-921.e3. 4.5 83

14370 Maternal Lipid Metabolism Directs Fetal Liver Programming following Nutrient Stress. Cell Reports,
2019, 29, 1299-1310.e3. 2.9 14

14371 Ageing and amyloidosis underlie the molecular and pathological alterations of tau in a mouse model
of familial Alzheimerâ€™s disease. Scientific Reports, 2019, 9, 15758. 1.6 27

14372 Antagonism of the Thromboxaneâ€•Prostanoid Receptor as a Potential Therapy for Cardiomyopathy of
Muscular Dystrophy. Journal of the American Heart Association, 2019, 8, e011902. 1.6 11

14373 Epigenetic landscapes suggest that genetic risk for intracranial aneurysm operates on the
endothelium. BMC Medical Genomics, 2019, 12, 149. 0.7 11

14374 Spatial Transcriptomic and miRNA Analyses Revealed Genes Involved in the Mesometrial-Biased
Implantation in Pigs. Genes, 2019, 10, 808. 1.0 9

14375 Omics Approaches to Understanding Muscle Biology. , 2019, , . 3

14377 A H. pylori-independent miR-21 overexpression in gastric cancer patients. Gene Reports, 2019, 17, 100528. 0.4 4

14378 Aldehyde dehydrogenase-2 acts as a potential genetic target for renal fibrosis. Life Sciences, 2019, 239,
117015. 2.0 5

14379 Transcriptional Profiling of Xenogeneic Transplants: Examining Human Pluripotent Stem Cell-Derived
Grafts in the Rodent Brain. Stem Cell Reports, 2019, 13, 877-890. 2.3 7

14380 In vivo generation of haematopoietic stem/progenitor cells from bone marrow-derived haemogenic
endothelium. Nature Cell Biology, 2019, 21, 1334-1345. 4.6 34

14381
Tuina Massage Improves Cognitive Functions of Hypoxic-Ischemic Neonatal Rats by Regulating
Genome-Wide DNA Hydroxymethylation Levels. Evidence-based Complementary and Alternative
Medicine, 2019, 2019, 1-11.

0.5 7

14382 Transcriptome profiling analysis of sex-based differentially expressed mRNAs and lncRNAs in the
brains of mature zebrafish (Danio rerio). BMC Genomics, 2019, 20, 830. 1.2 16

14383 NEDD4 family ubiquitin ligases associate with LCMV Zâ€™s PPXY domain and are required for virus
budding, but not via direct ubiquitination of Z. PLoS Pathogens, 2019, 15, e1008100. 2.1 14

14384 Human Cerebral Organoids and Fetal Brain Tissue Share Proteomic Similarities. Frontiers in Cell and
Developmental Biology, 2019, 7, 303. 1.8 58

14385
Comprehensive investigation of the clinical significance and molecular mechanisms of plasmacytoma
variant translocation 1 in sarcoma using genome-wide RNA sequencing data. Journal of Cancer, 2019,
10, 4961-4977.

1.2 11



795

Citation Report

# Article IF Citations

14386 DNA methylation-driven genes for constructing diagnostic, prognostic, and recurrence models for
hepatocellular carcinoma. Theranostics, 2019, 9, 7251-7267. 4.6 99

14387 FKBP4 connects mTORC2 and PI3K to activate the PDK1/Akt-dependent cell proliferation signaling in
breast cancer. Theranostics, 2019, 9, 7003-7015. 4.6 43

14388 Distinct cell proliferation, myogenic differentiation, and gene expression in skeletal muscle
myoblasts of layer and broiler chickens. Scientific Reports, 2019, 9, 16527. 1.6 31

14389 Proteomic analysis of eleven tissues in the Chinese giant salamander (Andrias davidianus). Scientific
Reports, 2019, 9, 16415. 1.6 5

14390 Identification of key regulators in prostate cancer from gene expression datasets of patients.
Scientific Reports, 2019, 9, 16420. 1.6 19

14391 Genome-wide analysis of Homo sapiens, Arabidopsis thaliana, and Saccharomyces cerevisiae reveals
novel attributes of tail-anchored membrane proteins. BMC Genomics, 2019, 20, 835. 1.2 4

14392 Mineral absorption is an enriched pathway in a brain region of restless legs syndrome patients with
reduced MEIS1 expression. PLoS ONE, 2019, 14, e0225186. 1.1 9

14393 Signals of Positive Selection in Human Populations of Siberia and European Russia. Russian Journal of
Genetics, 2019, 55, 1250-1258. 0.2 4

14394 Discovery of crucial cytokines associated with abdominal aortic aneurysm formation by protein array
analysis. Experimental Biology and Medicine, 2019, 244, 1648-1657. 1.1 9

14395 Consensus-Expressed CXCL8 and MMP9 Identified by Meta-Analyzed Perineural Invasion Gene Signature
in Gastric Cancer Microarray Data. Frontiers in Genetics, 2019, 10, 851. 1.1 19

14396 MicroRNA-300: A Transcellular Mediator in Exosome Regulates Melanoma Progression. Frontiers in
Oncology, 2019, 9, 1005. 1.3 14

14397 Integrated Network Analysis Reveals FOXM1 and MYBL2 as Key Regulators of Cell Proliferation in
Non-small Cell Lung Cancer. Frontiers in Oncology, 2019, 9, 1011. 1.3 54

14398 System-level responses to cisplatin in pro-apoptotic stages of breast cancer MCF-7 cell line.
Computational Biology and Chemistry, 2019, 83, 107155. 1.1 7

14399 Transcriptional dysregulation by a nucleus-localized aminoacyl-tRNA synthetase associated with
Charcot-Marie-Tooth neuropathy. Nature Communications, 2019, 10, 5045. 5.8 24

14400 Reprogramming of DNA methylation at NEUROD2-bound sequences during cortical neuron
differentiation. Science Advances, 2019, 5, eaax0080. 4.7 32

14401 Chemically-induced neurite-like outgrowth reveals multicellular network function in patient-derived
glioblastoma cells. Journal of Cell Science, 2019, 132, . 1.2 6

14402 The Long Noncoding RNA RPS10P2-AS1 Is Implicated in Autism Spectrum Disorder Risk and Modulates
Gene Expression in Human Neuronal Progenitor Cells. Frontiers in Genetics, 2019, 10, 970. 1.1 12

14403 Weighted Single-Step Genome-Wide Association Study of Semen Traits in Holstein Bulls of China.
Frontiers in Genetics, 2019, 10, 1053. 1.1 20



796

Citation Report

# Article IF Citations

14404 Coupled Genome-Wide DNA Methylation and Transcription Analysis Identified Rich Biomarkers and
Drug Targets in Triple-Negative Breast Cancer. Cancers, 2019, 11, 1724. 1.7 8

14405 Altered 5-Hydroxymethylcytosine Landscape in Primary Gastric Adenocarcinoma. DNA and Cell Biology,
2019, 38, 1460-1469. 0.9 4

14406 Immunostimulatory RNA leads to functional reprogramming of myeloid-derived suppressor cells in
pancreatic cancer. , 2019, 7, 288. 22

14407 Investigating the epi-miRNome: identification of epi-miRNAs using transfection experiments.
Epigenomics, 2019, 11, 1581-1599. 1.0 11

14408 A Compendium of Genetic Modifiers of Mitochondrial Dysfunction Reveals Intra-organelle Buffering.
Cell, 2019, 179, 1222-1238.e17. 13.5 109

14409 Population genomics and morphological features underlying the adaptive evolution of the eastern
honey bee (Apis cerana). BMC Genomics, 2019, 20, 869. 1.2 12

14410 The prognostic value of faciogenital dysplasias as biomarkers in head and neck squamous cell
carcinoma. Biomarkers in Medicine, 2019, 13, 1399-1415. 0.6 8

14412 Characterisation of a New Human Alveolar Macrophage-Like Cell Line (Daisy). Lung, 2019, 197, 687-698. 1.4 8

14413
High-throughput transcriptome analysis reveals that the loss of Pten activates a novel
NKX6-1/RASGRP1 regulatory module to rescue microphthalmia caused by Fgfr2-deficient lenses. Human
Genetics, 2019, 138, 1391-1407.

1.8 14

14414 Pleiotropic Meta-Analysis of Age-Related Phenotypes Addressing Evolutionary Uncertainty in Their
Molecular Mechanisms. Frontiers in Genetics, 2019, 10, 433. 1.1 11

14415 Multiple Selection Signatures in Farmed Atlantic Salmon Adapted to Different Environments Across
Hemispheres. Frontiers in Genetics, 2019, 10, 901. 1.1 41

14417 Mechanisms underlying the enhanced biomass and abiotic stress tolerance phenotype of an
Arabidopsis MIOX overâ€•expresser. Plant Direct, 2019, 3, e00165. 0.8 18

14418 The Response ofHaloferax volcaniito Salt and Temperature Stress: A Proteome Study by Labelâ€•Free Mass
Spectrometry. Proteomics, 2019, 19, 1800491. 1.3 28

14419 Severe head dysgenesis resulting from imbalance between anterior and posterior ontogenetic
programs. Cell Death and Disease, 2019, 10, 812. 2.7 2

14420 Distinctive mutational spectrum and karyotype disruption in long-term cisplatin-treated urothelial
carcinoma cell lines. Scientific Reports, 2019, 9, 14476. 1.6 8

14421
Graded regulation of cellular quiescence depth between proliferation and senescence by a lysosomal
dimmer switch. Proceedings of the National Academy of Sciences of the United States of America, 2019,
116, 22624-22634.

3.3 84

14422 <scp>NOP</scp>2/Sun <scp>RNA</scp> methyltransferase 2 promotes tumor progression via its
interacting partner <scp>RPL</scp>6 in gallbladder carcinoma. Cancer Science, 2019, 110, 3510-3519. 1.7 56

14423
Transcriptional and Pathological Host Responses to Coinfection with Virulent or Attenuated
Mycoplasma gallisepticum and Low-Pathogenic Avian Influenza A Virus in Chickens. Infection and
Immunity, 2019, 88, .

1.0 12



797

Citation Report

# Article IF Citations

14424 The use of PanDrugs to prioritize anticancer drug treatments in a case of T-ALL based on individual
genomic data. BMC Cancer, 2019, 19, 1005. 1.1 5

14425 HOPS: a quantitative score reveals pervasive horizontal pleiotropy in human genetic variation is
driven by extreme polygenicity of human traits and diseases. Genome Biology, 2019, 20, 222. 3.8 47

14426
Long non-coding RNA HCP5 serves as a ceRNA sponging miR-17-5p and miR-27a/b to regulate the
pathogenesis of childhood obesity via the MAPK signaling pathway. Journal of Pediatric
Endocrinology and Metabolism, 2019, 32, 1327-1339.

0.4 19

14427 LINC00460 Hypomethylation Promotes Metastasis in Colorectal Carcinoma. Frontiers in Genetics, 2019,
10, 880. 1.1 23

14428 Thioredoxin Downregulation Enhances Sorafenib Effects in Hepatocarcinoma Cells. Antioxidants,
2019, 8, 501. 2.2 11

14429 Deregulated Adhesion Program in Palatal Keratinocytes of Orofacial Cleft Patients. Genes, 2019, 10,
836. 1.0 4

14430 Candidate genes in red pigment biosynthesis of a red-fleshed radish cultivar (Raphanus sativus L.) as
revealed by transcriptome analysis. Biochemical Systematics and Ecology, 2019, 86, 103933. 0.6 3

14431
An integrative analysis of transcriptome-wide association study and mRNA expression profile
identified candidate genes for attention-deficit/hyperactivity disorder. Psychiatry Research, 2019, 282,
112639.

1.7 16

14432 Identification of differentially expressed genes and networks related to hepatic lipid dysfunction.
Toxicology and Applied Pharmacology, 2019, 382, 114757. 1.3 2

14433 Proteins and microRNAs are differentially expressed in tear fluid from patients with Alzheimerâ€™s
disease. Scientific Reports, 2019, 9, 15437. 1.6 63

14434 DNA methylation of antisense noncoding RNA in the INK locus (ANRIL) is associated with coronary
artery disease in a Chinese population. Scientific Reports, 2019, 9, 15340. 1.6 8

14435 Inhibiting repressive epigenetic modification promotes telomere rejuvenation in somatic cell
reprogramming. FASEB Journal, 2019, 33, 13982-13997. 0.2 11

14436 Akt inhibition synergizes with polycomb repressive complex 2 inhibition in the treatment of multiple
myeloma. Cancer Science, 2019, 110, 3695-3707. 1.7 17

14437 Hostâ€•microbiota interactions shed light on mortality events in the striped venus clam <i>Chamelea
gallina</i>. Molecular Ecology, 2019, 28, 4486-4499. 2.0 25

14438 Different as night and day: Behavioural and life history responses to varied photoperiods in
<i>Daphnia magna</i>. Molecular Ecology, 2019, 28, 4422-4438. 2.0 12

14439 Adaptive Protein Translation by the Integrated Stress Response Maintains the Proliferative and
Migratory Capacity of Lung Adenocarcinoma Cells. Molecular Cancer Research, 2019, 17, 2343-2355. 1.5 13

14440 Strong anion exchangeâ€•mediated phosphoproteomics reveals extensive human nonâ€•canonical
phosphorylation. EMBO Journal, 2019, 38, e100847. 3.5 118

14441 Glucocorticoid Treatment Leads to Aberrant Ion and Macromolecular Transport in Regenerating
Zebrafish Fins. Frontiers in Endocrinology, 2019, 10, 674. 1.5 21



798

Citation Report

# Article IF Citations

14442
Human Endometrial Extracellular Vesicles Functionally Prepare Human Trophectoderm Model for
Implantation: Understanding Bidirectional Maternalâ€•Embryo Communication. Proteomics, 2019, 19,
e1800423.

1.3 56

14443 The Tumor Suppressor SCRIB is a Negative Modulator of the Wnt/Î²â€•Catenin Signaling Pathway.
Proteomics, 2019, 19, e1800487. 1.3 14

14444 Demodulation spectrum analysis for multi-fault diagnosis of rolling bearing via chirplet path pursuit.
Journal of Central South University, 2019, 26, 2418-2431. 1.2 3

14445 Identification of Bridging Centrality in Complex Networks. IEEE Access, 2019, 7, 93123-93130. 2.6 14

14446
Proteomic analysis discovers the differential expression of novel proteins and phosphoproteins in
meningioma including NEK9, HK2 and SET and deregulation of RNA metabolism. EBioMedicine, 2019, 40,
77-91.

2.7 54

14447 Identification of biomarkers associated with diagnosis and prognosis of colorectal cancer patients
based on integrated bioinformatics analysis. Gene, 2019, 692, 119-125. 1.0 121

14448 Co-Expression Analysis Reveals Mechanisms Underlying the Varied Roles of NOTCH1 in NSCLC. Journal
of Thoracic Oncology, 2019, 14, 223-236. 0.5 10

14449 GATA6 Cooperates with EOMES/SMAD2/3 to Deploy the Gene Regulatory Network Governing Human
Definitive Endoderm and Pancreas Formation. Stem Cell Reports, 2019, 12, 57-70. 2.3 33

14450 High expression of UBE2T predicts poor prognosis and survival in multiple myeloma. Cancer Gene
Therapy, 2019, 26, 347-355. 2.2 29

14451 RNA-seq analysis of hepatic gene expression of common Pekin, Muscovy, mule and hinny ducks fed ad
libitum or overfed. BMC Genomics, 2019, 20, 13. 1.2 14

14452 The long nonâ€•coding <scp>RNA LINC</scp> 00941 and <scp>SPRR</scp> 5 are novel regulators of human
epidermal homeostasis. EMBO Reports, 2019, 20, . 2.0 29

14453 P008 Proteomic markers of response to anti-TNF drugs in patients with Crohn's disease. Journal of
Crohn's and Colitis, 2019, 13, S090-S090. 0.6 2

14454 Comparative proteomics of stenotopic caddisfly <i>Crunoecia irrorata</i> identifies acclimation
strategies to warming. Molecular Ecology, 2019, 28, 4453-4469. 2.0 13

14455 Integrative analysis of genetic and epigenetic profiling of lung squamous cell carcinoma (LSCC)
patients to identify smoking level relevant biomarkers. BioData Mining, 2019, 12, 18. 2.2 4

14456 Epigenetic silencing of MEIS2 in prostate cancer recurrence. Clinical Epigenetics, 2019, 11, 147. 1.8 20

14457 Comprehensive analysis of non-small-cell lung cancer microarray datasets identifies several
prognostic biomarkers. Future Oncology, 2019, 15, 3135-3148. 1.1 2

14458 Efficient Mining of Variants From Trios for Ventricular Septal Defect Association Study. Frontiers in
Genetics, 2019, 10, 670. 1.1 0

14459 The Inducible Response of the Nematode Caenorhabditis elegans to Members of Its Natural Microbiota
Across Development and Adult Life. Frontiers in Microbiology, 2019, 10, 1793. 1.5 26



799

Citation Report

# Article IF Citations

14460
Comprehensive analysis of differentially expressed profiles and reconstruction of a competing
endogenous RNA network in papillary renal cell carcinoma. Molecular Medicine Reports, 2019, 19,
4685-4696.

1.1 11

14461 Ursolic acid isolated from Isodonï¿½excisoides induces apoptosis and inhibits invasion of GBCâ€‘SD
gallbladder carcinoma cells. Oncology Letters, 2019, 18, 1467-1474. 0.8 6

14462 Cellular Interactions in the Tumor Microenvironment: The Role of Secretome. Journal of Cancer, 2019,
10, 4574-4587. 1.2 91

14463 Target Genes of Autism Risk Loci in Brain Frontal Cortex. Frontiers in Genetics, 2019, 10, 707. 1.1 16

14464 Insight into the Effect of Small RNA srn225147 on Mutacin IV in Streptococcus mutans. Indian Journal
of Microbiology, 2019, 59, 445-450. 1.5 8

14465 Molecular profiling of tissue biopsies reveals unique signatures associated with streptococcal
necrotizing soft tissue infections. Nature Communications, 2019, 10, 3846. 5.8 25

14466 Construction of complete Tupaia belangeri transcriptome database by whole-genome and
comprehensive RNA sequencing. Scientific Reports, 2019, 9, 12372. 1.6 16

14467 Multi-study reanalysis of 2,213 acute myeloid leukemia patients reveals age- and sex-dependent gene
expression signatures. Scientific Reports, 2019, 9, 12413. 1.6 11

14468 Identification of aberrantly methylated differentially expressed genes in glioblastoma multiforme and
their association with patient survival. Experimental and Therapeutic Medicine, 2019, 18, 2140-2152. 0.8 13

14469 Identification and characterization of biomarkers and their functions for docetaxelâ€‘resistant
prostate cancer cells. Oncology Letters, 2019, 18, 3236-3248. 0.8 6

14470 Leucine rich repeat LGI family member 3: Integrative analyses reveal its prognostic association with
nonâ€‘small cell lung cancer. Oncology Letters, 2019, 18, 3388-3398. 0.8 3

14471 Early defects in translation elongation factor 1Î± levels at excitatory synapses in Î±-synucleinopathy. Acta
Neuropathologica, 2019, 138, 971-986. 3.9 14

14472 Identifying Loci Under Positive Selection in Yellow Korean Cattle (Hanwoo). Evolutionary
Bioinformatics, 2019, 15, 117693431985900. 0.6 1

14473 Proteomics profiling of plasma exosomes in epithelial ovarian cancer: A potential role in the
coagulation cascade, diagnosis and prognosis. International Journal of Oncology, 2019, 54, 1719-1733. 1.4 78

14474 Surface water extracts impair gene profiles and differentiation in human mesenchymal stem cells.
Environment International, 2019, 132, 104823. 4.8 2

14475 Isolated perfused udder model for transcriptome analysis in response to<i>Streptococcus
agalactiae</i>. Journal of Dairy Research, 2019, 86, 307-314. 0.7 12

14476
Divergent allocation of sperm and the seminal proteome along a competition gradient in
<i>Drosophila melanogaster</i>. Proceedings of the National Academy of Sciences of the United
States of America, 2019, 116, 17925-17933.

3.3 76

14477 Avian Flavivirus Infection of Monocytes/Macrophages by Extensive Subversion of Host Antiviral Innate
Immune Responses. Journal of Virology, 2019, 93, . 1.5 32



800

Citation Report

# Article IF Citations

14478 Temporal and partial inhibition of GLI1 in neural stem cells (NSCs) results in the early maturation of
NSC derived oligodendrocytes in vitro. Stem Cell Research and Therapy, 2019, 10, 272. 2.4 25

14479 Coordinated transcriptional regulation by thyroid hormone and glucocorticoid interaction in adult
mouse hippocampus-derived neuronal cells. PLoS ONE, 2019, 14, e0220378. 1.1 13

14480 Criptoâ€‘1 overexpression in U87 glioblastoma cells activates MAPK, focal adhesion and ErbB pathways.
Oncology Letters, 2019, 18, 3399-3406. 0.8 8

14481 Automated â€œCells-To-Peptidesâ€• Sample Preparation Workflow for High-Throughput, Quantitative
Proteomic Assays of Microbes. Journal of Proteome Research, 2019, 18, 3752-3761. 1.8 32

14482
Next-generation sequencing predicts interaction network between miRNA and target genes in
lipoteichoic acid-stimulated human neutrophils. International Journal of Molecular Medicine, 2019,
44, 1436-1446.

1.8 4

14483 RITAN: rapid integration of term annotation and network resources. PeerJ, 2019, 7, e6994. 0.9 17

14484 Global Increase in Circular RNA Levels in Myotonic Dystrophy. Frontiers in Genetics, 2019, 10, 649. 1.1 24

14485 In silico evidence of de novo interactions between ribosomal and Epstein - Barr virus proteins. BMC
Molecular and Cell Biology, 2019, 20, 34. 1.0 3

14486 Identifying and exploiting gene-pathway interactions from RNA-seq data for binary phenotype. BMC
Genetics, 2019, 20, 36. 2.7 2

14487 Silencing of miR-182 is associated with modulation of tumorigenesis through apoptosis induction in
an experimental model of colorectal cancer. BMC Cancer, 2019, 19, 821. 1.1 22

14488 Targeted sequencing of circulating cell-free DNA in stage II-III resectable oesophageal squamous cell
carcinoma patients. BMC Cancer, 2019, 19, 818. 1.1 16

14489 Plag1 regulates neuronal gene expression and neuronal differentiation of neocortical neural
progenitor cells. Genes To Cells, 2019, 24, 650-666. 0.5 19

14490 Transcriptional Response of Ovine Lung to Infection with Jaagsiekte Sheep Retrovirus. Journal of
Virology, 2019, 93, . 1.5 12

14491 Tumor Intrinsic Efficacy by SHP2 and RTK Inhibitors in KRAS-Mutant Cancers. Molecular Cancer
Therapeutics, 2019, 18, 2368-2380. 1.9 34

14492 The Î²2-Adrenergic Receptor Is a Molecular Switch for Neuroendocrine Transdifferentiation of
Prostate Cancer Cells. Molecular Cancer Research, 2019, 17, 2154-2168. 1.5 20

14493 Transcriptome sequencing of lncRNA, miRNA, mRNA and interaction network constructing in
coronary heart disease. BMC Medical Genomics, 2019, 12, 124. 0.7 46

14494 Regulation of rumen development in neonatal ruminants through microbial metagenomes and host
transcriptomes. Genome Biology, 2019, 20, 172. 3.8 94

14495 Proteome-transcriptome alignment of molecular portraits achieved by self-contained gene set
analysis: Consensus colon cancer subtypes case study. PLoS ONE, 2019, 14, e0221444. 1.1 1



801

Citation Report

# Article IF Citations

14496 Bhlhe40 and Bhlhe41 transcription factors regulate alveolar macrophage selfâ€•renewal and identity.
EMBO Journal, 2019, 38, e101233. 3.5 68

14497 Annexin A8 can serve as potential prognostic biomarker and therapeutic target for ovarian cancer:
based on the comprehensive analysis of Annexins. Journal of Translational Medicine, 2019, 17, 275. 1.8 41

14498 Systematical Analysis of the Protein Targets of Lactoferricin B and Histatin-5 Using Yeast Proteome
Microarrays. International Journal of Molecular Sciences, 2019, 20, 4218. 1.8 8

14499 Biomarker identification and trans-regulatory network analyses in esophageal adenocarcinoma and
Barrettâ€™s esophagus. World Journal of Gastroenterology, 2019, 25, 233-244. 1.4 26

14500 Prognostic value of ATAD3 gene cluster expression in hepatocellular carcinoma. Oncology Letters,
2019, 18, 1304-1310. 0.8 11

14501 Stem Cells and Aging. Methods in Molecular Biology, 2019, , . 0.4 2

14502 The role of microRNA-148a and downstream DLGAP1 on the molecular regulation and tumor
progression on human glioblastoma. Oncogene, 2019, 38, 7234-7248. 2.6 20

14503 TBR2 coordinates neurogenesis expansion and precise microcircuit organization via Protocadherin 19
in the mammalian cortex. Nature Communications, 2019, 10, 3946. 5.8 48

14504 YAP1 subgroup supratentorial ependymoma requires TEAD and nuclear factor I-mediated
transcriptional programmes for tumorigenesis. Nature Communications, 2019, 10, 3914. 5.8 65

14505 Maternal vitamin C regulates reprogramming of DNA methylation and germline development. Nature,
2019, 573, 271-275. 13.7 74

14506 Expression profiles and potential functions of long non-coding RNA in stable angina pectoris patients
from Uyghur population of China. Bioscience Reports, 2019, 39, . 1.1 1

14507 Changes in chromatin accessibility ensure robust cell cycle exit in terminally differentiated cells.
PLoS Biology, 2019, 17, e3000378. 2.6 41

14508 Global Proteomic Analysis of Lysine Succinylation in Zebrafish (<i>Danio rerio</i>). Journal of
Proteome Research, 2019, 18, 3762-3769. 1.8 11

14509 Pituitary cell translation and secretory capacities are enhanced cell autonomously by the
transcription factor Creb3l2. Nature Communications, 2019, 10, 3960. 5.8 30

14510 Genome-Wide Association Study in Mexican Holstein Cattle Reveals Novel Quantitative Trait Loci
Regions and Confirms Mapped Loci for Resistance to Bovine Tuberculosis. Animals, 2019, 9, 636. 1.0 13

14511 A Radiogenomic Approach for Decoding Molecular Mechanisms Underlying Tumor Progression in
Prostate Cancer. Cancers, 2019, 11, 1293. 1.7 19

14512 lncRNA/circRNAâ€‘miRNAâ€‘mRNA ceRNA network in lumbar intervertebral disc degeneration. Molecular
Medicine Reports, 2019, 20, 3160-3174. 1.1 93

14513
The identification of CRNDE, H19, UCA1 and HOTAIR as the key lncRNAs involved in oxaliplatin or
irinotecan resistance in the chemotherapy of colorectal cancer based on integrative bioinformatics
analysis. Molecular Medicine Reports, 2019, 20, 3583-3596.

1.1 27



802

Citation Report

# Article IF Citations

14514 Investigating the regulation mechanism of baicalin on triple negative breast cancerâ€™s biological
network by a systematic biological strategy. Biomedicine and Pharmacotherapy, 2019, 118, 109253. 2.5 20

14515 Right Atrial Mechanisms of AtrialÂ Fibrillation in a Rat Model of RightÂ HeartÂ Disease. Journal of the
American College of Cardiology, 2019, 74, 1332-1347. 1.2 72

14516
Extracellular RNA in a single droplet of human serum reflects physiologic and disease states.
Proceedings of the National Academy of Sciences of the United States of America, 2019, 116,
19200-19208.

3.3 46

14517 Polyubiquitin Chains Linked by Lysine Residue 48 (K48) Selectively Target Oxidized Proteins<i>In
Vivo</i>. Antioxidants and Redox Signaling, 2019, 31, 1133-1149. 2.5 22

14518 A 28GHz Injection-Locked Voltage-Controlled Oscillator Pair with Tunable Phase Outputs in 130nm
CMOS. , 2019, , . 0

14519 Exposure to Broad-Spectrum Visible Light Causes Major Transcriptomic Changes in Listeria
monocytogenes EGDe. Applied and Environmental Microbiology, 2019, 85, . 1.4 1

14520
The metabolic network model of primed/naive human embryonic stem cells underlines the importance
of oxidation-reduction potential and tryptophan metabolism in primed pluripotency. Cell and
Bioscience, 2019, 9, 71.

2.1 6

14521 Differential gene expression in bovine endometrial epithelial cells after challenge with LPS; specific
implications for genes involved in embryo maternal interactions. PLoS ONE, 2019, 14, e0222081. 1.1 29

14522 Biomarker Potential of Plasma MicroRNA-150-5p in Prostate Cancer. Medicina (Lithuania), 2019, 55, 564. 0.8 19

14523
Genomeâ€‘wide investigation of the clinical implications and molecular mechanism of long noncoding
RNA LINC00668 and proteinâ€‘coding genes in hepatocellular carcinoma. International Journal of
Oncology, 2019, 55, 860-878.

1.4 13

14524
Screening of key genes associated with Râ€‘CHOP immunochemotherapy and construction of a
prognostic risk model in diffuse large Bâ€‘cell lymphoma. Molecular Medicine Reports, 2019, 20,
3679-3690.

1.1 2

14525
Whole solid tumour volume histogram analysis of the apparent diffusion coefficient for
differentiating high-grade from low-grade serous ovarian carcinoma: correlation with Ki-67
proliferation status. Clinical Radiology, 2019, 74, 918-925.

0.5 17

14526 Proteomic profiling of extracellular vesicles allows for human breast cancer subtyping.
Communications Biology, 2019, 2, 325. 2.0 138

14527 Immediate Transcriptional Response to a Temperature Pulse under a Fluctuating Thermal Regime.
Integrative and Comparative Biology, 2019, 59, 320-337. 0.9 5

14528 Function of low ADARB1 expression in lung adenocarcinoma. PLoS ONE, 2019, 14, e0222298. 1.1 13

14529 Role of the Chromosome Architectural Factor SMCHD1 in X-Chromosome Inactivation, Gene
Regulation, and Disease in Humans. Genetics, 2019, 213, 685-703. 1.2 5

14530 An EV-Associated Gene Signature Correlates with Hypoxic Microenvironment and Predicts Recurrence
in Lung Adenocarcinoma. Molecular Therapy - Nucleic Acids, 2019, 17, 879-890. 2.3 15

14531 Transcriptome Analysis of Reticulated Platelets Reveals a Prothrombotic Profile. Thrombosis and
Haemostasis, 2019, 119, 1795-1806. 1.8 54



803

Citation Report

# Article IF Citations

14532
Bone marrow concentrate-induced mesenchymal stem cell conditioned medium facilitates wound
healing and prevents hypertrophic scar formation in a rabbit ear model. Stem Cell Research and
Therapy, 2019, 10, 275.

2.4 34

14533 Prim-O-glucosylcimifugin enhances the antitumour effect of PD-1 inhibition by targeting
myeloid-derived suppressor cells. , 2019, 7, 231. 32

14534 microRNA-29b knocks down collagen type I production in cultured rainbow trout (Oncorhynchus) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 662 Td (mykiss) cardiac fibroblasts. Journal of Experimental Biology, 2019, 222, .0.8 7

14535
Identification of differentially expressed genes and preliminary validations in cardiac pathological
remodeling induced by transverse aortic constriction. International Journal of Molecular Medicine,
2019, 44, 1447-1461.

1.8 20

14536 Disease-Causing Mutations in SF3B1 Alter Splicing by Disrupting Interaction with SUGP1. Molecular
Cell, 2019, 76, 82-95.e7. 4.5 84

14537 HADHA overexpression disrupts lipid metabolism and inhibits tumor growth in clear cell renal cell
carcinoma. Experimental Cell Research, 2019, 384, 111558. 1.2 16

14538 Intestinal serotonin and fluoxetine exposure modulate bacterial colonization in the gut. Nature
Microbiology, 2019, 4, 2064-2073. 5.9 264

14539 Mechanisms of early- and late-feathering in Qingyuan partridge chickens. Biotechnology and
Biotechnological Equipment, 2019, 33, 1172-1181. 0.5 1

14540 STAT3 phosphorylation mediates the stimulatory effects of interferon alpha on B cell differentiation
and activation in SLE. Rheumatology, 2020, 59, 668-677. 0.9 8

14541 <i>P4HB</i>, a Novel Hypoxia Target Gene Related to Gastric Cancer Invasion and Metastasis. BioMed
Research International, 2019, 2019, 1-13. 0.9 35

14542 Identification of serum exosomal microRNAs in acute spinal cord injured rats. Experimental Biology
and Medicine, 2019, 244, 1149-1161. 1.1 30

14543 Development of an oncogenic dedifferentiation SOX signature with prognostic significance in
hepatocellular carcinoma. BMC Cancer, 2019, 19, 851. 1.1 10

14544 Calves Infected with Virulent and Attenuated Mycoplasma bovis Strains Have Upregulated Th17
Inflammatory and Th1 Protective Responses, Respectively. Genes, 2019, 10, 656. 1.0 11

14545
Identification of potential agents for thymoma by integrated analyses of differentially expressed
tumourâ€‘associated genes and molecular docking experiments. Experimental and Therapeutic Medicine,
2019, 18, 2001-2014.

0.8 2

14546 Oxygenâ€‘induced circRNA profiles and coregulatory networks in a retinopathy of prematurity mouse
model. Experimental and Therapeutic Medicine, 2019, 18, 2037-2050. 0.8 6

14547 Integrative analysis of the contribution of mRNAs and long nonâ€‘coding RNAs to the pathogenesis of
asthma. Molecular Medicine Reports, 2019, 20, 2617-2624. 1.1 10

14548 Identification of a novel antiviral micro-RNA targeting the NS1 protein of the H1N1 pandemic human
influenza virus and a corresponding viral escape mutation. Antiviral Research, 2019, 171, 104593. 1.9 14

14549 A Structure-Informed Atlas of Human-Virus Interactions. Cell, 2019, 178, 1526-1541.e16. 13.5 108



804

Citation Report

# Article IF Citations

14550 Interspecies Comparative Analyses Reveal Distinct Carbohydrate-Responsive Systems among Drosophila
Species. Cell Reports, 2019, 28, 2594-2607.e7. 2.9 33

14551 Intestinal proteomic analysis of a novel non-human primate model of experimental colitis reveals
signatures of mitochondrial and metabolic dysfunction. Mucosal Immunology, 2019, 12, 1327-1335. 2.7 15

14552 Tyrosine kinase inhibition to improve anthracycline-based chemotherapy efficacy in T-cell lymphoma.
British Journal of Cancer, 2019, 121, 567-577. 2.9 6

14553 Alterations in Alzheimerâ€™s Disease-Associated Gene Expression in Severe Obstructive Sleep Apnea
Patients. Journal of Clinical Medicine, 2019, 8, 1361. 1.0 6

14554
Stress-triggered YAP1/SOX2 activation transcriptionally reprograms head and neck squamous cell
carcinoma for the acquisition of stemness. Journal of Cancer Research and Clinical Oncology, 2019,
145, 2433-2444.

1.2 12

14555 Differential expression of novel MicroRNAs from developing fetal heart of Gallus gallus domesticus
implies a role in cardiac development. Molecular and Cellular Biochemistry, 2019, 462, 157-165. 1.4 1

14556 Lysosome-Rich Enterocytes Mediate Protein Absorption in the Vertebrate Gut. Developmental Cell,
2019, 51, 7-20.e6. 3.1 74

14557 TiO2 nanoparticles generate superoxide and alter gene expression in human lung cells. RSC Advances,
2019, 9, 25039-25047. 1.7 22

14558 The Algal Symbiont Modifies the Transcriptome of the Scleractinian Coral Euphyllia paradivisa During
Heat Stress. Microorganisms, 2019, 7, 256. 1.6 10

14559 Identification and Classification of Differentially Expressed Genes and Network Meta-Analysis Reveals
Potential Molecular Signatures Associated With Tuberculosis. Frontiers in Genetics, 2019, 10, 932. 1.1 26

14560 Life Science in Space: Experiments on Board the SJ-10 Recoverable Satellite. Research for Development,
2019, , . 0.2 6

14561 Loss of SMPD4 Causes a Developmental Disorder Characterized by Microcephaly and Congenital
Arthrogryposis. American Journal of Human Genetics, 2019, 105, 689-705. 2.6 48

14562 AML Subtype Is a Major Determinant of the Association between Prognostic Gene Expression
Signatures and Their Clinical Significance. Cell Reports, 2019, 28, 2866-2877.e5. 2.9 10

14563 Unique and Shared Epigenetic Programs of the CREBBP and EP300 Acetyltransferases in Germinal
Center B Cells Reveal Targetable Dependencies in Lymphoma. Immunity, 2019, 51, 535-547.e9. 6.6 93

14564 Angiotensin-(1-7) oral treatment after experimental myocardial infarction leads to downregulation of
CXCR4. Journal of Proteomics, 2019, 208, 103486. 1.2 13

14565 Regulation of zebrafish dorsoventral patterning by phase separation of RNA-binding protein Rbm14.
Cell Discovery, 2019, 5, 37. 3.1 10

14566 Proximity interactions of the ubiquitin ligase Mind bomb 1 reveal a role in regulation of epithelial
polarity complex proteins. Scientific Reports, 2019, 9, 12471. 1.6 20

14567 Muscle transcriptome analysis reveals genes and metabolic pathways related to mineral
concentration in Bos indicus. Scientific Reports, 2019, 9, 12715. 1.6 15



805

Citation Report

# Article IF Citations

14568 Clinical, pathophysiologic, and genomic analysis of the outcomes of primary head and neck
malignancy after pulmonary metastasectomy. Scientific Reports, 2019, 9, 12913. 1.6 7

14569 Integrin Î±â€‘5 as a potential biomarker of head and neck squamous cell carcinoma. Oncology Letters, 2019,
18, 4048-4055. 0.8 1

14570 Distinct Classes of Chromatin Loops Revealed by Deletion of an RNA-Binding Region in CTCF. Molecular
Cell, 2019, 76, 395-411.e13. 4.5 172

14571 Possible Molecular Mechanisms for the Roles of MicroRNA-21 Played in Lung Cancer. Technology in
Cancer Research and Treatment, 2019, 18, 153303381987513. 0.8 7

14572 Exome Sequencing Reveals Immune Genes as Susceptibility Modifiers in Individuals with Î±1-Antitrypsin
Deficiency. Scientific Reports, 2019, 9, 13088. 1.6 7

14573 Identification and Function Analysis of a Five-Long Noncoding RNA Prognostic Signature for
Endometrial Cancer Patients. DNA and Cell Biology, 2019, 38, 1480-1498. 0.9 22

14574 DREAM and RB cooperate to induce gene repression and cell-cycle arrest in response to p53 activation.
Nucleic Acids Research, 2019, 47, 9087-9103. 6.5 61

14575 TGFÎ²-induced fibroblast activation requires persistent and targeted HDAC-mediated gene repression.
Journal of Cell Science, 2019, 132, . 1.2 40

14576 Serum-Derived Extracellular Vesicles from African Swine Fever Virus-Infected Pigs Selectively Recruit
Viral and Porcine Proteins. Viruses, 2019, 11, 882. 1.5 17

14577 Druggable Transcriptional Networks in the Human Neurogenic Epigenome. Pharmacological Reviews,
2019, 71, 520-538. 7.1 11

14578 Dysregulated expression of repetitive DNA in ER+/HER2- breast cancer. Cancer Genetics, 2019, 239, 36-45. 0.2 14

14579 Epigenetic transgenerational inheritance of testis pathology and Sertoli cell epimutations:
generational origins of male infertility. Environmental Epigenetics, 2019, 5, dvz013. 0.9 33

14580 Predicting gene regulatory interactions based on spatial gene expression data and deep learning. PLoS
Computational Biology, 2019, 15, e1007324. 1.5 42

14581
Discovery of leaf region and time point related modules and genes in maize (Zea mays L.) leaves by
Weighted Gene Co-expression Network analysis (WGCNA) of gene expression profiles of carbon
metabolism. Journal of Integrative Agriculture, 2019, 18, 350-360.

1.7 10

14582 Identification of novel genes associated with duck OASL in response to influenza A virus. Journal of
Integrative Agriculture, 2019, 18, 1451-1459. 1.7 2

14583 Conceptual Model of Biofilm Antibiotic Tolerance That Integrates Phenomena of Diffusion,
Metabolism, Gene Expression, and Physiology. Journal of Bacteriology, 2019, 201, . 1.0 57

14584 Metastatic colorectal cancer and severe hypocalcemia following irinotecan administration in a
patient with X-linked agammaglobulinemia: a case report. BMC Medical Genetics, 2019, 20, 157. 2.1 9

14585 iTRAQ-based proteomic analysis reveals key proteins affecting cardiac function in broilers that died of
sudden death syndrome. Poultry Science, 2019, 98, 6472-6482. 1.5 4



806

Citation Report

# Article IF Citations

14586 Distinct Imprinting Signatures and Biased Differentiation of Human Androgenetic and
Parthenogenetic Embryonic Stem Cells. Cell Stem Cell, 2019, 25, 419-432.e9. 5.2 31

14587 Chronic Inflammation Directs an Olfactory Stem Cell Functional Switch from Neuroregeneration to
Immune Defense. Cell Stem Cell, 2019, 25, 501-513.e5. 5.2 114

14588 Effect of hyperoside on cervical cancer cells and transcriptome analysis of differentially expressed
genes. Cancer Cell International, 2019, 19, 235. 1.8 24

14589 Epstein-Barr virus subverts mevalonate and fatty acid pathways to promote infected B-cell
proliferation and survival. PLoS Pathogens, 2019, 15, e1008030. 2.1 57

14590 Comprehensive Analysis of Expression and Prognostic Value of Sirtuins in Ovarian Cancer. Frontiers
in Genetics, 2019, 10, 879. 1.1 11

14591 Lipocalin-2 (Lcn-2) Attenuates Polymicrobial Sepsis with LPS Preconditioning (LPS Tolerance) in FcGRIIb
Deficient Lupus Mice. Cells, 2019, 8, 1064. 1.8 38

14592
Reconstruction and Analysis of Gene Networks of Human Neurotransmitter Systems Reveal Genes
with Contentious Manifestation for Anxiety, Depression, and Intellectual Disabilities. Genes, 2019, 10,
699.

1.0 5

14593 Dysregulation of N6â€‘methyladenosine regulators predicts poor patient survival in mantle cell
lymphoma. Oncology Letters, 2019, 18, 3682-3690. 0.8 13

14594 Genomeâ€‘wide bioinformatics analysis reveals CTCFL is upregulated in highâ€‘grade epithelial ovarian
cancer. Oncology Letters, 2019, 18, 4030-4039. 0.8 4

14595 Dynamic changes of muscle insulin sensitivity after metabolic surgery. Nature Communications, 2019,
10, 4179. 5.8 47

14596 Histone deacetylase 11 inhibition promotes breast cancer metastasis from lymph nodes. Nature
Communications, 2019, 10, 4192. 5.8 52

14597 Suitability of ultrasound-guided fine-needle aspiration biopsy for transcriptome sequencing of the
canine prostate. Scientific Reports, 2019, 9, 13216. 1.6 13

14598 Elongation Factor TFIIS Prevents Transcription Stress and R-Loop Accumulation to Maintain Genome
Stability. Molecular Cell, 2019, 76, 57-69.e9. 4.5 79

14599 A synergistic triad of chemotherapy, immune checkpoint inhibitors, and caloric restriction mimetics
eradicates tumors in mice. OncoImmunology, 2019, 8, e1657375. 2.1 56

14600 Predict Epitranscriptome Targets and Regulatory Functions of N6-Methyladenosine (m6A) Writers and
Erasers. Evolutionary Bioinformatics, 2019, 15, 117693431987129. 0.6 19

14601 Comprehensive Analysis of Replication Origins in Saccharomyces cerevisiae Genomes. Frontiers in
Microbiology, 2019, 10, 2122. 1.5 11

14602 Temporal analysis of vaginal proteome reveals developmental changes in lower reproductive tract of
gilts across the first two weeks postnatal. Scientific Reports, 2019, 9, 13241. 1.6 5

14603
<i>Arabidopsis</i> PP6 phosphatases dephosphorylate PIF proteins to repress photomorphogenesis.
Proceedings of the National Academy of Sciences of the United States of America, 2019, 116,
20218-20225.

3.3 14



807

Citation Report

# Article IF Citations

14604 Identification of Key Pathways and Genes of Acute Respiratory Distress Syndrome Specific Neutrophil
Phenotype. BioMed Research International, 2019, 2019, 1-9. 0.9 5

14605 Spatiotemporal Organization of the E.Â coli Transcriptome: Translation Independence and Engagement
in Regulation. Molecular Cell, 2019, 76, 574-589.e7. 4.5 60

14606 Lgr5 and Col22a1 Mark Progenitor Cells in the Lineage toward Juvenile Articular Chondrocytes. Stem
Cell Reports, 2019, 13, 713-729. 2.3 35

14607 Calcium signaling and salt tolerance are diversely entwined in plants. Plant Signaling and Behavior,
2019, 14, 1665455. 1.2 113

14608 Lung inflammatory environments differentially alter mesenchymal stromal cell behavior. American
Journal of Physiology - Lung Cellular and Molecular Physiology, 2019, 317, L823-L831. 1.3 36

14609 27-Hydroxycholesterol Promotes Adiposity and Mimics Adipogenic Diet-Induced Inflammatory
Signaling. Endocrinology, 2019, 160, 2485-2494. 1.4 17

14610 Regulatory interaction between the ZPBP2-ORMDL3/Zpbp2-Ormdl3 region and the circadian clock. PLoS
ONE, 2019, 14, e0223212. 1.1 3

14611 The H3K9 Methylation Writer SETDB1 and its Reader MPP8 Cooperate to Silence Satellite DNA Repeats in
Mouse Embryonic Stem Cells. Genes, 2019, 10, 750. 1.0 16

14612 Molecular Mechanisms of Intranasal Insulin in SAMP8 Mice. Journal of Alzheimer's Disease, 2019, 71,
1361-1373. 1.2 12

14613 Expression Profile of Cell Cycle-Related Genes in Human Fibroblasts Exposed Simultaneously to
Radiation and Simulated Microgravity. International Journal of Molecular Sciences, 2019, 20, 4791. 1.8 21

14614
Lysine Propionylation is a Widespread Post-Translational Modification Involved in Regulation of
Photosynthesis and Metabolism in Cyanobacteria. International Journal of Molecular Sciences, 2019,
20, 4792.

1.8 12

14615
A combined molecular biology and network pharmacology approach to investigate the multi-target
mechanisms of Chaihu Shugan San on Alzheimerâ€™s disease. Biomedicine and Pharmacotherapy, 2019, 120,
109370.

2.5 57

14616 Transcriptional alterations in glioma result primarily from DNA methylationâ€“independent
mechanisms. Genome Research, 2019, 29, 1605-1621. 2.4 35

14617 Genome-Wide Identification of Splicing Quantitative Trait Loci (sQTLs) in Diverse Ecotypes of
Arabidopsis thaliana. Frontiers in Plant Science, 2019, 10, 1160. 1.7 19

14618 Identification of Alternatively-Activated Pathways between Primary Breast Cancer and Liver Metastatic
Cancer Using Microarray Data. Genes, 2019, 10, 753. 1.0 12

14619 Genome profiling revealed the activation of IL2RG/JAK3/STAT5 in peripheral Tâ€‘cell lymphoma expressing
the ITKâ€‘SYK fusion gene. International Journal of Oncology, 2019, 55, 1077-1089. 1.4 8

14620 Adipogenesis, fibrogenesis and myogenesis related gene expression in longissimus muscle of high and
low marbling beef cattle. Livestock Science, 2019, 229, 188-193. 0.6 13

14621 Allele-Specific Expression of CD4+ T Cells in Response to Marekâ€™s Disease Virus Infection. Genes, 2019,
10, 718. 1.0 5



808

Citation Report

# Article IF Citations

14622 Gene expression and prognosis of insulinâ€‘like growth factorâ€‘binding protein family members in
nonâ€‘small cell lung cancer. Oncology Reports, 2019, 42, 1981-1995. 1.2 16

14623 Identification of FUBP1 as a Long Tail Cancer Driver and Widespread Regulator of Tumor Suppressor
and Oncogene Alternative Splicing. Cell Reports, 2019, 28, 3435-3449.e5. 2.9 32

14624 The Protein Phosphatase 1 Complex Is a Direct Target of AKT that Links Insulin Signaling to Hepatic
Glycogen Deposition. Cell Reports, 2019, 28, 3406-3422.e7. 2.9 43

14625 Quantitative comparative analysis of human erythrocyte surface proteins between individuals from
two genetically distinct populations. Communications Biology, 2019, 2, 350. 2.0 19

14626 Genome-Wide Alteration of 5-Hydroxymethylcytosine in Hypoxic-Ischemic Neonatal Rat Model of
Cerebral Palsy. Frontiers in Molecular Neuroscience, 2019, 12, 214. 1.4 8

14627 NLRP3 inflammasome in fibroblasts links tissue damage with inflammation in breast cancer
progression and metastasis. Nature Communications, 2019, 10, 4375. 5.8 190

14628 Transcriptomic analysis reveals new hippocampal gene networks induced by prolactin. Scientific
Reports, 2019, 9, 13765. 1.6 20

14629 Proton Therapy and Src Family Kinase Inhibitor Combined Treatments on U87 Human Glioblastoma
Multiforme Cell Line. International Journal of Molecular Sciences, 2019, 20, 4745. 1.8 29

14630 LINC00461 affects the survival of patients with renal cell carcinoma by acting as a competing
endogenous RNA for microRNAâ€‘942. Oncology Reports, 2019, 42, 1924-1934. 1.2 19

14631 Evolutionary genomics of host plant adaptation: insights from Drosophila. Current Opinion in Insect
Science, 2019, 36, 96-102. 2.2 17

14632 Vegetative Cell and Spore Proteomes of <i>Clostridioides difficile</i> Show Finite Differences and
Reveal Potential Protein Markers. Journal of Proteome Research, 2019, 18, 3967-3976. 1.8 10

14633 Long non-coding RNA linc00645 promotes TGF-Î²-induced epithelialâ€“mesenchymal transition by
regulating miR-205-3p-ZEB1 axis in glioma. Cell Death and Disease, 2019, 10, 717. 2.7 58

14634 Genomic and Epigenomic Features of Primary and Recurrent Hepatocellular Carcinomas.
Gastroenterology, 2019, 157, 1630-1645.e6. 0.6 123

14635 Genome-Wide Methylation Profiling in Canine Mammary Tumor Reveals miRNA Candidates Associated
with Human Breast Cancer. Cancers, 2019, 11, 1466. 1.7 16

14636 Comparative modulation of lncRNAs in wild-type and rag1-heterozygous mutant zebrafish exposed to
immune challenge with spring viraemia of carp virus (SVCV). Scientific Reports, 2019, 9, 14174. 1.6 36

14637 Identification of a prognostic immune signature for cervical cancer to predict survival and response
to immune checkpoint inhibitors. OncoImmunology, 2019, 8, e1659094. 2.1 111

14638 Polyamine Synthesis Effects Capsule Expression by Reduction of Precursors in Streptococcus
pneumoniae. Frontiers in Microbiology, 2019, 10, 1996. 1.5 20

14639 Exploring the active mechanism of berberine against HCC by systematic pharmacology and
experimental validation. Molecular Medicine Reports, 2019, 20, 4654-4664. 1.1 18



809

Citation Report

# Article IF Citations

14640
Multi-omics studies in cellular models of methylmalonic acidemia and propionic acidemia reveal
dysregulation of serine metabolism. Biochimica Et Biophysica Acta - Molecular Basis of Disease, 2019,
1865, 165538.

1.8 17

14641 The spatial binding model of the pioneer factor Oct4 with its target genes during cell reprogramming.
Computational and Structural Biotechnology Journal, 2019, 17, 1226-1233. 1.9 23

14642 Niche-Specific Factors Dynamically Regulate Sebaceous Gland Stem Cells in the Skin. Developmental
Cell, 2019, 51, 326-340.e4. 3.1 32

14643 Immunity-associated long non-coding RNA and expression in response to bacterial infection in large
yellow croaker (Larimichthys crocea). Fish and Shellfish Immunology, 2019, 94, 634-642. 1.6 41

14644 Deficiency in the short-chain acyl-CoA dehydrogenase protects mice against diet-induced obesity and
insulin resistance. FASEB Journal, 2019, 33, 13722-13733. 0.2 17

14645
A Fast and Furious Bayesian Network and Its Application of Identifying Colon Cancer to Liver
Metastasis Gene Regulatory Networks. IEEE/ACM Transactions on Computational Biology and
Bioinformatics, 2021, 18, 1325-1335.

1.9 5

14646 LGP2 binds to PACT to regulate RIG-Iâ€“ and MDA5-mediated antiviral responses. Science Signaling, 2019,
12, . 1.6 51

14647 Minimal Effects of Proto-<i>Y</i>Chromosomes on House Fly Gene Expression in Spite of Evidence that
Selection Maintains Stable Polygenic Sex Determination. Genetics, 2019, 213, 313-327. 1.2 11

14648 LSD1 Cooperates with Noncanonical NF-ÎºB Signaling to Regulate Marginal Zone B Cell Development.
Journal of Immunology, 2019, 203, 1867-1881. 0.4 12

14649
Diesel exhaust particles dysregulate multiple immunological pathways in murine macrophages:
Lessons from microarray and scRNA-seq technologies. Archives of Biochemistry and Biophysics, 2019,
678, 108116.

1.4 10

14650 Prediction of the allergic mechanism of haptens via a
reaction-substructure-compound-target-pathway network system. Toxicology Letters, 2019, 317, 68-81. 0.4 6

14651 TFEB activates Nrf2 by repressing its E3 ubiquitin ligase DCAF11 and promoting phosphorylation of p62.
Scientific Reports, 2019, 9, 14354. 1.6 26

14652 Selection for reproduction under short photoperiods changes diapause-associated traits and induces
widespread genomic divergence. Journal of Experimental Biology, 2019, 222, . 0.8 34

14653 Comparison of Kidney Transcriptomic Profiles of Early and Advanced Diabetic Nephropathy Reveals
Potential New Mechanisms for Disease Progression. Diabetes, 2019, 68, 2301-2314. 0.3 74

14654 Hypocotyl Elongation Inhibition of Melatonin Is Involved in Repressing Brassinosteroid Biosynthesis
in Arabidopsis. Frontiers in Plant Science, 2019, 10, 1082. 1.7 22

14655 Whole-genome resequencing analysis of Pengxian Yellow Chicken to identify genome-wide SNPs and
signatures of selection. 3 Biotech, 2019, 9, 383. 1.1 8

14656 Inhibition of Human Y Chromosome Gene, <i>SRY</i>, Promotes NaÃ¯ve State of Human Pluripotent Stem
Cells. Journal of Proteome Research, 2019, 18, 4254-4261. 1.8 5

14657 Early urine proteome changes in the Walker-256 tail-vein injection rat model. Scientific Reports, 2019,
9, 13804. 1.6 19



810

Citation Report

# Article IF Citations

14658 miRâ€‘126aâ€‘5pâ€‘Dbp and miRâ€‘31aâ€‘Crot/Mrpl4 interaction pairs crucial for the development of hypertension and
stroke. Molecular Medicine Reports, 2019, 20, 4151-4167. 1.1 13

14659 Overexpression of VIRE2-INTERACTING PROTEIN2 in Arabidopsis regulates genes involved in
Agrobacterium-mediated plant transformation and abiotic stresses. Scientific Reports, 2019, 9, 13503. 1.6 4

14660 Organogermanium suppresses cell death due to oxidative stress in normal human dermal fibroblasts.
Scientific Reports, 2019, 9, 13637. 1.6 21

14661 Globally elevating the AGE clearance receptor, OST48, does not protect against the development of
diabetic kidney disease, despite improving insulin secretion. Scientific Reports, 2019, 9, 13664. 1.6 5

14662 Age and Ketogenic Diet Have Dissociable Effects on Synapse-Related Gene Expression Between
Hippocampal Subregions. Frontiers in Aging Neuroscience, 2019, 11, 239. 1.7 15

14663 DLK mediates the neuronal intrinsic immune response and regulates glial reaction and neuropathic
pain. Experimental Neurology, 2019, 322, 113056. 2.0 20

14664 Reshaping Prostate Tumor Microenvironment To Suppress Metastasis <i>via</i> Cancer-Associated
Fibroblast Inactivation with Peptide-Assembly-Based Nanosystem. ACS Nano, 2019, 13, 12357-12371. 7.3 107

14665 KLF4 is involved in the organization and regulation of pluripotency-associated three-dimensional
enhancer networks. Nature Cell Biology, 2019, 21, 1179-1190. 4.6 122

14666 In vivo CRISPR screening in CD8 T cells with AAVâ€“Sleeping Beauty hybrid vectors identifies membrane
targets for improving immunotherapy for glioblastoma. Nature Biotechnology, 2019, 37, 1302-1313. 9.4 123

14667
Identification of telomerase RNAs in species of the Yarrowia clade provides insights into the
co-evolution of telomerase, telomeric repeats and telomere-binding proteins. Scientific Reports, 2019,
9, 13365.

1.6 27

14668 Plasma Protein Comparison between Dairy Cows with Inactive Ovaries and Estrus. Scientific Reports,
2019, 9, 13709. 1.6 15

14669 The Bacterial Product Violacein Exerts an Immunostimulatory Effect Via TLR8. Scientific Reports, 2019,
9, 13661. 1.6 27

14670 17Î²-estradiol alters mRNA co-expression after murine muscle injury and mild hypobaria. Experimental
Biology and Medicine, 2019, 244, 1454-1462. 1.1 2

14671 Circulating miRNA Profiling in Plasma Samples of Ovarian Cancer Patients. International Journal of
Molecular Sciences, 2019, 20, 4533. 1.8 29

14672 Xiaoerfupi alleviates the symptoms of functional dyspepsia by regulating the HTR3A and c-FOS.
Biomedicine and Pharmacotherapy, 2019, 120, 109442. 2.5 13

14673 Genome-Scale Characterization of Toxicity-Induced Metabolic Alterations in Primary Hepatocytes.
Toxicological Sciences, 2019, 172, 279-291. 1.4 15

14674 GENOME-WIDE METHYLOME ANALYSIS USING METHYLCAP-SEQ UNCOVERS NOVEL METHYLATED MARKERS
FOR CANINE LYMPHOMA CELL LINE CLBL-1. TÃ¡iwÄ•n ShÃ²uyÄ«xuÃ© ZÃ¡zhÃ¬, 2019, 45, 109-118. 0.2 0

14675 Chromosomal rearrangements as a source of new gene formation in Drosophila yakuba. PLoS
Genetics, 2019, 15, e1008314. 1.5 27



811

Citation Report

# Article IF Citations

14676 Identification and validation of four hub genes involved in the plaque deterioration of
atherosclerosis. Aging, 2019, 11, 6469-6489. 1.4 13

14677
&lt;p&gt;A network pharmacology approach to explore active compounds and pharmacological
mechanisms of epimedium for treatment of premature ovarian insufficiency&lt;/p&gt;. Drug Design,
Development and Therapy, 2019, Volume 13, 2997-3007.

2.0 35

14678 Non-volatile pungent compounds isolated from Zingiber officinale and their mechanisms of action.
Food and Function, 2019, 10, 1203-1211. 2.1 14

14679
Distributed data and ontologies: An integrated semantic web architecture enabling more efficient
data management. Journal of the Association for Information Science and Technology, 2019, 70,
575-586.

1.5 7

14680 Microglial nodules provide the environment for pathogenic T cells in human encephalitis. Acta
Neuropathologica, 2019, 137, 619-635. 3.9 51

14681 Omics. , 2019, , 375-400. 0

14682 Tissue-Specific Chk1 Activation Determines Apoptosis by Regulating the Balance of p53 and p21. IScience,
2019, 12, 27-40. 1.9 8

14683 Fibrostenotic eosinophilic esophagitis might reflect epithelial lysyl oxidase induction by
fibroblast-derived TNF-Î±. Journal of Allergy and Clinical Immunology, 2019, 144, 171-182. 1.5 41

14684 The L cell transcriptome is unaffected by vertical sleeve gastrectomy but highly dependent upon
position within the gastrointestinal tract. Peptides, 2019, 113, 22-34. 1.2 4

14685 Pathway enrichment analysis and visualization of omics data using g:Profiler, GSEA, Cytoscape and
EnrichmentMap. Nature Protocols, 2019, 14, 482-517. 5.5 1,172

14686 Low mutation and neoantigen burden and fewer effector tumor infiltrating lymphocytes correlate
with breast cancer metastasization to lymph nodes. Scientific Reports, 2019, 9, 253. 1.6 18

14687 Quantitative interaction proteomics reveals differences in the interactomes of amyloid precursor
protein isoforms. Journal of Neurochemistry, 2019, 149, 399-412. 2.1 12

14688 Cerebrospinal fluid from Alzheimerâ€™s disease patients as an optimal formulation for therapeutic
application of mesenchymal stem cells in Alzheimerâ€™s disease. Scientific Reports, 2019, 9, 564. 1.6 15

14689 Temporal dynamics in meta longitudinal RNA-Seq data. Scientific Reports, 2019, 9, 763. 1.6 4

14690 Human Testis Phosphoproteome Reveals Kinases as Potential Targets in Spermatogenesis and Testicular
Cancer. Molecular and Cellular Proteomics, 2019, 18, S132-S144. 2.5 26

14691 ME-Class2 reveals context dependent regulatory roles for 5-hydroxymethylcytosine. Nucleic Acids
Research, 2019, 47, e28-e28. 6.5 6

14692 Demethylation by low-dose 5-aza-2â€²-deoxycytidine impairs 3D melanoma invasion partially through
miR-199a-3p expression revealing the role of this miR in melanoma. Clinical Epigenetics, 2019, 11, 9. 1.8 12

14693 Long Non-coding RNA LINC00941 as a Potential Biomarker Promotes the Proliferation and Metastasis
of Gastric Cancer. Frontiers in Genetics, 2019, 10, 5. 1.1 47



812

Citation Report

# Article IF Citations

14694
Cortisol Acting Through the Glucocorticoid Receptor Is Not Involved in Exercise-Enhanced Growth,
But Does Affect the White Skeletal Muscle Transcriptome in Zebrafish (Danio rerio). Frontiers in
Physiology, 2019, 9, 1889.

1.3 13

14695 A Longitudinal Study of the Association between Mammographic Density and Gene Expression in
Normal Breast Tissue. Journal of Mammary Gland Biology and Neoplasia, 2019, 24, 163-175. 1.0 3

14696 A Six-Gene-Based Prognostic Model Predicts Survival in Head and Neck Squamous Cell Carcinoma
Patients. Journal of Maxillofacial and Oral Surgery, 2019, 18, 320-327. 0.6 1

14697 p.E95K mutation in Indian hedgehog causing brachydactyly type A1 impairs IHH/Gli1 downstream
transcriptional regulation. BMC Genetics, 2019, 20, 10. 2.7 5

14698 Intronic CNVs and gene expression variation in human populations. PLoS Genetics, 2019, 15, e1007902. 1.5 61

14699 Genome-Wide Studies of Rho5-Interacting Proteins That Are Involved in Oxidant-Induced Cell Death in
Budding Yeast. G3: Genes, Genomes, Genetics, 2019, 9, 921-931. 0.8 9

14700 Macrophages from Susceptible and Resistant Chicken Lines have Different Transcriptomes following
Marekâ€™s Disease Virus Infection. Genes, 2019, 10, 74. 1.0 26

14701 Overexpression of oncostatin M receptor regulates local immune response in glioblastoma. Journal
of Cellular Physiology, 2019, 234, 15496-15509. 2.0 20

14702 Stems cells, big data and compendium-based analyses for identifying cell types, signalling pathways
and gene regulatory networks. Biophysical Reviews, 2019, 11, 41-50. 1.5 7

14703 Multivalent Role of Human TFIID in Recruiting Elongation Components at the Promoter-Proximal
Region for Transcriptional Control. Cell Reports, 2019, 26, 1303-1317.e7. 2.9 18

14704 Obesity is associated with altered gene expression in human tastebuds. International Journal of
Obesity, 2019, 43, 1475-1484. 1.6 35

14705 Systemic investigation of bone and muscle abnormalities in dystrophin/utrophin double knockout
mice during postnatal development and the mechanisms. Human Molecular Genetics, 2019, 28, 1738-1751. 1.4 13

14706 CALD1, CNN1, and TAGLN identified as potential prognostic molecular markers of bladder cancer by
bioinformatics analysis. Medicine (United States), 2019, 98, e13847. 0.4 33

14707 Sexual dimorphism in brain transcriptomes of Amami spiny rats (Tokudaia osimensis): a rodent species
where males lack the Y chromosome. BMC Genomics, 2019, 20, 87. 1.2 4

14708 The contribution of active and passive mechanisms of 5mC and 5hmC removal in human T lymphocytes
is differentiationâ€• and activationâ€•dependent. European Journal of Immunology, 2019, 49, 611-625. 1.6 16

14709 Toxicogenomic responses of Caenorhabditis elegans to pristine and transformed zinc oxide
nanoparticles. Environmental Pollution, 2019, 247, 917-926. 3.7 34

14710 The CCR2+ Macrophage Subset Promotes Pathogenic Angiogenesis for Tumor Vascularization in
Fibrotic Livers. Cellular and Molecular Gastroenterology and Hepatology, 2019, 7, 371-390. 2.3 71

14711 Tissue expression profiles unveil the gene interaction of hepatopancreas, eyestalk, and ovary in the
precocious female Chinese mitten crab, Eriocheir sinensis. BMC Genetics, 2019, 20, 12. 2.7 10



813

Citation Report

# Article IF Citations

14712 Transcriptome analysis unraveled potential mechanisms of resistance to Haemonchus contortus
infection in Merino sheep populations bred for parasite resistance. Veterinary Research, 2019, 50, 7. 1.1 28

14713 Secondary analysis of existing microarray data reveals potential gene drivers of cutaneous squamous
cell carcinoma. Journal of Cellular Physiology, 2019, 234, 15270-15278. 2.0 14

14714 Integrated Phosphoproteome and Transcriptome Analysis Reveals Chlamydia-Induced
Epithelial-to-Mesenchymal Transition in Host Cells. Cell Reports, 2019, 26, 1286-1302.e8. 2.9 46

14715 A Hierarchical Regulatory Landscape during the Multiple Stages of EMT. Developmental Cell, 2019, 48,
539-553.e6. 3.1 67

14716 Quantitative proteomics reveals systematic dysregulations of liver protein metabolism in
sucralose-treated mice. Journal of Proteomics, 2019, 196, 1-10. 1.2 22

14717 Ribosomal Proteins Regulate MHC Class I Peptide Generation for Immunosurveillance. Molecular Cell,
2019, 73, 1162-1173.e5. 4.5 81

14718 Proteomes of Paired Human Cerebrospinal Fluid and Plasma: Relation to Bloodâ€“Brain Barrier
Permeability in Older Adults. Journal of Proteome Research, 2019, 18, 1162-1174. 1.8 40

14719
Integration of Two In-depth Quantitative Proteomics Approaches Determines the Kallikrein-related
Peptidase 7 (KLK7) Degradome in Ovarian Cancer Cell Secretome. Molecular and Cellular Proteomics,
2019, 18, 818a-836.

2.5 16

14720 Integrative analysis identifies potential DNA methylation biomarkers for pan-cancer diagnosis and
prognosis. Epigenetics, 2019, 14, 67-80. 1.3 91

14721 Regulatory Network and Prognostic Effect Investigation of PIP4K2A in Leukemia and Solid Cancers.
Frontiers in Genetics, 2019, 9, 721. 1.1 12

14722 Micro-RNAs secreted through astrocyte-derived extracellular vesicles cause neuronal network
degeneration in C9orf72 ALS. EBioMedicine, 2019, 40, 626-635. 2.7 138

14723 RNA deep sequencing reveals novel transcripts and pathways involved in the unsaturated fatty acid
metabolism in chicken. Gene Reports, 2019, 15, 100370. 0.4 4

14724 The effects of perfluorooctanoate on high fat diet induced non-alcoholic fatty liver disease in mice.
Toxicology, 2019, 416, 1-14. 2.0 37

14725 Integrative analysis of pooled CRISPR genetic screens using MAGeCKFlute. Nature Protocols, 2019, 14,
756-780. 5.5 260

14726 Myocardial-specific ablation of Jumonji and AT-rich interaction domainâ€“containing 2 (Jarid2) leads to
dilated cardiomyopathy in mice. Journal of Biological Chemistry, 2019, 294, 4981-4996. 1.6 4

14727 Sex-Specific Co-expression Networks and Sex-Biased Gene Expression in the Salmonid Brook Charr
<i>Salvelinus fontinalis</i>. G3: Genes, Genomes, Genetics, 2019, 9, 955-968. 0.8 19

14728 Identification of prognostic biomarkers for patients with hepatocellular carcinoma after
hepatectomy. Oncology Reports, 2019, 41, 1586-1602. 1.2 26

14729 Re-analysis of the coral Acropora digitifera transcriptome reveals a complex lncRNAs-mRNAs
interaction network implicated in Symbiodinium infection. BMC Genomics, 2019, 20, 48. 1.2 13



814

Citation Report

# Article IF Citations

14730 Regulatory network analysis reveals the oncogenesis roles of feed-forward loops and therapeutic
target in T-cell acute lymphoblastic leukemia. BMC Medical Genomics, 2019, 12, 8. 0.7 7

14731 The lysineâ€•specific methyltransferase <scp>KMT</scp> 2C/ <scp>MLL</scp> 3 regulates <scp>DNA</scp>
repair components in cancer. EMBO Reports, 2019, 20, . 2.0 93

14732
&lt;p&gt;Integrated analysis of lncRNA-associated ceRNA network reveals potential biomarkers for the
prognosis of hepatitis B virus-related hepatocellular carcinoma&lt;/p&gt;. Cancer Management and
Research, 2019, Volume 11, 877-897.

0.9 24

14733 Identification of Prognostic Biomarker Signatures and Candidate Drugs in Colorectal Cancer:
Insights from Systems Biology Analysis. Medicina (Lithuania), 2019, 55, 20. 0.8 51

14734 Suppressing the secretion of exosomal miR-19b by gw4869 could regulate oxaliplatin sensitivity in
colorectal cancer. Neoplasma, 2019, 66, 39-45. 0.7 26

14735 Identification of Key Genes and Pathways in Female Lung Cancer Patients Who Never Smoked by a
Bioinformatics Analysis. Journal of Cancer, 2019, 10, 51-60. 1.2 37

14736 Construction of microRNAâ€“messenger networks for human osteosarcoma. Journal of Cellular
Physiology, 2019, 234, 14145-14153. 2.0 11

14737 Enhancer Connectome Nominates Target GenesÂ of Inherited Risk Variants from Inflammatory Skin
Disorders. Journal of Investigative Dermatology, 2019, 139, 605-614. 0.3 21

14738 Interrogation of Milk-Driven Changes to the Proteome of Intestinal Epithelial Cells by Integrated
Proteomics and Glycomics. Journal of Agricultural and Food Chemistry, 2019, 67, 1902-1917. 2.4 15

14739 Multi-omic Analyses Reveal Minimal Impact of the CRISPR-Cas9 Nuclease on Cultured Human Cells.
Journal of Proteome Research, 2019, 18, 1054-1063. 1.8 2

14740
Preparation of a thickness-controlled Mg-MOFs-based magnetic graphene composite as a novel
hydrophilic matrix for the effective identification of the glycopeptide in the human urine. Nanoscale,
2019, 11, 3701-3709.

2.8 34

14741 Optofluidic real-time cell sorter for longitudinal CTC studies in mouse models of cancer.
Proceedings of the National Academy of Sciences of the United States of America, 2019, 116, 2232-2236. 3.3 51

14742 Functional characterization and proteomic analysis of lolA in Xanthomonas campestris pv.
campestris. BMC Microbiology, 2019, 19, 20. 1.3 15

14743 miRNAs and target genes in the blood as biomarkers for the early diagnosis of Parkinsonâ€™s disease.
BMC Systems Biology, 2019, 13, 10. 3.0 25

14744 Whole blood RNA sequencing reveals a unique transcriptomic profile in patients with ARDS
following hematopoietic stem cell transplantation. Respiratory Research, 2019, 20, 15. 1.4 16

14745 Sex-specific histone modifications in mouse fetal and neonatal germ cells. Epigenomics, 2019, 11,
543-561. 1.0 15

14746 Colistin Resistant A. baumannii: Genomic and Transcriptomic Traits Acquired Under Colistin Therapy.
Frontiers in Microbiology, 2018, 9, 3195. 1.5 53

14747
Deduction of Novel Genes Potentially Involved in Upper Tract Urothelial Carcinoma Using
Next-Generation Sequencing and Bioinformatics Approaches. International Journal of Medical
Sciences, 2019, 16, 93-105.

1.1 7



815

Citation Report

# Article IF Citations

14748
Transcriptome profiling of caspase-2 deficient EÎ¼Myc and Th-MYCN mouse tumors identifies distinct
putative roles for caspase-2 in neuronal differentiation and immune signaling. Cell Death and Disease,
2019, 10, 56.

2.7 6

14749 In vivo proximity proteomics of nascent synapses reveals a novel regulator of cytoskeleton-mediated
synaptic maturation. Nature Communications, 2019, 10, 386. 5.8 86

14750 H3K27me3 is an epigenetic barrier while KDM6A overexpression improves nuclear reprogramming
efficiency. FASEB Journal, 2019, 33, 4638-4652. 0.2 49

14751 Disease Tolerance as an Inherent Component of Immunity. Annual Review of Immunology, 2019, 37,
405-437. 9.5 109

14752 HER2 regulates HIF-2Î± and drives an increased hypoxic response in breast cancer. Breast Cancer
Research, 2019, 21, 10. 2.2 48

14753 A Strategy for Discovery and Verification of Candidate Biomarkers in Cerebrospinal Fluid of
Preclinical Alzheimerâ€™s Disease. Frontiers in Molecular Neuroscience, 2018, 11, 483. 1.4 11

14754 Mutations Defining Patient Cohorts With Elevated PD-L1 Expression in Gastric Cancer. Frontiers in
Pharmacology, 2018, 9, 1522. 1.6 23

14755 Exposure to polybrominated biphenyl (PBB) associates with genome-wide DNA methylation differences
in peripheral blood. Epigenetics, 2019, 14, 52-66. 1.3 38

14756 An integrative systems approach identifies novel candidates in Marfan syndromeâ€•related
pathophysiology. Journal of Cellular and Molecular Medicine, 2019, 23, 2526-2535. 1.6 17

14757 Systems biology reveals how altered TGFÎ² signalling with age reduces protection against
pro-inflammatory stimuli. PLoS Computational Biology, 2019, 15, e1006685. 1.5 12

14758 Identification of key genes and pathways involved in microsatellite instability in colorectal cancer.
Molecular Medicine Reports, 2019, 19, 2065-2076. 1.1 25

14759 Probe-based association analysis identifies several deletions associated with average daily gain in beef
cattle. BMC Genomics, 2019, 20, 31. 1.2 22

14760 Mechanistic Investigation of the Androgen Receptor DNA-Binding Domain Inhibitor Pyrvinium. ACS
Omega, 2019, 4, 2472-2481. 1.6 16

14761 Vasoactive intestinal peptide controls the suprachiasmatic circadian clock network via ERK1/2 and
DUSP4 signalling. Nature Communications, 2019, 10, 542. 5.8 44

14762 ES-mediated chimera analysis revealed requirement of DDX6 for NANOS2 localization and function in
mouse germ cells. Scientific Reports, 2019, 9, 515. 1.6 11

14763 MITF has a central role in regulating starvation-induced autophagy in melanoma. Scientific Reports,
2019, 9, 1055. 1.6 66

14764 Transcriptomic response of primary human airway epithelial cells to flavoring chemicals in
electronic cigarettes. Scientific Reports, 2019, 9, 1400. 1.6 84

14765 Microvesicles from human adipose stem cells promote wound healing by optimizing cellular
functions via AKT and ERK signaling pathways. Stem Cell Research and Therapy, 2019, 10, 47. 2.4 186



816

Citation Report

# Article IF Citations

14766 Metabolic Syndrome Interferes with Packaging of Proteins within Porcine Mesenchymal Stem
Cellâ€•Derived Extracellular Vesicles. Stem Cells Translational Medicine, 2019, 8, 430-440. 1.6 24

14767 Comprehensive bioinformation analysis of methylated and differentially expressed genes in esophageal
squamous cell carcinoma. Molecular Omics, 2019, 15, 88-100. 1.4 9

14768 HIF1Î±â€•mediated AIMP3 suppression delays stem cell aging via the induction of autophagy. Aging Cell, 2019,
18, e12909. 3.0 29

14769 Predicting drug response of tumors from integrated genomic profiles by deep neural networks. BMC
Medical Genomics, 2019, 12, 18. 0.7 123

14770 Coexpression network analysis identified that plakophilin 1 is associated with the metastasis in human
melanoma. Biomedicine and Pharmacotherapy, 2019, 111, 1234-1242. 2.5 18

14771
Transcriptome Analysis of Mesenchymal Stem Cells from Multiple Myeloma Patients Reveals
Downregulation of Genes Involved in Cell Cycle Progression, Immune Response, and Bone Metabolism.
Scientific Reports, 2019, 9, 1056.

1.6 28

14772 Regional protein expression in human Alzheimerâ€™s brain correlates with disease severity.
Communications Biology, 2019, 2, 43. 2.0 136

14773 Prognostic Impact of Tumor Cell Programmed Death Ligand 1 Expression and Immune Cell Infiltration
in NSCLC. Journal of Thoracic Oncology, 2019, 14, 628-640. 0.5 54

14774 Targeting NOTCH activation in small cell lung cancer through LSD1 inhibition. Science Signaling, 2019,
12, . 1.6 130

14775 Lineage-specific reorganization of nuclear peripheral heterochromatin and H3K9me2 domains.
Development (Cambridge), 2019, 146, . 1.2 18

14776 Transcriptome sequencing in a 6-hydroxydopamine rat model of Parkinsonâ€™s disease. Genes and Genetic
Systems, 2019, 94, 61-69. 0.2 24

14777 Identification of gene coexpression modules, hub genes, and pathways related to spinal cord injury
using integrated bioinformatics methods. Journal of Cellular Biochemistry, 2019, 120, 6988-6997. 1.2 7

14778 Proteogenomic Characterization of Human Early-Onset Gastric Cancer. Cancer Cell, 2019, 35,
111-124.e10. 7.7 183

14779 LncRNAâ€•mRNA competing endogenous RNA network depicts transcriptional regulation in ischaemia
reperfusion injury. Journal of Cellular and Molecular Medicine, 2019, 23, 2272-2276. 1.6 25

14780 &lt;p&gt;Identification of key genes and pathways in seminoma by bioinformatics analysis&lt;/p&gt;.
OncoTargets and Therapy, 2019, Volume 12, 3683-3693. 1.0 10

14781 Improved recombinant protein production by regulation of transcription and protein transport in
Chinese hamster ovary cells. Biotechnology Letters, 2019, 41, 719-732. 1.1 3

14782 The molecular anatomy of mammalian upper lip and primary palate fusion at single cell resolution.
Development (Cambridge), 2019, 146, . 1.2 63

14783 Identification of Genes Differentially Expressed in Simvastatinâ€•Induced Alveolar Bone Formation. JBMR
Plus, 2019, 3, e10122. 1.3 9



817

Citation Report

# Article IF Citations

14784 A random walk-based method to identify driver genes by integrating the subcellular localization and
variation frequency into bipartite graph. BMC Bioinformatics, 2019, 20, 238. 1.2 28

14785 Transcriptomic responses to diet quality and viral infection in Apis mellifera. BMC Genomics, 2019, 20,
412. 1.2 29

14786 Impact of Acute Aerobic Exercise on Genome-Wide DNA-Methylation in Natural Killer Cellsâ€”A Pilot
Study. Genes, 2019, 10, 380. 1.0 20

14787 Predicting Host Immune Cell Dynamics and Key Disease-Associated Genes Using Tissue Transcriptional
Profiles. Processes, 2019, 7, 301. 1.3 0

14788 MiR-135a-5p Is Critical for Exercise-Induced Adult Neurogenesis. Stem Cell Reports, 2019, 12, 1298-1312. 2.3 37

14789 Candidalysin activates innate epithelial immune responses via epidermal growth factor receptor.
Nature Communications, 2019, 10, 2297. 5.8 104

14790 Robust Transcriptional Response to Heat Shock Impacting Diverse Cellular Processes despite Lack of
Heat Shock Factor in Microsporidia. MSphere, 2019, 4, . 1.3 6

14791
Population substructure and signals of divergent adaptive selection despite admixture in the sponge
<i>Dendrilla antarctica</i> from shallow waters surrounding the Antarctic Peninsula. Molecular
Ecology, 2019, 28, 3151-3170.

2.0 23

14792
Identification of rare coding variants in <i>TYK2</i> protective for rheumatoid arthritis in the
Japanese population and their effects on cytokine signalling. Annals of the Rheumatic Diseases, 2019,
78, 1062-1069.

0.5 16

14793 XX sex chromosome complement promotes atherosclerosis in mice. Nature Communications, 2019, 10,
2631. 5.8 48

14794 Genome-wide scan reveals genetic divergence and diverse adaptive selection in ChineseÂ local cattle.
BMC Genomics, 2019, 20, 494. 1.2 34

14795 Mesenchymal stromal cells modulate the molecular pattern of healing process in tissue-engineered
urinary bladder: the microarray data. Stem Cell Research and Therapy, 2019, 10, 176. 2.4 17

14796 Methylome Dynamics of Bovine Gametes and in vivo Early Embryos. Frontiers in Genetics, 2019, 10, 512. 1.1 53

14797 CHASMplus Reveals the Scope of Somatic Missense Mutations Driving Human Cancers. Cell Systems,
2019, 9, 9-23.e8. 2.9 83

14798
H3K27me3 Signal in the Cis Regulatory Elements Reveals the Differentiation Potential of Progenitors
During Drosophila Neuroglial Development. Genomics, Proteomics and Bioinformatics, 2019, 17,
297-304.

3.0 3

14799 Downregulation of miR-424 in placenta is associated with severe preeclampsia. Pregnancy
Hypertension, 2019, 17, 109-112. 0.6 13

14800
Diagnostic and prognostic significance of mRNA expressions of apolipoprotein A and C family genes in
hepatitis B virusâ€•related hepatocellular carcinoma. Journal of Cellular Biochemistry, 2019, 120,
18246-18265.

1.2 25

14801 Investigation of new candidate genes in retinoblastoma using the TruSight One â€œclinical exomeâ€• gene
panel. Molecular Genetics &amp; Genomic Medicine, 2019, 7, e785. 0.6 7



818

Citation Report

# Article IF Citations

14802 The Myb-MuvB Complex Is Required for YAP-Dependent Transcription of Mitotic Genes. Cell Reports,
2019, 27, 3533-3546.e7. 2.9 45

14803 Bioinformatic identification of key genes and molecular pathways in the spermatogenic process of
cryptorchidism. Genes and Diseases, 2019, 6, 431-440. 1.5 5

14804 Comprehensive analysis of lncRNA and mRNA expression profiles in macrophages activated by Actinidia
eriantha polysaccharide. International Journal of Biological Macromolecules, 2019, 136, 980-993. 3.6 11

14805 Genome-wide CRISPR screen identifies suppressors of endoplasmic reticulum stress-induced apoptosis.
Proceedings of the National Academy of Sciences of the United States of America, 2019, 116, 13384-13393. 3.3 45

14806 Rescuing cones and daylight vision in retinitis pigmentosa mice. FASEB Journal, 2019, 33, 10177-10192. 0.2 24

14807 Singleâ€•cell technologies in reproductive immunology. American Journal of Reproductive Immunology,
2019, 82, e13157. 1.2 9

14808 Genome-wide enriched pathway analysis of acute post-radiotherapy pain in breast cancer patients: a
prospective cohort study. Human Genomics, 2019, 13, 28. 1.4 20

14809
Genome-wide identification and analysis of A-to-I RNA editing events in the malignantly transformed
cell lines from bronchial epithelial cell line induced by Î±-particles radiation. PLoS ONE, 2019, 14,
e0213047.

1.1 3

14810 LncRNA HCP5 promotes triple negative breast cancer progression as a ceRNA to regulate BIRC3 by
sponging miRâ€•219aâ€•5p. Cancer Medicine, 2019, 8, 4389-4403. 1.3 70

14811 Characterization of Protein Profiling and mRNA Expression of LLC Exosomes. Protein Journal, 2019, 38,
586-597. 0.7 5

14812 Genome-wide Integrative Analysis of Zika-Virus-Infected Neuronal Stem Cells Reveals Roles for
MicroRNAs in Cell Cycle and Stemness. Cell Reports, 2019, 27, 3618-3628.e5. 2.9 50

14813 The Intestine Harbors Functionally Distinct Homeostatic Tissue-Resident and Inflammatory Th17 Cells.
Immunity, 2019, 51, 77-89.e6. 6.6 220

14814 Prenatal and ancestral exposure to di(2-ethylhexyl) phthalate alters gene expression and DNA
methylation in mouse ovaries. Toxicology and Applied Pharmacology, 2019, 379, 114629. 1.3 39

14815 Exosomes from CD99-deprived Ewing sarcoma cells reverse tumor malignancy by inhibiting cell
migration and promoting neural differentiation. Cell Death and Disease, 2019, 10, 471. 2.7 23

14816 CAPRI enables comparison of evolutionarily conserved RNA interacting regions. Nature
Communications, 2019, 10, 2682. 5.8 39

14817 Noncoding deletions reveal a gene that is critical for intestinal function. Nature, 2019, 571, 107-111. 13.7 24

14818 The zinc transporter Zip14 (SLC39a14) affects Beta-cell Function: Proteomics, Gene expression, and
Insulin secretion studies in INS-1E cells. Scientific Reports, 2019, 9, 8589. 1.6 13

14819 SMARTer single cell total RNA sequencing. Nucleic Acids Research, 2019, 47, e93-e93. 6.5 38



819

Citation Report

# Article IF Citations

14820 Analysis of ROH patterns in the Noriker horse breed reveals signatures of selection for coat color
and body size. Animal Genetics, 2019, 50, 334-346. 0.6 44

14821 Comprehensive epigenetic analyses reveal master regulators driving lung metastasis of breast cancer.
Journal of Cellular and Molecular Medicine, 2019, 23, 5415-5431. 1.6 17

14822 Shank3 regulates striatal synaptic abundance of Cyld, a deubiquitinase specific for Lys63â€•linked
polyubiquitin chains. Journal of Neurochemistry, 2019, 150, 776-786. 2.1 22

14823 Abnormal Ribosome Biogenesis Partly Induced p53-Dependent Aortic Medial Smooth Muscle Cell
Apoptosis and Oxidative Stress. Oxidative Medicine and Cellular Longevity, 2019, 2019, 1-19. 1.9 16

14824 Secretion of fibronectin by human pancreatic stellate cells promotes chemoresistance to gemcitabine
in pancreatic cancer cells. BMC Cancer, 2019, 19, 596. 1.1 83

14825 Neonatal Intermittent Hypoxia Induces Lasting Sex-Specific Augmentation of Rat Microglial Cytokine
Expression. Frontiers in Immunology, 2019, 10, 1479. 2.2 14

14826 Prediction of VEGF-C as a Key Target of Pure Total Flavonoids From Citrus Against NAFLD in Mice via
Network Pharmacology. Frontiers in Pharmacology, 2019, 10, 582. 1.6 22

14827
Expressions of HLA Class II Genes in Cutaneous Melanoma Were Associated with Clinical Outcome:
Bioinformatics Approaches and Systematic Analysis of Public Microarray and RNA-Seq Datasets.
Diagnostics, 2019, 9, 59.

1.3 15

14828 A Mass Spectrometry Survey of Chromatinâ€•Associated Proteins in Pluripotency and Early Lineage
Commitment. Proteomics, 2019, 19, 1900047. 1.3 16

14829 Radiogenomic analysis of PTEN mutation in glioblastoma using preoperative multi-parametric magnetic
resonance imaging. Neuroradiology, 2019, 61, 1229-1237. 1.1 21

14830 Schlafen-11 expression is associated with immune signatures and basal-like phenotype in breast cancer.
Breast Cancer Research and Treatment, 2019, 177, 335-343. 1.1 19

14831 Enhancement of LIN28B-induced hematopoietic reprogramming by IGF2BP3. Genes and Development,
2019, 33, 1048-1068. 2.7 53

14832 Identification of microRNAs and genes as biomarkers of atrial fibrillation using a bioinformatics
approach. Journal of International Medical Research, 2019, 47, 3580-3589. 0.4 13

14833 Transcriptome variation in response to gastrointestinal nematode infection in goats. PLoS ONE, 2019,
14, e0218719. 1.1 7

14834 Multiscale co-clustering for tensor data based on canonical polyadic decomposition and slice-wise
factorization. Information Sciences, 2019, 503, 72-91. 4.0 4

14835 Prognostic significance of Î±â€• and Î²2â€•adrenoceptor gene expression in breast cancer patients. British
Journal of Clinical Pharmacology, 2019, 85, 2143-2154. 1.1 27

14836 Essential role of the PGCâ€•1Î±/PPARÎ² axis in Ucp3 gene induction. Journal of Physiology, 2019, 597, 4277-4291. 1.3 20

14837 Integrated analysis of long non-coding RNA and mRNA expression in different colored skin of koi carp.
BMC Genomics, 2019, 20, 515. 1.2 44



820

Citation Report

# Article IF Citations

14838 Comprehensive Profiling of Primary and Metastatic ccRCC Reveals a High Homology of the Metastases
to a Subregion of the Primary Tumour. Cancers, 2019, 11, 812. 1.7 17

14839
lnc-PKD2-2-3, identified by long non-coding RNA expression profiling, is associated with pejorative
tumor features and poor prognosis, enhances cancer stemness and may serve as cancer stem-cell
marker in cholangiocarcinoma. International Journal of Oncology, 2019, 55, 45-58.

1.4 8

14840 Inhibition of Phosphoinositide-3-Kinase Signaling Promotes the Stem Cell State of Trophoblast. Stem
Cells, 2019, 37, 1307-1318. 1.4 10

14841 Identification of microRNAs associated with the aggressiveness of prolactin pituitary tumors using
bioinformatic analysis. Oncology Reports, 2019, 42, 533-548. 1.2 12

14842 Insights into hypoxic adaptation in Tibetan chicken embryos from comparative proteomics.
Comparative Biochemistry and Physiology Part D: Genomics and Proteomics, 2019, 31, 100602. 0.4 9

14843 Skeletal muscle PGC-1Î±1 reroutes kynurenine metabolism to increase energy efficiency and
fatigue-resistance. Nature Communications, 2019, 10, 2767. 5.8 72

14844 Transcriptome analyses suggest minimal effects of Shank3 dosage on directional gene expression
changes in the mouse striatum. Animal Cells and Systems, 2019, 23, 270-274. 0.8 14

14845 Multiomics Investigation Reveals Benzalkonium Chloride Disinfectants Alter Sterol and Lipid
Homeostasis in the Mouse Neonatal Brain. Toxicological Sciences, 2019, 171, 32-45. 1.4 25

14846 Transcriptomic Insights into the Response of the Olfactory Bulb to Selenium Treatment in a Mouse
Model of Alzheimerâ€™s Disease. International Journal of Molecular Sciences, 2019, 20, 2998. 1.8 14

14847
Lisinopril Preserves Physical Resilience and Extends Life Span in a Genotype-Specific Manner in
Drosophila melanogaster. Journals of Gerontology - Series A Biological Sciences and Medical
Sciences, 2019, 74, 1844-1852.

1.7 14

14848 ARL3 is downregulated and acts as a prognostic biomarker in glioma. Journal of Translational
Medicine, 2019, 17, 210. 1.8 21

14849 Comparative genome analysis indicates high evolutionary potential of pathogenicity genes in
Colletotrichum tanaceti. PLoS ONE, 2019, 14, e0212248. 1.1 19

14850 Effects of Intrauterine Air Bubbles on Embryonic Development in Mice. Journal of the American
Association for Laboratory Animal Science, 2019, 58, 7-15. 0.6 0

14851 Integrative Analysis of Genomic and Clinical Data Reveals Intrinsic Characteristics of Bladder
Urothelial Carcinoma Progression. Genes, 2019, 10, 464. 1.0 7

14852 Mutual editing of alternative splicing between breast cancer cells and macrophages. Oncology
Reports, 2019, 42, 629-656. 1.2 1

14853 Physical and Molecular Landscapes of Mouse Glioma Extracellular Vesicles Define Heterogeneity. Cell
Reports, 2019, 27, 3972-3987.e6. 2.9 46

14854 Targeted and Interactome Proteomics Revealed the Role of PHD2 in Regulating BRD4 Proline
Hydroxylation. Molecular and Cellular Proteomics, 2019, 18, 1772-1781. 2.5 18

14855 Intussusceptive Vascular Remodeling Precedes Pathological Neovascularization. Arteriosclerosis,
Thrombosis, and Vascular Biology, 2019, 39, 1402-1418. 1.1 20



821

Citation Report

# Article IF Citations

14856 Parallel-Reaction-Monitoring-Based Proteome-Wide Profiling of Differential Kinase Protein
Expression during Prostate Cancer Metastasis in Vitro. Analytical Chemistry, 2019, 91, 9893-9900. 3.2 19

14857
Axonal pathology in hPSC-based models of Parkinsonâ€™s disease results from loss of Nrf2
transcriptional activity at the Map1b gene locus. Proceedings of the National Academy of Sciences of
the United States of America, 2019, 116, 14280-14289.

3.3 30

14858 Differentially expressed genes between systemic sclerosis and rheumatoid arthritis. Hereditas, 2019,
156, 17. 0.5 5

14859 Overexpression of lncRNA WWTR1â€•AS1 associates with tumor aggressiveness and unfavorable survival
in headâ€•neck squamous cell carcinoma. Journal of Cellular Biochemistry, 2019, 120, 18266-18277. 1.2 12

14860 Identification of key genes and pathways of thyroid cancer by integrated bioinformatics analysis.
Journal of Cellular Physiology, 2019, 234, 23647-23657. 2.0 41

14861 Identification of miRâ€•145â€•5pâ€•Centered Competing Endogenous RNA Network in Laryngeal Squamous Cell
Carcinoma. Proteomics, 2019, 19, e1900020. 1.3 15

14862 Biocomputational Analyses and Experimental Validation Identify the Regulon Controlled by the
Redox-Responsive Transcription Factor RpaB. IScience, 2019, 15, 316-331. 1.9 29

14863 Identification of core genes and clinical roles in pregnancy-associated breast cancer based on
integrated analysis of different microarray profile datasets. Bioscience Reports, 2019, 39, . 1.1 16

14864 A comparative analysis of the transcriptome profiles of liver and muscle tissue in pigs divergent for
feed efficiency. BMC Genomics, 2019, 20, 461. 1.2 26

14865 Prediction of genes and protein-protein interaction networking for miR-221-5p using bioinformatics
analysis. Gene Reports, 2019, 16, 100426. 0.4 2

14866 Prognostic value of long non-coding RNA FOXD2-AS1 expression in patients with solid tumors.
Pathology Research and Practice, 2019, 215, 152449. 1.0 4

14867
Comparative analysis of putative novel microRNA expression profiles induced by enterovirus 71 and
coxsackievirus A16 infections in human umbilical vein endothelial cells using high-throughput
sequencing. Infection, Genetics and Evolution, 2019, 73, 401-410.

1.0 4

14868 Inducible overexpression of zebrafish microRNA-722 suppresses chemotaxis of human neutrophil like
cells. Molecular Immunology, 2019, 112, 206-214. 1.0 13

14869 Altered mitochondrial bioenergetics are responsible for the delay in Wallerian degeneration
observed in neonatal mice. Neurobiology of Disease, 2019, 130, 104496. 2.1 15

14870 Identification of the key pathways and genes involved in HER2-positive breast cancer with brain
metastasis. Pathology Research and Practice, 2019, 215, 152475. 1.0 24

14871 Developmental origins for semilunar valve stenosis identified in mice harboring congenital heart
disease-associated <i>GATA4</i> mutation. DMM Disease Models and Mechanisms, 2019, 12, . 1.2 17

14872 Genome Sequence Analysis Reveals Selection Signatures in Endangered Trypanotolerant West African
Muturu Cattle. Frontiers in Genetics, 2019, 10, 442. 1.1 42

14873 Extracellular vesicles from osteosarcoma cell lines contain miRNAs associated with cell adhesion
and apoptosis. Gene, 2019, 710, 246-257. 1.0 44



822

Citation Report

# Article IF Citations

14874 Usefulness of gene expression profiling of bronchoalveolar lavage cells in acute lung allograft
rejection. Journal of Heart and Lung Transplantation, 2019, 38, 845-855. 0.3 34

14875 Weighted gene coexpression network analysis reveals hub genes involved in cholangiocarcinoma
progression and prognosis. Hepatology Research, 2019, 49, 1195-1206. 1.8 37

14876 Pentosan Polysulfate Demonstrates Anti-human T-Cell Leukemia Virus Type 1 Activities<i>In
Vitro</i>and<i>In Vivo</i>. Journal of Virology, 2019, 93, . 1.5 8

14877 Histone demethylase Kdm2a regulates germ cell genes and endogenous retroviruses in embryonic stem
cells. Epigenomics, 2019, 11, 751-766. 1.0 11

14878 Salivary microRNAs identified by small RNA sequencing and machine learning as potential biomarkers
of alcohol dependence. Epigenomics, 2019, 11, 739-749. 1.0 19

14879 Molecular Evaluation of Impacted Reproductive Physiology in Fathead Minnow Testes Provides
Mechanistic Insights into Insensitive Munitions Toxicology. Aquatic Toxicology, 2019, 213, 105204. 1.9 3

14880 Tumor Heterogeneity Underlies Differential Cisplatin Sensitivity in Mouse Models of Small-Cell Lung
Cancer. Cell Reports, 2019, 27, 3345-3358.e4. 2.9 42

14881
Opioid-Induced Hyperalgesia Is Associated with Dysregulation of Circadian Rhythm and Adaptive
Immune Pathways in the Mouse Trigeminal Ganglia and Nucleus Accumbens. Molecular Neurobiology,
2019, 56, 7929-7949.

1.9 34

14882
SILAC Quantitative Proteomics and Biochemical Analyses Reveal a Novel Molecular Mechanism by
Which ADAM12S Promotes the Proliferation, Migration, and Invasion of Small Cell Lung Cancer Cells
through Upregulating Hexokinase 1. Journal of Proteome Research, 2019, 18, 2903-2914.

1.8 20

14883 Activation of the unfolded protein response in high glucose treated endothelial cells is mediated by
methylglyoxal. Scientific Reports, 2019, 9, 7889. 1.6 69

14884 Inner Ear Genes Underwent Positive Selection and Adaptation in the Mammalian Lineage. Molecular
Biology and Evolution, 2019, 36, 1653-1670. 3.5 25

14885 KRAS <sup>G12C</sup> inhibition produces a driver-limited state revealing collateral dependencies.
Science Signaling, 2019, 12, . 1.6 123

14886
Salmonella Typhi, Paratyphi A, Enteritidis and Typhimurium core proteomes reveal differentially
expressed proteins linked to the cell surface and pathogenicity. PLoS Neglected Tropical Diseases,
2019, 13, e0007416.

1.3 27

14887 Transcriptome Profiling Insights the Feature of Sex Reversal Induced by High Temperature in Tongue
Sole Cynoglossus semilaevis. Frontiers in Genetics, 2019, 10, 522. 1.1 34

14888 Linking Cell Dynamics With Gene Coexpression Networks to Characterize Key Events in Chronic Virus
Infections. Frontiers in Immunology, 2019, 10, 1002. 2.2 7

14889 Analysis of the role of DAMTC in lung adenocarcinoma cells based on the DNA microarrays. Oncology
Letters, 2019, 17, 4787-4794. 0.8 1

14890 Integrating radiosensitive genes improves prediction of radiosensitivity or radioresistance in patients
with oesophageal cancer. Oncology Letters, 2019, 17, 5377-5388. 0.8 7

14891 ceRNA network analysis reveals prognostic markers for glioblastoma. Oncology Letters, 2019, 17,
5545-5557. 0.8 16



823

Citation Report

# Article IF Citations

14892 Identification of differentially expressed genes in primary SjÃ¶gren's syndrome. Journal of Cellular
Biochemistry, 2019, 120, 17368-17377. 1.2 35

14893 Common Regulatory Pathways Mediate Activity of MicroRNAs Inducing Cardiomyocyte Proliferation.
Cell Reports, 2019, 27, 2759-2771.e5. 2.9 77

14894 Correlation between renin-angiotensin system (RAS) related genes, type 2 diabetes, and cancer: Insights
from metanalysis of transcriptomics data. Molecular and Cellular Endocrinology, 2019, 493, 110455. 1.6 6

14895 Carnosine induces intestinal cells to secrete exosomes that activate neuronal cells. PLoS ONE, 2019,
14, e0217394. 1.1 22

14896 The prognostic value of the proteasome activator subunit gene family in skin cutaneous melanoma.
Journal of Cancer, 2019, 10, 2205-2219. 1.2 25

14897 Defining the Independence of the Liver Circadian Clock. Cell, 2019, 177, 1448-1462.e14. 13.5 213

14898 BMAL1-Driven Tissue Clocks Respond Independently to Light to Maintain Homeostasis. Cell, 2019, 177,
1436-1447.e12. 13.5 107

14899 Body mass index in relation to extracellular vesicleâ€“linked microRNAs in human follicular fluid.
Fertility and Sterility, 2019, 112, 387-396.e3. 0.5 15

14900 Lipid Deprivation Induces a Stable, Naive-to-Primed Intermediate State of Pluripotency in Human PSCs.
Cell Stem Cell, 2019, 25, 120-136.e10. 5.2 98

14901 Commonality in dysregulated expression of gene sets in cortical brains of individuals with autism,
schizophrenia, and bipolar disorder. Translational Psychiatry, 2019, 9, 152. 2.4 61

14902
Tocotrienols Modulate Breast Cancer Secretomes and Affect Cancer-Signaling Pathways in
MDA-MB-231 Cells: A Label-Free Quantitative Proteomic Analysis. Nutrition and Cancer, 2019, 71,
1263-1271.

0.9 6

14903 Classical swine fever virus-Shimen infection upregulates SH3GLB1 expression in porcine alveolar
macrophages. Biotechnology and Biotechnological Equipment, 2019, 33, 93-97. 0.5 0

14904 Controlling distinct signaling states in cultured cancer cells provides a new platform for drug
discovery. FASEB Journal, 2019, 33, 9235-9249. 0.2 7

14905 Temporal Proteomic Analysis of BK Polyomavirus Infection Reveals Virus-Induced G <sub>2</sub>
Arrest and Highly Effective Evasion of Innate Immune Sensing. Journal of Virology, 2019, 93, . 1.5 28

14906 Gene shaving using a sensitivity analysis of kernel based machine learning approach, with applications
to cancer data. PLoS ONE, 2019, 14, e0217027. 1.1 2

14907
An edible fungi Pleurotus ostreatus inhibits adipogenesis via suppressing expression of PPAR Î³ and
C/EBP Î± in 3T3-L1 cells: In vitro validation of gene knock out of RNAs in PPAR Î³ using CRISPR spcas9.
Biomedicine and Pharmacotherapy, 2019, 116, 109030.

2.5 12

14908
Transcriptomic response of rainbow trout (Oncorhynchus mykiss) skeletal muscle to Flavobacterium
psychrophilum. Comparative Biochemistry and Physiology Part D: Genomics and Proteomics, 2019, 31,
100596.

0.4 8

14909 Sperm epimutation biomarkers of obesity and pathologies following DDT induced epigenetic
transgenerational inheritance of disease. Environmental Epigenetics, 2019, 5, dvz008. 0.9 46



824

Citation Report

# Article IF Citations

14910 A distal enhancer maintaining Hoxa1 expression orchestrates retinoic acid-induced early ESCs
differentiation. Nucleic Acids Research, 2019, 47, 6737-6752. 6.5 18

14911 Systems analysis reveals complex biological processes during virus infection fate decisions. Genome
Research, 2019, 29, 907-919. 2.4 21

14912 Molecular profiling of anastatic cancer cells: potential role of the nuclear export pathway. Cellular
Oncology (Dordrecht), 2019, 42, 645-661. 2.1 24

14913 Differences in the fast muscle methylome provide insight into sex-specific epigenetic regulation of
growth in Nile tilapia during early stages of domestication. Epigenetics, 2019, 14, 818-836. 1.3 28

14914 IL12 Abrogates Calcineurin-Dependent Immune Evasion during Leukemia Progression. Cancer Research,
2019, 79, 3702-3713. 0.4 7

14915 Conventionally used reference genes are not outstanding for normalization of gene expression in
human cancer research. BMC Bioinformatics, 2019, 20, 245. 1.2 44

14916 Digital gene expression profiling and validation study highlight Cyclin F as an important regulator
for sperm motility of chickens. Poultry Science, 2019, 98, 5118-5126. 1.5 6

14917 A Four-Pseudogene Classifier Identified by Machine Learning Serves as a Novel Prognostic Marker for
Survival of Osteosarcoma. Genes, 2019, 10, 414. 1.0 27

14918 Cell-Based Therapy Restores Olfactory Function in an Inducible Model ofÂ Hyposmia. Stem Cell Reports,
2019, 12, 1354-1365. 2.3 33

14919 GREIN: An Interactive Web Platform for Re-analyzing GEO RNA-seq Data. Scientific Reports, 2019, 9, 7580. 1.6 126

14920 Knockdown of spliceosome U2AF1 significantly inhibits the development of human erythroid cells.
Journal of Cellular and Molecular Medicine, 2019, 23, 5076-5086. 1.6 8

14921
Toxicity mechanisms of ZnO UV-filters used in sunscreens toward the model cyanobacteria
Synechococcus elongatus PCC 7942. Environmental Science and Pollution Research, 2019, 26,
22450-22463.

2.7 5

14922 Unbiased Pathogen Detection and Host Gene Profiling for Conjunctivitis. Ophthalmology, 2019, 126,
1090-1094. 2.5 28

14923 A biological function based biomarker panel optimization process. Scientific Reports, 2019, 9, 7365. 1.6 1

14924 Bisphenol A Promotes the Invasive and Metastatic Potential of Ductal Carcinoma In Situ and
Protumorigenic Polarization of Macrophages. Toxicological Sciences, 2019, 170, 283-295. 1.4 11

14925 Ruminal microbiome-host crosstalk stimulates the development of the ruminal epithelium in a lamb
model. Microbiome, 2019, 7, 83. 4.9 116

14926 An in-silico approach for discovery of microRNA-TF regulation of DISC1 interactome mediating
neuronal migration. Npj Systems Biology and Applications, 2019, 5, 17. 1.4 7

14927 Derivation and maintenance of mouse haploid embryonic stem cells. Nature Protocols, 2019, 14,
1991-2014. 5.5 12



825

Citation Report

# Article IF Citations

14928
Moderate nutrient restriction of beef heifers alters expression of genes associated with tissue
metabolism, accretion, and function in fetal liver, muscle, and cerebrum by day 50 of gestation1.
Translational Animal Science, 2019, 3, 855-866.

0.4 34

14929 Earlier demethylation of myogenic genes contributes to embryonic precocious terminal
differentiation of myoblasts in miniature pigs. FASEB Journal, 2019, 33, 9638-9655. 0.2 11

14930 Lower connectivity of tumor coexpression networks is not specific to cancer. In Silico Biology, 2019,
13, 41-53. 0.4 6

14931 Tapetal Expression of BnaC.MAGL8.a Causes Male Sterility in Arabidopsis. Frontiers in Plant Science,
2019, 10, 763. 1.7 6

14932 Exercise Attenuates Acute Î²-Adrenergic Overactivationâ€“Induced Cardiac Fibrosis by Modulating
Cytokines. Journal of Cardiovascular Translational Research, 2019, 12, 528-538. 1.1 19

14933 Interferon-inducible lncRNA IRF1-AS represses esophageal squamous cell carcinoma by promoting
interferon response. Cancer Letters, 2019, 459, 86-99. 3.2 34

14934 MicroRNA-196a links human body fat distribution to adipose tissue extracellular matrix composition.
EBioMedicine, 2019, 44, 467-475. 2.7 22

14935 Large-Scale Target Identification of Herbal Medicine Using a Reverse Docking Approach. ACS Omega,
2019, 4, 9710-9719. 1.6 16

14936 RNA editing alterations in a multi-ethnic Alzheimer disease cohort converge on immune and endocytic
molecular pathways. Human Molecular Genetics, 2019, 28, 3053-3061. 1.4 19

14937
Prognostic and Biologic Relevance of Clinically Applicable Long Noncoding RNA Profiling in Older
Patients with Cytogenetically Normal Acute Myeloid Leukemia. Molecular Cancer Therapeutics, 2019,
18, 1451-1459.

1.9 7

14938 Proteomic characterization of chromosomal common fragile site (CFS)-associated proteins uncovers
ATRX as a regulator of CFS stability. Nucleic Acids Research, 2019, 47, 8004-8018. 6.5 25

14939 Deciphering molecular mechanism of silver by integrated omic approaches enables enhancing its
antimicrobial efficacy in E. coli. PLoS Biology, 2019, 17, e3000292. 2.6 66

14940 Chemogenomic profiling in yeast reveals antifungal mode-of-action of polyene macrolactam
auroramycin. PLoS ONE, 2019, 14, e0218189. 1.1 11

14941 Von Hippel-Lindau Acts as a Metabolic Switch Controlling Nephron Progenitor Differentiation.
Journal of the American Society of Nephrology: JASN, 2019, 30, 1192-1205. 3.0 18

14942 Genome-Wide Association Study Identifies Genomic Loci Affecting Filet Firmness and Protein Content
in Rainbow Trout. Frontiers in Genetics, 2019, 10, 386. 1.1 28

14943 Genome-Wide Profiling of the Microrna Transcriptome Regulatory Network to Identify Putative
Candidate Genes Associated with Backfat Deposition in Pigs. Animals, 2019, 9, 313. 1.0 13

14944 RNAâ€‘seq analyses of antibiotic resistance mechanisms in Serratiaï¿½marcescens. Molecular Medicine
Reports, 2019, 20, 745-754. 1.1 6

14945 Bioinformatics analysis of the regulatory lncRNAâ€‘miRNAâ€‘mRNA network and drug prediction in patients
with hypertrophic cardiomyopathy. Molecular Medicine Reports, 2019, 20, 549-558. 1.1 24



826

Citation Report

# Article IF Citations

14946 Integrated analysis of competing endogenous RNA network revealing potential prognostic biomarkers
of hepatocellular carcinoma. Journal of Cancer, 2019, 10, 3267-3283. 1.2 23

14947 Integrative Omics Approach for the Community Function Evaluation of Sponge and Coral
Microbiomes. , 2019, , 171-179. 0

14948 miR-17-92 and miR-106b-25 clusters regulate beta cell mitotic checkpoint and insulin secretion in mice.
Diabetologia, 2019, 62, 1653-1666. 2.9 14

14949 MIR17HG-miR-18a/19a axis, regulated by interferon regulatory factor-1, promotes gastric cancer
metastasis via Wnt/Î²-catenin signalling. Cell Death and Disease, 2019, 10, 454. 2.7 47

14950 Development of a Zebrafish S1500+ Sentinel Gene Set for High-Throughput Transcriptomics. Zebrafish,
2019, 16, 331-347. 0.5 5

14951 The initiation of puberty in Atlantic salmon brings about large changes in testicular gene expression
that are modulated by the energy status. BMC Genomics, 2019, 20, 475. 1.2 15

14952 Identification of novel therapeutic targets for neuropathic pain based on gene expression patterns.
Journal of Cellular Physiology, 2019, 234, 19494-19501. 2.0 5

14953 ZIC3 Controls the Transition from Naive to Primed Pluripotency. Cell Reports, 2019, 27, 3215-3227.e6. 2.9 47

14954 Gene and microRNA Signatures Are Associated with the Development and Survival of Glioblastoma
Patients. DNA and Cell Biology, 2019, 38, 688-699. 0.9 6

14955 Rapid Evolution of Gained Essential Developmental Functions of a Young Gene via Interactions with
Other Essential Genes. Molecular Biology and Evolution, 2019, 36, 2212-2226. 3.5 28

14956 Multi-omics Signature of <i>Candida auris</i> , an Emerging and Multidrug-Resistant Pathogen.
MSystems, 2019, 4, . 1.7 65

14957 Characterization of mRNA profiles of the exosome-like vesicles in porcine follicular fluid. PLoS ONE,
2019, 14, e0217760. 1.1 51

14958
Identification of CD4+ T cell biomarkers for predicting the response of patients with
relapsingâ€‘remitting multiple sclerosis to natalizumab treatment. Molecular Medicine Reports, 2019, 20,
678-684.

1.1 27

14959
Long non-coding RNA and MicroRNA profiling provides comprehensive insight into non-coding RNA
involved host immune responses in ALV-J-infected chicken primary macrophage. Developmental and
Comparative Immunology, 2019, 100, 103414.

1.0 10

14960
Effects of 2,3,7,8-tetrachlorodibenzo-p-dioxin (TCDD) on the differentiation of embryonic stem cells
towards pancreatic lineage and pancreatic beta cell function. Environment International, 2019, 130,
104885.

4.8 12

14961 Serum Deprivation of Mesenchymal Stem Cells Improves Exosome Activity and Alters Lipid and Protein
Composition. IScience, 2019, 16, 230-241. 1.9 61

14962 Single-molecule long-read sequencing reveals the chromatin basis of gene expression. Genome
Research, 2019, 29, 1329-1342. 2.4 46

14963 Bioinformatics Analysis of Gene Expression Profiles of Sex Differences in Ischemic Stroke. BioMed
Research International, 2019, 2019, 1-7. 0.9 9



827

Citation Report

# Article IF Citations

14964 Population structure, demographic history and local adaptation of the grass carp. BMC Genomics,
2019, 20, 467. 1.2 53

14965 &lt;p&gt;TLR4 expression correlated with PD-L1 expression indicates a poor prognosis in patients with
peripheral T-cell lymphomas&lt;/p&gt;. Cancer Management and Research, 2019, Volume 11, 4743-4756. 0.9 9

14966 Aspergillus fumigatus Challenged by Human Dendritic Cells: Metabolic and Regulatory Pathway
Responses Testify a Tight Battle. Frontiers in Cellular and Infection Microbiology, 2019, 9, 168. 1.8 19

14967 Network Biology Identifies Novel Regulators of CFTR Trafficking and Membrane Stability. Frontiers in
Pharmacology, 2019, 10, 619. 1.6 9

14968 Gene Expression Indicates Altered Immune Modulation and Signaling Pathway Activation in Ovarian
Cancer Patients Resistant to Topotecan. International Journal of Molecular Sciences, 2019, 20, 2750. 1.8 14

14969 SGLT1 is required for the survival of tripleâ€•negative breast cancer cells via potentiation of EGFR
activity. Molecular Oncology, 2019, 13, 1874-1886. 2.1 22

14970 Analysis of the Zika and Japanese Encephalitis Virus NS5 Interactomes. Journal of Proteome Research,
2019, 18, 3203-3218. 1.8 18

14971 West Nile virus infection and interferon alpha treatment alter the spectrum and the levels of coding
and noncoding host RNAs secreted in extracellular vesicles. BMC Genomics, 2019, 20, 474. 1.2 23

14972 Glypican 6 is a putative biomarker for metastatic progression of cutaneous melanoma. PLoS ONE, 2019,
14, e0218067. 1.1 14

14973 The Pdx1-Bound Swi/Snf Chromatin Remodeling Complex Regulates Pancreatic Progenitor Cell
Proliferation and Mature Islet Î²-Cell Function. Diabetes, 2019, 68, 1806-1818. 0.3 31

14974 Ubiquitylome study identifies increased histone 2A ubiquitylation as an evolutionarily conserved
aging biomarker. Nature Communications, 2019, 10, 2191. 5.8 27

14975 Mitochondrial adaptation in human mesenchymal stem cells following ionizing radiation. FASEB
Journal, 2019, 33, 9263-9278. 0.2 8

14976 Loss of PRC1 activity in different stem cell compartments activates a common transcriptional program
with cell typeâ€“dependent outcomes. Science Advances, 2019, 5, eaav1594. 4.7 20

14977 Induced Pluripotent Stem Cell-Derived Brain Endothelial Cells as a Cellular Model to Study Neisseria
meningitidis Infection. Frontiers in Microbiology, 2019, 10, 1181. 1.5 39

14978 Mammalian Models of Traumatic Brain Injury and a Place for Drosophila in TBI Research. Frontiers in
Neuroscience, 2019, 13, 409. 1.4 33

14979 Novel susceptibility genes were found in a targeted sequencing of stroke patients with or without
depression in the Chinese Han population. Journal of Affective Disorders, 2019, 255, 1-9. 2.0 11

14980 Whole genome sequencing reveals the impact of recent artificial selection on red sea bream reared in
fish farms. Scientific Reports, 2019, 9, 6487. 1.6 8

14981 Motor neurons from ALS patients with mutations in C9ORF72 and SOD1 exhibit distinct
transcriptional landscapes. Human Molecular Genetics, 2019, 28, 2799-2810. 1.4 19



828

Citation Report

# Article IF Citations

14982 Tanshinol borneol ester, a novel synthetic small molecule angiogenesis stimulator inspired by
botanical formulations for angina pectoris. British Journal of Pharmacology, 2019, 176, 3143-3160. 2.7 30

14983 Detection of circular RNA expression and related quantitative trait loci in the human dorsolateral
prefrontal cortex. Genome Biology, 2019, 20, 99. 3.8 57

14984
&lt;p&gt;Identification of a transcription factor-microRNA network in esophageal adenocarcinoma
through bioinformatics analysis and validation through qRT-PCR&lt;/p&gt;. Cancer Management and
Research, 2019, Volume 11, 3315-3326.

0.9 4

14985 Neuropathological and genomic characterization of glioblastomaâ€•induced rat model: How similar is it
to humans for targeted therapy?. Journal of Cellular Physiology, 2019, 234, 22493-22504. 2.0 16

14986 Hand2 Selectively Reorganizes Chromatin Accessibility to Induce Pacemaker-like Transcriptional
Reprogramming. Cell Reports, 2019, 27, 2354-2369.e7. 2.9 23

14987 c-Myb Exacerbates Atherosclerosis through Regulation of Protective IgM-Producing
Antibody-Secreting Cells. Cell Reports, 2019, 27, 2304-2312.e6. 2.9 3

14988 OLIG2 Drives Abnormal Neurodevelopmental Phenotypes in Human iPSC-Based Organoid and Chimeric
Mouse Models of Down Syndrome. Cell Stem Cell, 2019, 24, 908-926.e8. 5.2 122

14989 Aldosterone induces trained immunity: the role of fatty acid synthesis. Cardiovascular Research,
2020, 116, 317-328. 1.8 49

14990 Analysis of Global Transcriptome Change in Mouse Embryonic Fibroblasts After dsDNA and dsRNA
Viral Mimic Stimulation. Frontiers in Immunology, 2019, 10, 836. 2.2 8

14991 Non-coding and Coding Transcriptional Profiles Are Significantly Altered in Pediatric Retinoblastoma
Tumors. Frontiers in Oncology, 2019, 9, 221. 1.3 27

14992 Altered Gene Response to Aflatoxin B1 in the Spleens of Susceptible and Resistant Turkeys. Toxins, 2019,
11, 242. 1.5 5

14993 Transcriptomic profile of anterior pituitary cells of pigs is affected by adiponectin. Animal
Reproduction Science, 2019, 206, 17-26. 0.5 3

14994 Defining Reprogramming Checkpoints from Single-Cell Analyses of Induced Pluripotency. Cell Reports,
2019, 27, 1726-1741.e5. 2.9 44

14995 Bioinformatics identification of lncRNA biomarkers associated with the progression of esophageal
squamous cell carcinoma. Molecular Medicine Reports, 2019, 19, 5309-5320. 1.1 25

14996 Whole Blood mRNA Expression Pattern Differentiates AD Patients and Healthy Controls Through
Bioinformatics Analysis. Journal of Biology and Life Science, 2019, 10, 46. 0.2 1

14997 scRNA-Seq reveals distinct stem cell populations that drive hair cell regeneration after loss of Fgf
and Notch signaling. ELife, 2019, 8, . 2.8 130

14998 Active Tonic mTORC1 Signals Shape Baseline Translation in Naive T Cells. Cell Reports, 2019, 27,
1858-1874.e6. 2.9 28

14999 Quantitative Temporal Proteomic Analysis of Vaccinia Virus Infection Reveals Regulation of Histone
Deacetylases by an Interferon Antagonist. Cell Reports, 2019, 27, 1920-1933.e7. 2.9 50



829

Citation Report

# Article IF Citations

15000 Identification of core genes and potential molecular mechanisms in breast cancer using
bioinformatics analysis. Pathology Research and Practice, 2019, 215, 152436. 1.0 14

15001 Cardiac Reprogramming Factors Synergistically Activate Genome-wide Cardiogenic Stage-Specific
Enhancers. Cell Stem Cell, 2019, 25, 69-86.e5. 5.2 72

15002 Single-Cell Analysis of the Liver Epithelium Reveals Dynamic Heterogeneity and an Essential Role for
YAP in Homeostasis and Regeneration. Cell Stem Cell, 2019, 25, 23-38.e8. 5.2 176

15003
Upregulation of peroxide scavenging enzymes and multidrug efflux proteins highlight an active
sodium hypochlorite response in<i>Pseudomonas fluorescens</i>biofilms. Biofouling, 2019, 35,
329-339.

0.8 7

15004 Exploratory investigation of the anti-inflammatory effects of RNase A-treated Enterococcus faecalis
strain EC-12. Bioscience, Biotechnology and Biochemistry, 2019, 83, 1343-1353. 0.6 1

15005 Return to the Sea, Get Huge, Beat Cancer: An Analysis of Cetacean Genomes Including an Assembly for
the Humpback Whale (Megaptera novaeangliae). Molecular Biology and Evolution, 2019, 36, 1746-1763. 3.5 75

15006 Cyclin C Regulated Oxidative Stress Responsive Transcriptome in <i>Mus musculus</i> Embryonic
Fibroblasts. G3: Genes, Genomes, Genetics, 2019, 9, 1901-1908. 0.8 13

15007 miRâ€‘148 family members are putative biomarkers for sepsis. Molecular Medicine Reports, 2019, 19,
5133-5141. 1.1 11

15008 A five lncRNA signature for prognosis prediction in hepatocellular carcinoma. Molecular Medicine
Reports, 2019, 19, 5237-5250. 1.1 26

15009
Comprehensive Analysis of Protein Glycation Reveals Its Potential Impacts on Protein Degradation and
Gene Expression in Human Cells. Journal of the American Society for Mass Spectrometry, 2019, 30,
2480-2490.

1.2 17

15010 Genome-wide analysis of canine oral malignant melanoma metastasis-associated gene expression.
Scientific Reports, 2019, 9, 6511. 1.6 19

15011 A pilot study on polycystic ovarian syndrome caused by neonatal exposure to tributyltin and
bisphenol A in rats. Chemosphere, 2019, 231, 151-160. 4.2 26

15012 modEnrichr: a suite of gene set enrichment analysis tools for model organisms. Nucleic Acids
Research, 2019, 47, W183-W190. 6.5 62

15013
Impact of Phosphodiesterase 4 Inhibition on the Operational Efficacy, Response Maxima, and Kinetics of
Indacaterol-Induced Gene Expression Changes in BEAS-2B Airway Epithelial Cells: A Global
Transcriptomic Analysis. Molecular Pharmacology, 2019, 96, 56-72.

1.0 4

15014 Bioinformatics Resource Manager: a systems biology web tool for microRNA and omics data
integration. BMC Bioinformatics, 2019, 20, 255. 1.2 5

15015 Unanchored ubiquitin chains do not lead to marked alterations in gene expression in<i>Drosophila
melanogaster</i>. Biology Open, 2019, 8, . 0.6 6

15016 BRCA1 Attenuates Progesterone Effects on Proliferation and NFÎºB Activation in Normal Human
Mammary Epithelial Cells. Journal of Mammary Gland Biology and Neoplasia, 2019, 24, 257-270. 1.0 3

15017 EGFR is required for Wnt9aâ€“Fzd9b signalling specificity in haematopoietic stem cells. Nature Cell
Biology, 2019, 21, 721-730. 4.6 42



830

Citation Report

# Article IF Citations

15018 Expanding the mesodermal transcriptional network by genomeâ€•wide identification of Zinc finger
homeodomain 1 (Zfh1) targets. FEBS Letters, 2019, 593, 1698-1710. 1.3 2

15019 Gene Ontology and Biological Pathway-Based Analysis. Learning Materials in Biosciences, 2019, , 121-134. 0.2 0

15020 Quantitative proteomic study of arsenic treated mouse liver sinusoidal endothelial cells using a
reverse super-SILAC method. Biochemical and Biophysical Research Communications, 2019, 514, 475-481. 1.0 4

15021 Silver nanoparticles induce abnormal touch responses by damaging neural circuits in zebrafish
embryos. Chemosphere, 2019, 229, 169-180. 4.2 23

15022
Proteins with Evolutionarily Hypervariable Domains are Associated with Immune Response and Better
Survival of Basal-like Breast Cancer Patients. Computational and Structural Biotechnology Journal,
2019, 17, 430-440.

1.9 27

15023 HY5 Interacts with the Histone Deacetylase HDA15 to Repress Hypocotyl Cell Elongation in
Photomorphogenesis. Plant Physiology, 2019, 180, 1450-1466. 2.3 70

15024 Myc Regulation of a Mitochondrial Trafficking Network Mediates Tumor Cell Invasion and Metastasis.
Molecular and Cellular Biology, 2019, 39, . 1.1 31

15025 Knockdown of RAD18 inhibits glioblastoma development. Journal of Cellular Physiology, 2019, 234,
21100-21112. 2.0 8

15026
Alterations to the vision-associated transcriptome of zebrafish (Danio rerio) following
developmental norethindrone exposure. Environmental Toxicology and Pharmacology, 2019, 69,
137-142.

2.0 17

15027 Identification of unique key genes and miRNAs in latent tuberculosis infection by network analysis.
Molecular Immunology, 2019, 112, 103-114. 1.0 15

15028 Interaction of Sox2 with RNA binding proteins in mouse embryonic stem cells. Experimental Cell
Research, 2019, 381, 129-138. 1.2 10

15029 Signals trigger state-specific transcriptional programs to support diversity and homeostasis in
immune cells. Science Signaling, 2019, 12, . 1.6 6

15030 Metabolic Reprogramming by MYCN Confers Dependence on the Serine-Glycine-One-Carbon
Biosynthetic Pathway. Cancer Research, 2019, 79, 3837-3850. 0.4 68

15031 Genetic interaction analysis among oncogenesis-related genes revealed novel genes and networks in
lung cancer development. Oncotarget, 2019, 10, 1760-1774. 0.8 25

15032 Acetate Promotes T Cell Effector Function during Glucose Restriction. Cell Reports, 2019, 27,
2063-2074.e5. 2.9 205

15033 Evaluating cell lines as models for metastatic breast cancer through integrative analysis of genomic
data. Nature Communications, 2019, 10, 2138. 5.8 58

15034
Exploring integument transcriptomes, cuticle ultrastructure, and cuticular hydrocarbons profiles in
eusocial and solitary bee species displaying heterochronic adult cuticle maturation. PLoS ONE, 2019,
14, e0213796.

1.1 19

15035
&lt;p&gt;Identification of novel biomarkers and candidate small molecule drugs in non-small-cell lung
cancer by integrated microarray analysis&lt;/p&gt;. OncoTargets and Therapy, 2019, Volume 12,
3545-3563.

1.0 32



831

Citation Report

# Article IF Citations

15036 Quantitative Proteomics Identifies DNA Repair as a Novel Biological Function for Hepatocyte Nuclear
Factor 4Î± in Colorectal Cancer Cells. Cancers, 2019, 11, 626. 1.7 13

15037 Identifying Selection Signatures for Backfat Thickness in Yorkshire Pigs Highlights New Regions
Affecting Fat Metabolism. Genes, 2019, 10, 254. 1.0 14

15038 A prognostic prediction system for hepatocellular carcinoma based on gene coâ€‘expression network.
Experimental and Therapeutic Medicine, 2019, 17, 4506-4516. 0.8 10

15039
In silico analysis revealed Zika virus miRNAs associated with viral pathogenesis through alteration of
host genes involved in immune response and neurological functions. Journal of Medical Virology,
2019, 91, 1584-1594.

2.5 28

15040 Identification of novel biomarkers and small molecule drugs in human colorectal cancer by
microarray and bioinformatics analysis. Molecular Genetics &amp; Genomic Medicine, 2019, 7, e00713. 0.6 34

15041 Overlapping and unique toxic effects of three alternative antifouling biocides (Diuron, Irgarol 1051Â®,) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 542 Td (Sea-Nine 211Â®) on non-target marine fish. Ecotoxicology and Environmental Safety, 2019, 180, 23-32.2.9 23

15042 Chromatin remodeling factor BAZ1A regulates cellular senescence in both cancer and normal cells.
Life Sciences, 2019, 229, 225-232. 2.0 12

15043 Proteomic Analysis of Human Blister Fluids Following Envenomation by Three Snake Species in India:
Differential Markers for Venom Mechanisms of Action. Toxins, 2019, 11, 246. 1.5 14

15044 Whole-genome resequencing reveals genetic indels of feathered-leg traits in domestic chickens.
Journal of Genetics, 2019, 98, 1. 0.4 12

15045 Coronary artery disease associated specific modules and feature genes revealed by integrative
methods of WGCNA, MetaDE and machine learning. Gene, 2019, 710, 122-130. 1.0 14

15046 Predictors of ccf-mtDNA reactivity to acute psychological stress identified using machine learning
classifiers: A proof-of-concept. Psychoneuroendocrinology, 2019, 107, 82-92. 1.3 10

15047
Sodium tanshinone IIA sulfonate prevents the adverse left ventricular remodelling: Focus on
polymorphonuclear neutrophilâ€•derived granule components. Journal of Cellular and Molecular
Medicine, 2019, 23, 4592-4600.

1.6 16

15048 Extracellular Vesicle Encapsulated MicroRNAs in Patients with Type 2 Diabetes Are Affected by
Metformin Treatment. Journal of Clinical Medicine, 2019, 8, 617. 1.0 40

15049
Integrative analyses of triple negative dysregulated transcripts compared with nonâ€•triple negative
tumors and their functional and molecular interactions. Journal of Cellular Physiology, 2019, 234,
22386-22399.

2.0 15

15050 A new class of protein biomarkers based on subcellular distribution: application to a mouse liver
cancer model. Scientific Reports, 2019, 9, 6913. 1.6 12

15051 Identification of critical growth factors for peripheral nerve regeneration. RSC Advances, 2019, 9,
10760-10765. 1.7 18

15052
Constitutive Expression of NRAS with Q61R Driver Mutation Activates Processes of
Epithelialâ€“Mesenchymal Transition and Leads to Substantial Transcriptome Change of Nthy-ori 3â€“1
Thyroid Epithelial Cells. Biochemistry (Moscow), 2019, 84, 416-425.

0.7 4

15053 Transcriptome profiling of anthocyanin biosynthesis in the peel of â€˜Granny Smithâ€™ apples (Malus) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 62 Td (domestica) after bag removal. BMC Genomics, 2019, 20, 353.1.2 28



832

Citation Report

# Article IF Citations

15054 Identification of key genes and its chromosome regions linked to drought responses in leaves across
different crops through meta-analysis of RNA-Seq data. BMC Plant Biology, 2019, 19, 194. 1.6 45

15055
Overlapped differentially expressed genes between acute lymphoblastic leukemia and chronic
lymphocytic leukemia revealed potential key genes and pathways involved in leukemia. Journal of
Cellular Biochemistry, 2019, 120, 15980-15988.

1.2 2

15056 A 4â€•gene panel predicting the survival of patients with glioblastoma. Journal of Cellular Biochemistry,
2019, 120, 16037-16043. 1.2 30

15057 Aging Human Hematopoietic Stem Cells Manifest Profound Epigenetic Reprogramming of Enhancers
That May Predispose to Leukemia. Cancer Discovery, 2019, 9, 1080-1101. 7.7 119

15058 Human Macrophages Clear the Biovar Microtus Strain of Yersinia pestis More Efficiently Than Murine
Macrophages. Frontiers in Cellular and Infection Microbiology, 2019, 9, 111. 1.8 2

15059 Transcriptomics in tissue glucocorticoid sensitivity. European Journal of Clinical Investigation, 2019,
49, e13129. 1.7 5

15060 Identification of Potential Transcriptional Biomarkers Differently Expressed in Both<i> S. aureus</i>-
and<i> E. coli</i>-Induced Sepsis via Integrated Analysis. BioMed Research International, 2019, 2019, 1-11. 0.9 14

15061 Similar effects of high-fructose and high-glucose feeding in a Drosophila model of obesity and
diabetes. PLoS ONE, 2019, 14, e0217096. 1.1 38

15062 RNA-seq Transcriptome Analysis in Ovarian Tissue of Pelibuey Breed to Explore the Regulation of
Prolificacy. Genes, 2019, 10, 358. 1.0 17

15063 Singleâ€•cell RNAâ€•seq reveals distinct dynamic behavior of sex chromosomes during early human
embryogenesis. Molecular Reproduction and Development, 2019, 86, 871-882. 1.0 23

15064 Modulation of adhesion microenvironment using mesh substrates triggers self-organization and
primordial germ cell-like differentiation in mouse ES cells. APL Bioengineering, 2019, 3, 016102. 3.3 4

15065 The differences in brain stem transcriptional profiling in hypertensive ISIAH and normotensive WAG
rats. BMC Genomics, 2019, 20, 297. 1.2 14

15066 GScluster: network-weighted gene-set clustering analysis. BMC Genomics, 2019, 20, 352. 1.2 12

15067 Muscle Gene Sets: a versatile methodological aid to functional genomics in the neuromuscular field.
Skeletal Muscle, 2019, 9, 10. 1.9 8

15068 Comparative transcriptome analysis reveals potential evolutionary differences in adaptation of
temperature and body shape among four Percidae species. PLoS ONE, 2019, 14, e0215933. 1.1 6

15069 Octopus maya white body show sex-specific transcriptomic profiles during the reproductive phase,
with high differentiation in signaling pathways. PLoS ONE, 2019, 14, e0216982. 1.1 14

15070 Exploring Differential Transcriptome between Jejunal and Cecal Tissue of Broiler Chickens. Animals,
2019, 9, 221. 1.0 6

15071 Genome-Wide Signatures of Selection Detection in Three South China Indigenous Pigs. Genes, 2019, 10,
346. 1.0 29



833

Citation Report

# Article IF Citations

15072 The Role of p38 MAPK in Triacylglycerol Accumulation during Apoptosis. Proteomics, 2019, 19, e1900160. 1.3 6

15073 Caffeine-free hawk tea lowers cholesterol by reducing free cholesterol uptake and the production of
very-low-density lipoprotein. Communications Biology, 2019, 2, 173. 2.0 23

15074 In Vivo-In Vitro Comparative Toxicology of Cadmium Sulphide Quantum Dots in the Model Organism
Saccharomyces cerevisiae. Nanomaterials, 2019, 9, 512. 1.9 10

15075 Optimal subset of signature miRNAs consisting of 7ï¿½miRNAs that can serve as a novel diagnostic and
prognostic predictor for the progression of cervical cancer. Oncology Reports, 2019, 41, 3167-3178. 1.2 8

15076
Global transcriptome analyses reveal that infection with chrysanthemum stunt viroid (CSVd) affects
gene expression profile of chrysanthemum plants, but the genes involved in plant hormone
metabolism and signaling may not be silencing target of CSVd-siRNAs. Plant Gene, 2019, 18, 100181.

1.4 11

15077 Mettl3-mediated mRNA m6A methylation promotes dendritic cell activation. Nature Communications,
2019, 10, 1898. 5.8 325

15078 Assessment of Glyphosate Induced Epigenetic Transgenerational Inheritance of Pathologies and Sperm
Epimutations: Generational Toxicology. Scientific Reports, 2019, 9, 6372. 1.6 143

15079 RNA Sequencing Analyses of Gene Expression during Epstein-Barr Virus Infection of Primary B
Lymphocytes. Journal of Virology, 2019, 93, . 1.5 71

15080 Cross-platform Data Analysis Reveals a Generic Gene Expression Signature for Microsatellite
Instability in Colorectal Cancer. BioMed Research International, 2019, 2019, 1-9. 0.9 10

15081 Identification of significant genes with poor prognosis in ovarian cancer via bioinformatical analysis.
Journal of Ovarian Research, 2019, 12, 35. 1.3 111

15082 DNMT Inhibitors Increase Methylation in the Cancer Genome. Frontiers in Pharmacology, 2019, 10, 385. 1.6 67

15083 Construction and Analysis of miRNA Regulatory Networks. Methods in Molecular Biology, 2019, 1970,
121-167. 0.4 0

15084 Cell Culture Techniques. Neuromethods, 2019, , . 0.2 3

15085 Identification of key genes and pathways for Alzheimerâ€™s disease via combined analysis of genome-wide
expression profiling in the hippocampus. Biophysics Reports, 2019, 5, 98-109. 0.2 30

15086 Adaptive Immune Resistance Emerges from Tumor-Initiating Stem Cells. Cell, 2019, 177, 1172-1186.e14. 13.5 199

15087 In Silico Investigation of the Anti-Tumor Mechanisms of Epigallocatechin-3-Gallate. Molecules, 2019,
24, 1445. 1.7 17

15088 Optimal pathways involved in the treatment of sevoflurane or propofol for patients undergoing
coronary artery bypass graft surgery. Experimental and Therapeutic Medicine, 2019, 17, 3637-3643. 0.8 2

15089 Transcriptome and proteome analysis of steadyâ€•state in a perfusion CHO cell culture process.
Biotechnology and Bioengineering, 2019, 116, 1959-1972. 1.7 11



834

Citation Report

# Article IF Citations

15090 Rats bred for high anxiety exhibit distinct fearâ€•related coping behavior, hippocampal physiology, and
synaptic plasticityâ€•related gene expression. Hippocampus, 2019, 29, 939-956. 0.9 13

15091 Integrating transcriptome-wide association study and mRNA expression profiling identifies novel
genes associated with bone mineral density. Osteoporosis International, 2019, 30, 1521-1528. 1.3 13

15092 Overlapping Activities of Two Neuronal Splicing Factors Switch the GABA Effect from Excitatory to
Inhibitory by Regulating REST. Cell Reports, 2019, 27, 860-871.e8. 2.9 28

15093 Joint bioinformatics analysis of underlying potential functions of hsa-let-7b-5p and core genes in
human glioma. Journal of Translational Medicine, 2019, 17, 129. 1.8 55

15094 Studying alcohol use disorder using Drosophila melanogaster in the era of â€˜Big Dataâ€™. Behavioral and
Brain Functions, 2019, 15, 7. 1.4 20

15095 Bovine Milk Extracellular Vesicles (EVs) Modification Elicits Skeletal Muscle Growth in Rats.
Frontiers in Physiology, 2019, 10, 436. 1.3 24

15096 The N-end rule pathway enzyme Naa10 supports epiblast specification in mouse embryonic stem cells by
modulating FGF/MAPK. In Vitro Cellular and Developmental Biology - Animal, 2019, 55, 355-367. 0.7 0

15097 Transcriptomic analysis reveals differences in the regulation of amino acid metabolism in asexual and
sexual planarians. Scientific Reports, 2019, 9, 6132. 1.6 12

15098
Dyslipidemia and the role of adipose tissue in early pregnancy in the BPH/5 mouse model for
preeclampsia. American Journal of Physiology - Regulatory Integrative and Comparative Physiology,
2019, 317, R49-R58.

0.9 12

15099 tRNA Fragments Show Intertwining with mRNAs of Specific Repeat Content and Have Links to
Disparities. Cancer Research, 2019, 79, 3034-3049. 0.4 72

15100 Molecular Network Analysis of the Urinary Proteome of Alzheimerâ€™s Disease Patients. Dementia and
Geriatric Cognitive Disorders Extra, 2019, 9, 53-65. 0.6 24

15101
CACNA2D3 Enhances the Chemosensitivity of Esophageal Squamous Cell Carcinoma to Cisplatin via
Inducing Ca2+-Mediated Apoptosis and Suppressing PI3K/Akt Pathways. Frontiers in Oncology, 2019, 9,
185.

1.3 20

15102 Transcriptomic analysis of differential gene expression during chick periocular neural crest
differentiation into corneal cells. Developmental Dynamics, 2019, 248, 583-602. 0.8 9

15103 The Alternative Splicing Regulator Nova2 Constrains Vascular Erk Signaling to Limit Specification of
the Lymphatic Lineage. Developmental Cell, 2019, 49, 279-292.e5. 3.1 35

15104
Comparative transcriptome analyses reveal changes of gene expression in fresh and cryopreserved
yellow catfish (Pelteobagrus fulvidraco) sperm and the effects of Cryoprotectant Me2SO.
International Journal of Biological Macromolecules, 2019, 133, 457-465.

3.6 6

15105
Cortical patterning of abnormal morphometric similarity in psychosis is associated with brain
expression of schizophrenia-related genes. Proceedings of the National Academy of Sciences of the
United States of America, 2019, 116, 9604-9609.

3.3 200

15106 Pathway-Based Analysis of the Liver Response to Intravenous Methylprednisolone Administration in
Rats: Acute Versus Chronic Dosing. Gene Regulation and Systems Biology, 2019, 13, 117762501984028. 2.3 6

15107 Effects of Xiaoyaosan on the Hippocampal Gene Expression Profile in Rats Subjected to Chronic
Immobilization Stress. Frontiers in Psychiatry, 2019, 10, 178. 1.3 7



835

Citation Report

# Article IF Citations

15108 Dynamic Adaptive Changes of the Ileum Transposed to the Proximal Small Intestine in Rats. Obesity
Surgery, 2019, 29, 2399-2408. 1.1 6

15109 Potent anti-tumor efficacy of palbociclib in treatment-naÃ¯ve H3.3K27M-mutant diffuse intrinsic pontine
glioma. EBioMedicine, 2019, 43, 171-179. 2.7 23

15110 Maternal high-fat diet exposure during gestation, lactation, or gestation and lactation differentially
affects intestinal morphology and proteome of neonatal mice. Nutrition Research, 2019, 66, 48-60. 1.3 11

15111 Differential modification of the C. elegans proteome in response to acute and chronic gamma
radiation: Link with reproduction decline. Science of the Total Environment, 2019, 676, 767-781. 3.9 27

15112 A microfluidic assay for the quantification of the metastatic propensity of breast cancer specimens.
Nature Biomedical Engineering, 2019, 3, 452-465. 11.6 85

15113 Multi-omics discovery of exome-derived neoantigens in hepatocellular carcinoma. Genome Medicine,
2019, 11, 28. 3.6 107

15114 A pathogenic CtBP1 missense mutation causes altered cofactor binding and transcriptional activity.
Neurogenetics, 2019, 20, 129-143. 0.7 16

15115 Footprint-based functional analysis of multiomic data. Current Opinion in Systems Biology, 2019, 15,
82-90. 1.3 39

15116 Integrative microRNA and gene expression analysis identifies new drug repurposing candidates for
fetal hemoglobin induction in Î²-hemoglobinopathies. Gene, 2019, 706, 77-83. 1.0 6

15117 Drug Resistance-Related Competing Interactions of lncRNA and mRNA across 19 Cancer Types.
Molecular Therapy - Nucleic Acids, 2019, 16, 442-451. 2.3 25

15118 RNA Profiling of the Human and Mouse Spinal Cord Stem Cell Niches Reveals an Embryonic-like
Regionalization with MSX1+ Roof-Plate-Derived Cells. Stem Cell Reports, 2019, 12, 1159-1177. 2.3 39

15119
Quantitative Proteomics of Presynaptic Mitochondria Reveal an Overexpression and Biological
Relevance of Neuronal MitoNEET in Postnatal Brain Development. Developmental Neurobiology, 2019,
79, 370-386.

1.5 13

15120
Integrated analysis of circRNAs and mRNAs expression profile revealed the involvement of
hsa_circ_0007919 in the pathogenesis of ulcerative colitis. Journal of Gastroenterology, 2019, 54,
804-818.

2.3 20

15121 Downregulated UCHL1 Accelerates Gentamicin-Induced Auditory Cell Death via Autophagy. Molecular
Neurobiology, 2019, 56, 7433-7447. 1.9 12

15122 RAP-8 ameliorates liver fibrosis by modulating cell cycle and oxidative stress. Life Sciences, 2019, 229,
200-209. 2.0 13

15123 Comprehensive proteome and phosphoproteome profiling shows negligible influence of RNAlater on
protein abundance and phosphorylation. Clinical Proteomics, 2019, 16, 18. 1.1 6

15124 Impact of inflammatory signaling on radiation biodosimetry: mouse model of inflammatory bowel
disease. BMC Genomics, 2019, 20, 329. 1.2 18

15125 FOXO1 transcription factor plays a key role in T cellâ€”HIV-1 interaction. PLoS Pathogens, 2019, 15,
e1007669. 2.1 23



836

Citation Report

# Article IF Citations

15126 Identification of Candidate Biomarkers for Transplant Rejection from Transcriptome Data: A
Systematic Review. Molecular Diagnosis and Therapy, 2019, 23, 439-458. 1.6 5

15127 Nutrient Sensing by the Intestinal Epithelium Orchestrates Mucosal Antimicrobial Defense via
Translational Control of Hes1. Cell Host and Microbe, 2019, 25, 706-718.e7. 5.1 20

15128 The Chemoattractant Receptor Ebi2 Drives Intranodal Naive CD4+ T Cell Peripheralization to Promote
Effective Adaptive Immunity. Immunity, 2019, 50, 1188-1201.e6. 6.6 80

15129 Efficient Neural Differentiation of hPSCs by Extrinsic Signals Derived from Co-cultured Neural Stem
or Precursor Cells. Molecular Therapy, 2019, 27, 1299-1312. 3.7 4

15130 Progesterone receptor membrane component 1 inhibits tumor necrosis factor alpha induction of gene
expression in neural cells. PLoS ONE, 2019, 14, e0215389. 1.1 10

15131 Astrocyteâ€•toâ€•astrocyte contact and a positive feedback loop of growth factor signaling regulate
astrocyte maturation. Glia, 2019, 67, 1571-1597. 2.5 58

15132
Responses of bladder smooth muscle to the stretch go through extracellular signalâ€•regulated kinase
(ERK)/p90 ribosomal S6 protein kinase (p90RSK)/Nuclear factorâ€•ÎºB (NFâ€•ÎºB) Pathway. Neurourology and
Urodynamics, 2019, 38, 1504-1516.

0.8 6

15133 Branched-chain amino acids impact health and lifespan indirectly via amino acid balance and appetite
control. Nature Metabolism, 2019, 1, 532-545. 5.1 207

15134 Topological and functional comparison of community detection algorithms in biological networks.
BMC Bioinformatics, 2019, 20, 212. 1.2 41

15135 Transcriptome analysis of egg viability in rainbow trout, Oncorhynchus mykiss. BMC Genomics, 2019,
20, 319. 1.2 15

15136 661W Photoreceptor Cell Line as a Cell Model for Studying Retinal Ciliopathies. Frontiers in Genetics,
2019, 10, 308. 1.1 37

15137 A Panel of 12-lncRNA Signature Predicts Survival of Pancreatic Adenocarcinoma. Journal of Cancer,
2019, 10, 1550-1559. 1.2 18

15138 Mutational landscape of penile squamous cell carcinoma in a Chinese population. International
Journal of Cancer, 2019, 145, 1280-1289. 2.3 28

15139 A 3D Atlas of Hematopoietic Stem and Progenitor Cell Expansion by Multi-dimensional RNA-Seq
Analysis. Cell Reports, 2019, 27, 1567-1578.e5. 2.9 45

15140 Genomeâ€•wide association study identified genes in the response to <i>Salmonella pullorum</i>
infection in chickens. Animal Genetics, 2019, 50, 403-406. 0.6 1

15141 Dynamic Transcriptome Analysis Reveals Potential Long Non-coding RNAs Governing Postnatal Pineal
Development in Pig. Frontiers in Genetics, 2019, 10, 409. 1.1 17

15142 Integrative analyses of key genes and regulatory elements in fluorideâ€•affected osteosarcoma. Journal
of Cellular Biochemistry, 2019, 120, 15397-15409. 1.2 6

15143 Differential expression and bioinformatics analysis of circRNA in osteosarcoma. Bioscience Reports,
2019, 39, . 1.1 39



837

Citation Report

# Article IF Citations

15144 Osseointegration effect of biomimetic intrafibrillarly mineralized collagen applied simultaneously
with titanium implant: A pilot in vivo study. Clinical Oral Implants Research, 2019, 30, 637-648. 1.9 10

15145 Metabolomic and Transcriptional Analyses Reveal Atmospheric Oxygen During Human Induced
Pluripotent Stem Cell Generation Impairs Metabolic Reprogramming. Stem Cells, 2019, 37, 1042-1056. 1.4 18

15146 Genes with High Network Connectivity Are Enriched for Disease Heritability. American Journal of
Human Genetics, 2019, 104, 896-913. 2.6 46

15147 Overexpression of ASPM, CDC20, and TTK Confer a Poorer Prognosis in Breast Cancer Identified by
Gene Co-expression Network Analysis. Frontiers in Oncology, 2019, 9, 310. 1.3 56

15148 Mutational spectrum and associations with clinical features in patients with acute myeloid leukaemia
based on nextâ€‘generation sequencing. Molecular Medicine Reports, 2019, 19, 4147-4158. 1.1 4

15149 Data showing atherosclerosis-associated differentially methylated regions are often at enhancers.
Data in Brief, 2019, 23, 103812. 0.5 9

15150 Comparative transcriptome analysis of human conjunctiva between normal and conjunctivochalasis
persons by RNA sequencing. Experimental Eye Research, 2019, 184, 38-47. 1.2 15

15151 SNP and indel frequencies at transcription start sites and at canonical and alternative translation
initiation sites in the human genome. PLoS ONE, 2019, 14, e0214816. 1.1 24

15152 In silico Analyses of Skin and Peripheral Blood Transcriptional Data in Cutaneous Lupus Reveals
CCR2-A Novel Potential Therapeutic Target. Frontiers in Immunology, 2019, 10, 640. 2.2 7

15153
Transcriptome and Proteome Profiling of Neural Induced Pluripotent Stem Cells from Individuals
with Down Syndrome Disclose Dynamic Dysregulations of Key Pathways and Cellular Functions.
Molecular Neurobiology, 2019, 56, 7113-7127.

1.9 36

15154 lncRNA Spehd Regulates Hematopoietic Stem and Progenitor Cells and Is Required for Multilineage
Differentiation. Cell Reports, 2019, 27, 719-729.e6. 2.9 27

15155 Female novelty and male status dynamically modulate ejaculate expenditure and seminal fluid
proteome over successive matings in red junglefowl. Scientific Reports, 2019, 9, 5852. 1.6 10

15156 Inheritance patterns of the transcriptome in hybrid chickens and their parents revealed by expression
analysis. Scientific Reports, 2019, 9, 5750. 1.6 31

15157 Adaptively Weighted and Robust Mathematical Programming for the Discovery of Driver Gene Sets in
Cancers. Scientific Reports, 2019, 9, 5959. 1.6 6

15158 Abnormalities in endothelial form of nitric oxide synthase is pathogenic in limited cutaneous systemic
sclerosis. Journal of Cosmetic Dermatology, 2019, 18, 1938-1946. 0.8 0

15159
A Network Pharmacology Study on the Active Ingredients and Potential Targets of<i>Tripterygium
wilfordii</i>Hook for Treatment of Rheumatoid Arthritis. Evidence-based Complementary and
Alternative Medicine, 2019, 2019, 1-15.

0.5 21

15160 Expressional Profiling of Carpet Glia in the Developing Drosophila Eye Reveals Its Molecular
Signature of Morphology Regulators. Frontiers in Neuroscience, 2019, 13, 244. 1.4 8

15161 Long noncoding RNA <i>HOXAâ€•AS2</i> regulates the expression of <i>SCN3A</i> by sponging
<i>miRâ€•106a</i> in breast cancer. Journal of Cellular Biochemistry, 2019, 120, 14465-14475. 1.2 29



838

Citation Report

# Article IF Citations

15162 Synthesis of andrographolide analogues and their neuroprotection and neurite
outgrowth-promoting activities. Bioorganic and Medicinal Chemistry, 2019, 27, 2209-2219. 1.4 18

15163 The Influenza A Virus Endoribonuclease PA-X Usurps Host mRNA Processing Machinery to Limit Host
Gene Expression. Cell Reports, 2019, 27, 776-792.e7. 2.9 76

15164 Oxidative stress: One potential factor for arsenite-induced increase of N6-methyladenosine in human
keratinocytes. Environmental Toxicology and Pharmacology, 2019, 69, 95-103. 2.0 51

15165
Broad domains of histone 3 lysine 4 trimethylation are associated with transcriptional activation in
CA1 neurons of the hippocampus during memory formation. Neurobiology of Learning and Memory,
2019, 161, 149-157.

1.0 24

15166 Biomarkers of post-discharge mortality among children with complicated severe acute malnutrition.
Scientific Reports, 2019, 9, 5981. 1.6 50

15167 Comparison of multi-tissue aging between human and mouse. Scientific Reports, 2019, 9, 6220. 1.6 15

15168 Single cell RNA-sequencing identified Dec2 as a suppressive factor for spermatogonial differentiation
by inhibiting Sohlh1 expression. Scientific Reports, 2019, 9, 6063. 1.6 7

15169 Quantitative proteomic analysis of prostate tissue specimens identifies deregulated protein complexes
in primary prostate cancer. Clinical Proteomics, 2019, 16, 15. 1.1 15

15170 Highly efficient hypothesis testing methods for regression-type tests with correlated observations
and heterogeneous variance structure. BMC Bioinformatics, 2019, 20, 185. 1.2 3

15171 Effect of paleopolyploidy and allopolyploidy on gene expression in banana. BMC Genomics, 2019, 20,
244. 1.2 22

15172 Regulation of alternative splicing by p300-mediated acetylation of splicing factors. Rna, 2019, 25,
813-824. 1.6 31

15173 Hepatic DNA methylation and expression profiles under prenatal restricted diet in three generations
of female rat fetuses. PLoS ONE, 2019, 14, e0215471. 1.1 5

15174 Simultaneous Interrogation of Cancer Omics to Identify Subtypes With Significant Clinical
Differences. Frontiers in Genetics, 2019, 10, 236. 1.1 51

15175 Bovine Embryo-Secreted microRNA-30c Is a Potential Non-invasive Biomarker for Hampered
Preimplantation Developmental Competence. Frontiers in Genetics, 2019, 10, 315. 1.1 29

15176 Transcriptome-wide Mapping of Internal N7-Methylguanosine Methylome in Mammalian mRNA.
Molecular Cell, 2019, 74, 1304-1316.e8. 4.5 276

15177 RUNX3 regulates cell cycle-dependent chromatin dynamics by functioning as a pioneer factor of the
restriction-point. Nature Communications, 2019, 10, 1897. 5.8 42

15178 Gene co-expression networks contributing to the expression of compensatory growth in
metabolically active tissues in cattle. Scientific Reports, 2019, 9, 6093. 1.6 10

15179 Enhanced early-life nutrition upregulates cholesterol biosynthetic gene expression and Sertoli cell
maturation in testes of pre-pubertal Holstein bulls. Scientific Reports, 2019, 9, 6448. 1.6 12



839

Citation Report

# Article IF Citations

15180 2,3,7,8-Tetrachlorodibenzo-p-dioxin abolishes circadian regulation of hepatic metabolic activity in
mice. Scientific Reports, 2019, 9, 6514. 1.6 37

15181 Family quarrels in seeds and rapid adaptive evolution in <i>Arabidopsis</i>. Proceedings of the
National Academy of Sciences of the United States of America, 2019, 116, 9463-9468. 3.3 20

15182 The prognostic value of toll-like receptor5 and programmed cell death-ligand1 in patients with
peripheral T-cell non-Hodgkin lymphoma. Leukemia and Lymphoma, 2019, 60, 2646-2657. 0.6 5

15183 Identification of Potential Biomarkers in Glioblastoma through Bioinformatic Analysis and Evaluating
Their Prognostic Value. BioMed Research International, 2019, 2019, 1-13. 0.9 43

15184 A niche-dependent myeloid transcriptome signature defines dormant myeloma cells. Blood, 2019, 134,
30-43. 0.6 99

15185 Chemotherapy-induced oral mucositis is associated with detrimental bacterial dysbiosis. Microbiome,
2019, 7, 66. 4.9 140

15186 Selection signatures in four German warmblood horse breeds: Tracing breeding history in the
modern sport horse. PLoS ONE, 2019, 14, e0215913. 1.1 41

15187 Folding Status Is Determinant over Traffic-Competence in Defining CFTR Interactors in the
Endoplasmic Reticulum. Cells, 2019, 8, 353. 1.8 21

15188 Cryopreservation Differentially Alters the Proteome of Epididymal and Ejaculated Pig Spermatozoa.
International Journal of Molecular Sciences, 2019, 20, 1791. 1.8 29

15189 Analysis of a nanoparticleâ€‘enriched fraction of plasma reveals miRNA candidates for Down syndrome
pathogenesis. International Journal of Molecular Medicine, 2019, 43, 2303-2318. 1.8 16

15190 A Novel Open Access Web Portal for Integrating Mechanistic and Toxicogenomic Study Results.
Toxicological Sciences, 2019, 170, 296-309. 1.4 13

15191 Roles of Type 1, 2, and 3 Innate Lymphoid Cells in Herpes Simplex Virus 1 Infection<i>In Vitro</i>and<i>In
Vivo</i>. Journal of Virology, 2019, 93, . 1.5 14

15192 Analysis of pharmacological mechanisms and targets mining of Wuzi-Yanzong-Wan for treating
non-obstructive oligoasthenospermia. Biomedicine and Pharmacotherapy, 2019, 115, 108898. 2.5 9

15193 Differentially expressed circulating miRNAs in postmenopausal osteoporosis: a meta-analysis.
Bioscience Reports, 2019, 39, . 1.1 23

15194 Centriolar satellites are required for efficient ciliogenesis and ciliary content regulation. EMBO
Reports, 2019, 20, . 2.0 68

15195 Transcriptome Alterations in Liver Metastases of Colorectal Cancer After Acquired Resistance to
Cetuximab. Cancer Genomics and Proteomics, 2019, 16, 207-219. 1.0 13

15196
Macrophages Infected by a Pathogen and a Non-pathogen Spotted Fever Group Rickettsia Reveal
Differential Reprogramming Signatures Early in Infection. Frontiers in Cellular and Infection
Microbiology, 2019, 9, 97.

1.8 24

15197 Inhibition of protein disulfide isomerase in glioblastoma causes marked downregulation of DNA
repair and DNA damage response genes. Theranostics, 2019, 9, 2282-2298. 4.6 35



840

Citation Report

# Article IF Citations

15198
Integrative analysis of transcriptomeâ€•wide association study data and messenger RNA expression
profiles identified candidate genes and pathways for inflammatory bowel disease. Journal of Cellular
Biochemistry, 2019, 120, 14831-14837.

1.2 10

15199 NR4A3 fusion proteins trigger an axon guidance switch that marks the difference between EWSR1 and
TAF15 translocated extraskeletal myxoid chondrosarcomas. Journal of Pathology, 2019, 249, 90-101. 2.1 27

15200
RNA-seq analysis of LPS-induced transcriptional changes and its possible implications for the adrenal
gland dysregulation during sepsis. Journal of Steroid Biochemistry and Molecular Biology, 2019, 191,
105360.

1.2 14

15201 JUND regulates pancreatic Î² cell survival during metabolic stress. Molecular Metabolism, 2019, 25,
95-106. 3.0 28

15202 MicroRNA-550a is associated with muscle system conferring poorer survival for esophageal cancer.
Bioscience Reports, 2019, 39, . 1.1 3

15203 Pilot study of DNA methylation, molecular aging markers and measures of health and well-being in
aging. Translational Psychiatry, 2019, 9, 118. 2.4 22

15204 Capturing site-specific heterogeneity with large-scale N-glycoproteome analysis. Nature
Communications, 2019, 10, 1311. 5.8 180

15205 Gene expression classification of lung adenocarcinoma into molecular subtypes. IEEE/ACM
Transactions on Computational Biology and Bioinformatics, 2019, 17, 1-1. 1.9 25

15206 Characterization of porcine extraembryonic endoderm cells. Cell Proliferation, 2019, 52, e12591. 2.4 14

15207 <i>Pseudomonas savastanoi</i> Two-Component System RhpRS Switches between Virulence and
Metabolism by Tuning Phosphorylation State and Sensing Nutritional Conditions. MBio, 2019, 10, . 1.8 26

15208 Identification of EGFR as a Novel Key Gene in Clear Cell Renal Cell Carcinoma (ccRCC) through
Bioinformatics Analysis and Meta-Analysis. BioMed Research International, 2019, 2019, 1-14. 0.9 14

15209 Fecal metatranscriptomics of macaques with idiopathic chronic diarrhea reveals altered mucin
degradation and fucose utilization. Microbiome, 2019, 7, 41. 4.9 30

15210 Nuclear actin interactome analysis links actin to KAT14 histone acetyl transferase and mRNA splicing.
Journal of Cell Science, 2019, 132, . 1.2 38

15211 Transcriptomic Analysis of Porcine Endometrium during Implantation after In Vitro Stimulation by
Adiponectin. International Journal of Molecular Sciences, 2019, 20, 1335. 1.8 14

15212 Systematic investigation of the mechanism of <i>Cichorium glandulosum</i> on type 2 diabetes
mellitus accompanied with non-alcoholic fatty liver rats. Food and Function, 2019, 10, 2450-2460. 2.1 13

15213 Identification of potential biomarkers related to glioma survival by gene expression profile analysis.
BMC Medical Genomics, 2019, 11, 34. 0.7 49

15214 Combining Rapid Data Independent Acquisition and CRISPR Gene Deletion for Studying Potential
Protein Functions: A Case of HMGN1. Proteomics, 2019, 19, e1800438. 1.3 31

15215 Clinical significance of LOXL4 expression and features of LOXL4-associated proteinâ€“protein
interaction network in esophageal squamous cell carcinoma. Amino Acids, 2019, 51, 813-828. 1.2 9



841

Citation Report

# Article IF Citations

15216
A Metabonomics Investigation into the Therapeutic Effects of BuChang NaoXinTong Capsules on
Reversing the Amino Acid-Protein Interaction Network of Cerebral Ischemia. Oxidative Medicine and
Cellular Longevity, 2019, 2019, 1-14.

1.9 16

15217 Hypoxia-Regulated miRNAs in Human Mesenchymal Stem Cells: Exploring the Regulatory Effects in
Ischemic Disorders. International Journal of Molecular Sciences, 2019, 20, 1340. 1.8 2

15218 Host-directed kinase inhibitors act as novel therapies against intracellular Staphylococcus aureus.
Scientific Reports, 2019, 9, 4876. 1.6 20

15219 Comparative sequence analysis of patient-matched primary colorectal cancer, metastatic, and
recurrent metastatic tumors after adjuvant FOLFOX chemotherapy. BMC Cancer, 2019, 19, 255. 1.1 16

15220 Analyzing the 3D chromatin organization coordinating with gene expression regulation in B-cell
lymphoma. BMC Medical Genomics, 2019, 11, 127. 0.7 13

15221
Evolutionary and functional implications of 3â€² untranslated region length of mRNAs by comprehensive
investigation among four taxonomically diverse metazoan species. Genes and Genomics, 2019, 41,
747-755.

0.5 9

15222 Discovery of therapeutic agents for prostate cancer using genome-scale metabolic modeling and drug
repositioning. EBioMedicine, 2019, 42, 386-396. 2.7 69

15223 High expression of CDK1 and BUB1 predicts poor prognosis of pancreatic ductal adenocarcinoma.
Gene, 2019, 701, 15-22. 1.0 90

15224 HSB-1 Inhibition and HSF-1 Overexpression Trigger Overlapping Transcriptional Changes To Promote
Longevity in <i>Caenorhabditis elegans</i>. G3: Genes, Genomes, Genetics, 2019, 9, 1679-1692. 0.8 21

15225 Gene expression profiles of gill provide insights into the aerial respiration capacity of the Chinese
mitten crab, Eriocheir sinensis. Aquaculture, 2019, 506, 148-153. 1.7 8

15226 Mass spectrometry-based proteome profiling of extracellular vesicles and their roles in cancer
biology. Experimental and Molecular Medicine, 2019, 51, 1-10. 3.2 96

15227 A Systems Vaccinology Approach Reveals the Mechanisms of Immunogenic Responses to Hantavax
Vaccination in Humans. Scientific Reports, 2019, 9, 4760. 1.6 23

15228 Epigenome-wide association study reveals methylation pathways associated with childhood allergic
sensitization. Epigenetics, 2019, 14, 445-466. 1.3 43

15229 RIBOi: a database for ribosome-interacting proteins. Acta Biochimica Et Biophysica Sinica, 2019, 51,
441-443. 0.9 1

15230 Glucocorticoid Receptorâ€•Binding and Transcriptome Signature in Cardiomyocytes. Journal of the
American Heart Association, 2019, 8, e011484. 1.6 42

15231 Quantification and discovery of sequence determinants of proteinâ€•perâ€•mRNA amount inÂ 29Â human
tissues. Molecular Systems Biology, 2019, 15, e8513. 3.2 63

15232 &lt;p&gt;KIF15 promotes bladder cancer proliferation via the MEK&amp;ndash;ERK signaling
pathway&lt;/p&gt;. Cancer Management and Research, 2019, Volume 11, 1857-1868. 0.9 22

15233
<i>NUTM1</i> is a recurrent fusion gene partner in B-cell precursor acute lymphoblastic leukemia
associated with increased expression of genes on chromosome band 10p12.31-12.2. Haematologica, 2019,
104, e455-e459.

1.7 41



842

Citation Report

# Article IF Citations

15234 Multi-dimensional Transcriptional Remodeling by Physiological Insulin InÂ Vivo. Cell Reports, 2019, 26,
3429-3443.e3. 2.9 62

15235 Drosophila Histone Demethylase KDM5 Regulates Social Behavior through Immune Control and Gut
Microbiota Maintenance. Cell Host and Microbe, 2019, 25, 537-552.e8. 5.1 125

15236 Time-dependent transcriptomic responses of Daphnia magna exposed to metabolic disruptors that
enhanced storage lipid accumulation.. Environmental Pollution, 2019, 249, 99-108. 3.7 17

15237 Integrated transcriptome and in vitro analysis revealed anti-proliferative effect of citral in human
stomach cancer through apoptosis. Scientific Reports, 2019, 9, 4883. 1.6 12

15238 Dynamic analysis of proteomic alterations in response to Nâ€•linked glycosylation inhibition in a
drugâ€•resistant ovarian carcinoma cell line. FEBS Journal, 2019, 286, 1594-1605. 2.2 7

15239 Identification of Important Effector Proteins in the FOXJ1 Transcriptional Network Associated With
Ciliogenesis and Ciliary Function. Frontiers in Genetics, 2019, 10, 23. 1.1 28

15240 High-Throughput Proteomics Identifies Proteins With Importance to Postantibiotic Recovery in
Depolarized Persister Cells. Frontiers in Microbiology, 2019, 10, 378. 1.5 22

15241 ATP synthase is required for male fertility and germ cell maturation in Drosophila testes. Molecular
Medicine Reports, 2019, 19, 1561-1570. 1.1 10

15242 Oncogenic and Nonâ€•Malignant Pancreatic Exosome Cargo Reveal Distinct Expression of Oncogenic and
Prognostic Factors Involved in Tumor Invasion and Metastasis. Proteomics, 2019, 19, e1800158. 1.3 51

15243 A new chromatographic approach to analyze methylproteome with enhanced lysine methylation
identification performance. Analytica Chimica Acta, 2019, 1068, 111-119. 2.6 13

15244 Transcriptomic analysis of Anabas testudineus and its defensive mechanisms in response to persistent
organic pollutants exposure. Science of the Total Environment, 2019, 669, 621-630. 3.9 11

15245 Human iPSC-derived MSCs (iMSCs) from aged individuals acquire a rejuvenation signature. Stem Cell
Research and Therapy, 2019, 10, 100. 2.4 90

15246 An Increase in Membrane Cholesterol by Graphene Oxide Disrupts Calcium Homeostasis in Primary
Astrocytes. Small, 2019, 15, e1900147. 5.2 37

15247 Compendium of synovial signatures identifies pathologic characteristics for predicting treatment
response in rheumatoid arthritis patients. Clinical Immunology, 2019, 202, 1-10. 1.4 21

15248 Establishment of a human embryonic stem cell-based liver differentiation model for hepatotoxicity
evaluations. Ecotoxicology and Environmental Safety, 2019, 174, 353-362. 2.9 17

15249 Identification of a Robust Methylation Classifier for Cutaneous Melanoma Diagnosis. Journal of
Investigative Dermatology, 2019, 139, 1349-1361. 0.3 23

15250 The whole transcriptome and proteome changes in the early stage of myocardial infarction. Cell
Death Discovery, 2019, 5, 73. 2.0 28

15251 Talin-mediated force transmission and talin rod domain unfolding independently regulate adhesion
signaling. Journal of Cell Science, 2019, 132, . 1.2 38



843

Citation Report

# Article IF Citations

15252 Differential Transcriptome Responses to Aflatoxin B1 in the Cecal Tonsil of Susceptible and Resistant
Turkeys. Toxins, 2019, 11, 55. 1.5 10

15253 Single-Cell RNA-Seq Reveals Cellular Heterogeneity of Pluripotency Transition and X Chromosome
Dynamics during Early Mouse Development. Cell Reports, 2019, 26, 2593-2607.e3. 2.9 102

15254 Genomic and transcriptomic analysis of a coniferyl aldehyde-resistant <i>Saccharomyces
cerevisiae</i> strain obtained by evolutionary engineering. FEMS Yeast Research, 2019, 19, . 1.1 32

15255
Identifying Lineage-Specific Targets of Natural Selection by a Bayesian Analysis of Genomic
Polymorphisms and Divergence from Multiple Species. Molecular Biology and Evolution, 2019, 36,
1302-1315.

3.5 21

15256 Chromatin capture links the metabolic enzyme AHCY to stem cell proliferation. Science Advances, 2019,
5, eaav2448. 4.7 38

15257 Transcriptomic analysis of different tissue layers in antler growth Center in Sika Deer (Cervus) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 542 Td (nippon). BMC Genomics, 2019, 20, 173.1.2 29

15258
Full high-throughput sequencing analysis of differences in expression profiles of long noncoding
RNAs and their mechanisms of action in systemic lupus erythematosus. Arthritis Research and Therapy,
2019, 21, 70.

1.6 35

15259 Anesthesia may alter mRNA expression of certain wound healing-associated genes in dermal wound
environment of the rats. Molecular Biology Reports, 2019, 46, 2819-2827. 1.0 1

15260 CDK7 inhibition as a promising therapeutic strategy for lung squamous cell carcinomas with a SOX2
amplification. Cellular Oncology (Dordrecht), 2019, 42, 449-458. 2.1 13

15261 Human Pluripotent Stem Cell-Derived Tumor Model Uncovers the Embryonic Stem Cell Signature as a
Key Driver in Atypical Teratoid/Rhabdoid Tumor. Cell Reports, 2019, 26, 2608-2621.e6. 2.9 29

15262 High-resolution population structure and runs of homozygosity reveal the genetic architecture of
complex traits in the Lipizzan horse. BMC Genomics, 2019, 20, 174. 1.2 29

15263
Inflammatory, regulatory, and autophagy co-expression modules and hub genes underlie the
peripheral immune response to human intracerebral hemorrhage. Journal of Neuroinflammation, 2019,
16, 56.

3.1 51

15264 Reconstruction and Functional Annotation of P311 Proteinâ€“Protein Interaction Network Reveals Its
New Functions. Frontiers in Genetics, 2019, 10, 109. 1.1 6

15265
Comprehensive Analysis of Differentially Expressed mRNA, lncRNA and circRNA and Their ceRNA
Networks in the Longissimus Dorsi Muscle of Two Different Pig Breeds. International Journal of
Molecular Sciences, 2019, 20, 1107.

1.8 89

15266 Quantitative proteomic analysis of dermal papilla from male androgenetic alopecia comparing before
and after treatment with lowâ€•level laser therapy. Lasers in Surgery and Medicine, 2019, 51, 600-608. 1.1 18

15267 Engraftment and proliferation potential of embryonic lung tissue cells in irradiated mice with
emphysema. Scientific Reports, 2019, 9, 3657. 1.6 7

15268 Density of Ïƒ70 promoter-like sites in the intergenic regions dictates the redistribution of RNA
polymerase during osmotic stress in Escherichia coli. Nucleic Acids Research, 2019, 47, 3970-3985. 6.5 7

15269 Quantitative Proteomic Analysis Reveals Unfolded-Protein Response Involved in Severe Fever with
Thrombocytopenia Syndrome Virus Infection. Journal of Virology, 2019, 93, . 1.5 24



844

Citation Report

# Article IF Citations

15270 Computational fluid dynamic analysis of physical forces playing a role in brain organoid cultures in
two different multiplex platforms. BMC Developmental Biology, 2019, 19, 3. 2.1 31

15271 Combined Casein Kinase II inhibition and epigenetic modulation in acute B-lymphoblastic leukemia. BMC
Cancer, 2019, 19, 202. 1.1 20

15272 A balanced game: chicken macrophage response to ALV-J infection. Veterinary Research, 2019, 50, 20. 1.1 23

15273 Gene expression profiling meta-analysis reveals novel gene signatures and pathways shared between
tuberculosis and rheumatoid arthritis. PLoS ONE, 2019, 14, e0213470. 1.1 21

15274 Microarray gene expression profiling and bioinformatics analysis reveal key differentially expressed
genes in clival and sacral chordoma cell lines. Neurological Research, 2019, 41, 554-561. 0.6 2

15275 Podocyte-specific expression of Cre recombinase promotes glomerular basement membrane
thickening. American Journal of Physiology - Renal Physiology, 2019, 316, F1026-F1040. 1.3 17

15276 Population genomics of rapid evolution in natural populations: polygenic selection in response to
power station thermal effluents. BMC Evolutionary Biology, 2019, 19, 61. 3.2 67

15277 An update to database TraVA: organ-specific cold stress response in Arabidopsis thaliana. BMC Plant
Biology, 2019, 19, 49. 1.6 14

15278 Identification of novel candidate indicators for assessing zinc status during pregnancy in mice from
microarray data. BMC Pharmacology &amp; Toxicology, 2019, 20, 12. 1.0 1

15279 Time-dependent Pax3-mediated chromatin remodeling and cooperation with Six4 and Tead2 specify the
skeletal myogenic lineage in developing mesoderm. PLoS Biology, 2019, 17, e3000153. 2.6 23

15280 The temporal profile of activity-dependent presynaptic phospho-signalling reveals long-lasting
patterns of poststimulus regulation. PLoS Biology, 2019, 17, e3000170. 2.6 29

15281 Mutation in DDM1 inhibits the homology directed repair of double strand breaks. PLoS ONE, 2019, 14,
e0211878. 1.1 13

15282 Lenvatinib plus anti-PD-1 antibody combination treatment activates CD8+ T cells through reduction of
tumor-associated macrophage and activation of the interferon pathway. PLoS ONE, 2019, 14, e0212513. 1.1 294

15283 Interleukin 21 collaborates with interferon-Î³ for the optimal expression of interferon-stimulated
genes and enhances protection against enteric microbial infection. PLoS Pathogens, 2019, 15, e1007614. 2.1 10

15284 Molecular Processes and Hub Genes of Acropora Palmata in Response to Thermal Stress And
Bleaching. Journal of Coastal Research, 2019, 35, 26. 0.1 1

15285 Genome-Wide Association Study for Milk Protein Composition Traits in a Chinese Holstein Population
Using a Single-Step Approach. Frontiers in Genetics, 2019, 10, 72. 1.1 55

15286 Urinary Proteomics Profiles Are Useful for Detection of Cancer Biomarkers and Changes Induced by
Therapeutic Procedures. Molecules, 2019, 24, 794. 1.7 25

15287
Bioinformatic analysis of nextâ€‘generation sequencing data to identify dysregulated genes in
fibroblasts of idiopathic pulmonary fibrosis. International Journal of Molecular Medicine, 2019, 43,
1643-1656.

1.8 12



845

Citation Report

# Article IF Citations

15288 Identification of biomarkers associated with the recurrence of osteosarcoma using ceRNA regulatory
network analysis. International Journal of Molecular Medicine, 2019, 43, 1723-1733. 1.8 23

15289 RNA sequencing discloses the genomeâ€‘wide profile of long noncoding RNAs in dilated cardiomyopathy.
Molecular Medicine Reports, 2019, 19, 2569-2580. 1.1 8

15290 Molecular mechanism of tripleâ€‘negative breast cancerâ€‘associated BRCA1 and the identification of
signaling pathways. Oncology Letters, 2019, 17, 2905-2914. 0.8 22

15291 Identification of key lncRNAs contributing to diabetic nephropathy by gene co-expression network
analysis. Scientific Reports, 2019, 9, 3328. 1.6 19

15292 Identification of a natural beige adipose depot in mice. Journal of Biological Chemistry, 2019, 294,
6751-6761. 1.6 18

15293 Spatiotemporal Changes of the Phagosomal Proteome in Dendritic Cells in Response to LPS
Stimulation*. Molecular and Cellular Proteomics, 2019, 18, 909a-922. 2.5 19

15294 Acute Weight Loss Restores Dysregulated Circulating MicroRNAs in Individuals Who Are Obese.
Journal of Clinical Endocrinology and Metabolism, 2019, 104, 1239-1248. 1.8 29

15295 Comprehensive analysis of a ceRNA network reveals potential prognostic cytoplasmic lncRNAs
involved in HCC progression. Journal of Cellular Physiology, 2019, 234, 18837-18848. 2.0 103

15296 Interaction of Discoidin Domain Receptor 1 with a 14-3-3-Beclin-1-Akt1 Complex Modulates Glioblastoma
Therapy Sensitivity. Cell Reports, 2019, 26, 3672-3683.e7. 2.9 48

15297 Transcriptomic Analysis of Single Isolated Myofibers Identifies miR-27a-3p and miR-142-3p as Regulators
of Metabolism in Skeletal Muscle. Cell Reports, 2019, 26, 3784-3797.e8. 2.9 55

15298 A threonyl-tRNA synthetase-mediated translation initiation machinery. Nature Communications, 2019,
10, 1357. 5.8 52

15299 Immune signature drives leukemia escape and relapse after hematopoietic cell transplantation. Nature
Medicine, 2019, 25, 603-611. 15.2 253

15300
Extensive epigenetic and transcriptomic variability between genetically identical human
B-lymphoblastoid cells with implications in pharmacogenomics research. Scientific Reports, 2019, 9,
4889.

1.6 18

15301 Identification and characterization of the lncRNA signature associated with overall survival in
patients with neuroblastoma. Scientific Reports, 2019, 9, 5125. 1.6 24

15302
Cellular senescence in progenitor cells contributes to diminished remyelination potential in
progressive multiple sclerosis. Proceedings of the National Academy of Sciences of the United States
of America, 2019, 116, 9030-9039.

3.3 161

15303
Proteomics and phosphoproteomics study of LCMT1 overexpression and oxidative stress:
overexpression of LCMT1 arrests H<sub>2</sub>O<sub>2</sub>-induced lose of cells viability. Redox
Report, 2019, 24, 1-9.

1.4 12

15304 Matrix Metalloproteinase-9-Dependent Release of IL-1<i>Î²</i>by Human Eosinophils. Mediators of
Inflammation, 2019, 2019, 1-11. 1.4 22

15305 Integrative Bioinformatics Analysis Reveals Potential Gene Biomarkers and Analysis of Function in
Human Degenerative Disc Annulus Fibrosus Cells. BioMed Research International, 2019, 2019, 1-8. 0.9 8



846

Citation Report

# Article IF Citations

15306 RNA-sequencing in ophthalmology research: considerations for experimental design and analysis.
Therapeutic Advances in Ophthalmology, 2019, 11, 251584141983546. 0.8 6

15307 Associations Between Behavioral Effects of Bisphenol A and DNA Methylation in Zebrafish Embryos.
Frontiers in Genetics, 2019, 10, 184. 1.1 49

15308 Identification of Long Non-coding and Messenger RNAs Differentially Expressed Between Primary and
Metastatic Melanoma. Frontiers in Genetics, 2019, 10, 292. 1.1 20

15309 Caught in a Trap? Proteomic Analysis of Neutrophil Extracellular Traps in Rheumatoid Arthritis and
Systemic Lupus Erythematosus. Frontiers in Immunology, 2019, 10, 423. 2.2 136

15310
Genome-scale integrated analysis to identify prospective molecular mechanisms and therapeutic
targets in isocitrate dehydrogenase 2 R140Q-mutated acute myeloid leukemia. Oncology Reports, 2019,
41, 2876-2888.

1.2 4

15311 Essentials of Bioinformatics, Volume I. , 2019, , . 8

15312 Human Tumor-Associated Macrophage and Monocyte Transcriptional Landscapes Reveal
Cancer-Specific Reprogramming, Biomarkers, and Therapeutic Targets. Cancer Cell, 2019, 35, 588-602.e10. 7.7 636

15313 An integrated whole genome analysis of Mycobacterium tuberculosis reveals insights into
relationship between its genome, transcriptome and methylome. Scientific Reports, 2019, 9, 5204. 1.6 26

15314 Gene Expression-Based Predictive Markers for Paclitaxel Treatment in ER+ and ERâˆ’ Breast Cancer.
Frontiers in Genetics, 2019, 10, 156. 1.1 7

15315
The polysaccharide from the roots of Actinidia eriantha activates RAW264.7 macrophages via
regulating microRNA expression. International Journal of Biological Macromolecules, 2019, 132,
203-212.

3.6 19

15316 Genetic loci for alcohol-related life events and substance-induced affective symptoms: indexing the
â€œdark sideâ€• of addiction. Translational Psychiatry, 2019, 9, 71. 2.4 19

15317
Network Pharmacology and Bioinformatics Approach Reveals the Therapeutic Mechanism of Action of
Baicalein in Hepatocellular Carcinoma. Evidence-based Complementary and Alternative Medicine, 2019,
2019, 1-15.

0.5 37

15318 Identification of co-expression modules and pathways correlated with osteosarcoma and its
metastasis. World Journal of Surgical Oncology, 2019, 17, 46. 0.8 12

15319 Characterisation and validation of Mel38; A multi-tissue microRNA signature of cutaneous melanoma.
PLoS ONE, 2019, 14, e0211504. 1.1 6

15320 CD99 Expression in Glioblastoma Molecular Subtypes and Role in Migration and Invasion.
International Journal of Molecular Sciences, 2019, 20, 1137. 1.8 16

15321 The metabolic network coherence of human transcriptomes is associated with genetic variation at
the cadherin 18 locus. Human Genetics, 2019, 138, 375-388. 1.8 6

15322 The genome-wide landscape of small insertion and deletion mutations in Monopterus albus. Journal
of Genetics and Genomics, 2019, 46, 75-86. 1.7 2

15323 Etv6 activates vegfa expression through positive and negative transcriptional regulatory networks in
Xenopus embryos. Nature Communications, 2019, 10, 1083. 5.8 12



847

Citation Report

# Article IF Citations

15324 Hydra vulgaris exhibits day-night variation in behavior and gene expression levels. Zoological Letters,
2019, 5, 10. 0.7 14

15325 Insights into the antineoplastic mechanism of <i><b>Chelidonium majus</b></i> via systems
pharmacology approach. Quantitative Biology, 2019, 7, 42-53. 0.3 1

15326 hnRNPM induces translation switch under hypoxia to promote colon cancer development.
EBioMedicine, 2019, 41, 299-309. 2.7 25

15327 Altered neuronal migratory trajectories in human cerebral organoids derived from individuals with
neuronal heterotopia. Nature Medicine, 2019, 25, 561-568. 15.2 135

15328 Brain annotation toolbox: exploring the functional and genetic associations of neuroimaging
results. Bioinformatics, 2019, 35, 3771-3778. 1.8 24

15329 Pathâ€•seq identifies an essential mycolate remodeling program for mycobacterial host adaptation.
Molecular Systems Biology, 2019, 15, e8584. 3.2 51

15330 A Two-Way Proteome Microarray Strategy to Identify Novel Mycobacterium tuberculosis-Human
Interactors. Frontiers in Cellular and Infection Microbiology, 2019, 9, 65. 1.8 4

15331 Variability of Serum Proteins in Chinese and Dutch Human Milk during Lactation. Nutrients, 2019, 11,
499. 1.7 23

15332 Grape seed proanthocyanidins inhibit proliferation of pancreatic cancer cells by modulating
microRNA expression. Oncology Letters, 2019, 17, 2777-2787. 0.8 10

15333 Hypermethylated and downregulated MEIS2 are involved in stemness properties and oxaliplatinâ€•based
chemotherapy resistance of colorectal cancer. Journal of Cellular Physiology, 2019, 234, 18180-18191. 2.0 31

15334 An Integrated Global Analysis of Compartmentalized HRAS Signaling. Cell Reports, 2019, 26, 3100-3115.e7. 2.9 36

15335 Functional Interaction between U1snRNP and Sam68 Insures Proper 3â€² End Pre-mRNA Processing during
Germ Cell Differentiation. Cell Reports, 2019, 26, 2929-2941.e5. 2.9 33

15336 Maternal high-fat diet sex-specifically alters placental morphology and transcriptome in rats:
Assessment by next-generation sequencing. Placenta, 2019, 78, 44-53. 0.7 20

15337
Clinical value screening, prognostic significance and key pathway identification of miR-204-5p in
endometrial carcinoma: A study based on the Cancer Genome Atlas (TCGA), and bioinformatics
analysis. Pathology Research and Practice, 2019, 215, 1003-1011.

1.0 15

15338 Alcohol-responsive genes identified in human iPSC-derived neural cultures. Translational Psychiatry,
2019, 9, 96. 2.4 14

15339 Proteome-wide solubility and thermal stability profiling reveals distinct regulatory roles for ATP.
Nature Communications, 2019, 10, 1155. 5.8 181

15340 Patterns of genomic differentiation between two Lake Victoria cichlid species, Haplochromis
pyrrhocephalus and H. sp. â€˜maculaâ€™. BMC Evolutionary Biology, 2019, 19, 68. 3.2 4

15341 Dietary iron interacts with genetic background to influence glucose homeostasis. Nutrition and
Metabolism, 2019, 16, 13. 1.3 7



848

Citation Report

# Article IF Citations

15342 Intestinal transcriptional profiling reveals fava bean-induced immune response in DBA/1 mice.
Biological Research, 2019, 52, 9. 1.5 1

15343 Widespread Separation of the Polypyrimidine Tract From 3â€² AG by G Tracts in Association With
Alternative Exons in Metazoa and Plants. Frontiers in Genetics, 2018, 9, 741. 1.1 7

15344 Genomeâ€•wide DNA methylation changes in transformed foci induced by nongenotoxic carcinogens.
Environmental and Molecular Mutagenesis, 2019, 60, 576-587. 0.9 6

15345 Comprehensive analyses of DNA methylation and gene expression profiles of Kawasaki disease. Journal
of Cellular Biochemistry, 2019, 120, 13001-13011. 1.2 14

15346 Gene grouping strategy for network modeling from a small time-series dataset: An illustrative
analysis of human organogenesis. BioSystems, 2019, 179, 24-29. 0.9 0

15347 Risk gene-set and pathways in 22q11.2 deletion-related schizophrenia: a genealogical molecular
approach. Translational Psychiatry, 2019, 9, 15. 2.4 13

15348 New insights into the pathogenicity of non-synonymous variants through multi-level analysis.
Scientific Reports, 2019, 9, 1667. 1.6 40

15349 Tight clustering for large datasets with an application to gene expression data. Scientific Reports,
2019, 9, 3053. 1.6 11

15350 Distinct isoforms of Nrf1 diversely regulate different subsets of its cognate target genes. Scientific
Reports, 2019, 9, 2960. 1.6 26

15351 Linking Binary Gene Relationships to Drivers of Renal Cell Carcinoma Reveals Convergent Function in
Alternate Tumor Progression Paths. Scientific Reports, 2019, 9, 2899. 1.6 13

15352 Increased intron retention is a postâ€•transcriptional signature associated with progressive aging and
Alzheimerâ€™s disease. Aging Cell, 2019, 18, e12928. 3.0 80

15353
An association study using imputed wholeâ€•genome sequence data identifies novel significant loci for
growthâ€•related traits in a DurocÂ Ã—Â Erhualian F 2 population. Journal of Animal Breeding and Genetics,
2019, 136, 217-228.

0.8 14

15354
Regional methylome profiling reveals dynamic epigenetic heterogeneity and convergent
hypomethylation of stem cell quiescence-associated genes in breast cancer following neoadjuvant
chemotherapy. Cell and Bioscience, 2019, 9, 16.

2.1 17

15355 Glycine promotes longevity in Caenorhabditis elegans in a methionine cycle-dependent fashion. PLoS
Genetics, 2019, 15, e1007633. 1.5 55

15356 Cideb controls sterolâ€•regulated <scp>ER</scp> export of <scp>SREBP</scp> / <scp>SCAP</scp> by
promoting cargo loading at <scp>ER</scp> exit sites. EMBO Journal, 2019, 38, . 3.5 31

15357
Neuronal Apolipoprotein E4 Expression Results in Proteome-Wide Alterations and Compromises
Bioenergetic Capacity by Disrupting Mitochondrial Function. Journal of Alzheimer's Disease, 2019, 68,
991-1011.

1.2 57

15358 Dynamic Patterns of Threat-Associated Gene Expression in the Amygdala and Blood. Frontiers in
Psychiatry, 2018, 9, 778. 1.3 15

15359 Evolutionary Toxicogenomics of the Striped Killifish (Fundulus majalis) in the New Bedford Harbor
(Massachusetts, USA). International Journal of Molecular Sciences, 2019, 20, 1129. 1.8 7



849

Citation Report

# Article IF Citations

15360 Darkâ€‘colored maple syrup treatment induces Sâ€‘phase cell cycle arrest via reduced proliferating cell
nuclear antigen expression in colorectal cancer cells. Oncology Letters, 2019, 17, 2713-2720. 0.8 3

15361 A survey of web resources and tools for the study of TCM network pharmacology. Quantitative
Biology, 2019, 7, 17-29. 0.3 21

15362 A genetic approach to study polyubiquitination in Saccharomyces cerevisiae. Methods in Enzymology,
2019, 618, 49-72. 0.4 1

15363 A comparative study of the proteome regulated by the Rpb4 and Rpb7 subunits of RNA polymerase II in
fission yeast. Journal of Proteomics, 2019, 199, 77-88. 1.2 5

15364 Comprehensive analysis of the GATA transcription factor gene family in breast carcinoma using gene
microarrays, online databases and integrated bioinformatics. Scientific Reports, 2019, 9, 4467. 1.6 16

15365
Integrative comparative analyses of metabolite and transcript profiles uncovers complex regulatory
network in tomato (Solanum lycopersicum L.) fruit undergoing chilling injury. Scientific Reports,
2019, 9, 4470.

1.6 25

15366 Changes in long-range rDNA-genomic interactions associate with altered RNA polymerase II gene
programs during malignant transformation. Communications Biology, 2019, 2, 39. 2.0 33

15367 Identification and analysis of genes associated with papillary thyroid carcinoma by bioinformatics
methods. Bioscience Reports, 2019, 39, . 1.1 14

15368 Identification of Hfq-binding RNAs in <i>Caulobacter crescentus</i>. RNA Biology, 2019, 16, 719-726. 1.5 14

15369 ZAP, a CCCH-Type Zinc Finger Protein, Inhibits Porcine Reproductive and Respiratory Syndrome Virus
Replication and Interacts with Viral Nsp9. Journal of Virology, 2019, 93, . 1.5 39

15370 Impact of chemotherapy for breast cancer on leukocyte DNA methylation landscape and cognitive
function: a prospective study. Clinical Epigenetics, 2019, 11, 45. 1.8 36

15371 Centrosome Loss Triggers a Transcriptional Program To Counter Apoptosis-Induced Oxidative Stress.
Genetics, 2019, 212, 187-211. 1.2 12

15372 Novel Curcumin Inspired Bis-Chalcone Promotes Endoplasmic Reticulum Stress and Glioblastoma
Neurosphere Cell Death. Cancers, 2019, 11, 357. 1.7 22

15373 Differentially expressed genes ASPN, COL1A1, FN1, VCAN and MUC5AC are potential prognostic
biomarkers for gastric cancer. Oncology Letters, 2019, 17, 3191-3202. 0.8 54

15374 Bioinformatics and Drug Discovery. Methods in Molecular Biology, 2019, , . 0.4 2

15375 Protein Biomarker Discovery Using Human Blood Plasma Microparticles. Methods in Molecular
Biology, 2019, 1959, 51-64. 0.4 4

15376 Convergent Identification and Interrogation of Tumor-Intrinsic Factors that Modulate Cancer
Immunity InÂ Vivo. Cell Systems, 2019, 8, 136-151.e7. 2.9 14

15377 Transposable elements drive rapid phenotypic variation in <i>Capsella rubella</i>. Proceedings of the
National Academy of Sciences of the United States of America, 2019, 116, 6908-6913. 3.3 97



850

Citation Report

# Article IF Citations

15378 Molecular classification of IDH-mutant glioblastomas based on gene expression profiles.
Carcinogenesis, 2019, 40, 853-860. 1.3 37

15379 Expression profiles analysis identifies the values of carcinogenesis and the prognostic prediction of
three genes in adrenocortical carcinoma. Oncology Reports, 2019, 41, 2440-2452. 1.2 10

15380 A Computational Platform and Guide for Acceleration of Novel Medicines and Personalized Medicine.
Methods in Molecular Biology, 2019, 1939, 181-198. 0.4 1

15381 Mechanical Force Induces Phosphorylation-Mediated Signaling that Underlies Tissue Response and
Robustness in Xenopus Embryos. Cell Systems, 2019, 8, 226-241.e7. 2.9 18

15382 Definition of a cell surface signature for human cardiac progenitor cells after comprehensive
comparative transcriptomic and proteomic characterization. Scientific Reports, 2019, 9, 4647. 1.6 17

15383 ARHGEF4-mediates the actin cytoskeleton reorganization of hepatic stellate cells in 3-dimensional
collagen matrices. Cell Adhesion and Migration, 2019, 13, 170-182. 1.1 2

15384 Roles of the proteasome and inhibitor of DNA binding 1 protein in myoblast differentiation. FASEB
Journal, 2019, 33, 7403-7416. 0.2 6

15385 Identification of aberrantly methylated differentially expressed genes in prostate carcinoma using
integrated bioinformatics. Cancer Cell International, 2019, 19, 51. 1.8 16

15386 Genome-wide DNA methylation profiles in Tibetan and Yorkshire pigs under high-altitude hypoxia.
Journal of Animal Science and Biotechnology, 2019, 10, 25. 2.1 29

15387 Comparable Genomic Copy Number Aberrations Differ across Astrocytoma Malignancy Grades.
International Journal of Molecular Sciences, 2019, 20, 1251. 1.8 14

15389 SNP mutationâ€•related genes in breast cancer for monitoring and prognosis of patients: A study based
on the TCGA database. Cancer Medicine, 2019, 8, 2303-2312. 1.3 31

15390 MicroRNA Target Identification. Methods in Molecular Biology, 2019, , . 0.4 2

15391 Significance of Tsukushi in lung cancer. Lung Cancer, 2019, 131, 104-111. 0.9 11

15392 Mechanistic identification of biofluid metabolite changes as markers of acetaminophen-induced liver
toxicity in rats. Toxicology and Applied Pharmacology, 2019, 372, 19-32. 1.3 32

15393 Transcriptome networks identify mechanisms of viral and nonviral asthma exacerbations in children.
Nature Immunology, 2019, 20, 637-651. 7.0 106

15394 DNA (de)methylation in embryonic stem cells controls CTCF-dependent chromatin boundaries. Genome
Research, 2019, 29, 750-761. 2.4 76

15395 Differences in gene regulation in a tephritid model of prezygotic reproductive isolation. Insect
Molecular Biology, 2019, 28, 689-702. 1.0 6

15396 Reprogramming histone modification patterns to coordinate gene expression in early zebrafish
embryos. BMC Genomics, 2019, 20, 248. 1.2 29



851

Citation Report

# Article IF Citations

15397 Competing endogenous RNA network and prognostic nomograms for hepatocellular carcinoma
patients who underwent R0 resection. Journal of Cellular Physiology, 2019, 234, 20342-20353. 2.0 8

15398 Downregulation of CENPF Remodels Prostate Cancer Cells and Alters Cellular Metabolism.
Proteomics, 2019, 19, 1900038. 1.3 22

15399 A Systematic Workflow for Design and Computational Analysis of Protein Microarrays. , 2019, ,
213-222. 1

15400 Transcriptomics-Based Screening Identifies Pharmacological Inhibition of Hsp90 as a Means to Defer
Aging. Cell Reports, 2019, 27, 467-480.e6. 2.9 61

15401 CEH-60/PBX and UNC-62/MEIS Coordinate a Metabolic Switch that Supports Reproduction in C.Â elegans.
Developmental Cell, 2019, 49, 235-250.e7. 3.1 32

15402 Laser capture microdissection of human pancreatic islets reveals novel eQTLs associated with type 2
diabetes. Molecular Metabolism, 2019, 24, 98-107. 3.0 26

15403 Genome-wide meta-analysis identifies multiple novel loci associated with serum uric acid levels in
Japanese individuals. Communications Biology, 2019, 2, 115. 2.0 66

15404 P007 Faecal protease activity as a predictor marker of disease recurrence in patients with Crohn's
disease following ileocecectomy. Journal of Crohn's and Colitis, 2019, 13, S089-S090. 0.6 1

15405 The Biological Effects of Double-Dose Alpha-1 Antitrypsin Augmentation Therapy. A Pilot Clinical Trial.
American Journal of Respiratory and Critical Care Medicine, 2019, 200, 318-326. 2.5 59

15406 Sub-Mode Aerosol Volume Size Distribution and Complex Refractive Index from the Three-Year
Ground-Based Measurements in Chengdu China. Atmosphere, 2019, 10, 46. 1.0 4

15407 Identification of exosomal and nonâ€‘exosomal microRNAs associated with the drug resistance of
ovarian cancer. Molecular Medicine Reports, 2019, 19, 3376-3392. 1.1 15

15408 The role of lateral pterygoid muscle in the traumatic temporomandibular joint ankylosis: A gene chip
based analysis. Molecular Medicine Reports, 2019, 19, 4297-4305. 1.1 6

15409 Combing the Hairball: Improving Visualization of miRNAâ€“Target Interaction Networks. Methods in
Molecular Biology, 2019, 1970, 279-289. 0.4 0

15410 Living in future ocean acidification, physiological adaptive responses of the immune system of sea
urchins resident at a CO2 vent system. Science of the Total Environment, 2019, 672, 938-950. 3.9 53

15411 Altered steady state and activity-dependent de novo protein expression in fragile X syndrome. Nature
Communications, 2019, 10, 1710. 5.8 27

15412 A bioinformatics investigation into the pharmacological mechanisms of the effect of Fufang Danshen
on pain based on methodologies of network pharmacology. Scientific Reports, 2019, 9, 5913. 1.6 17

15413 Buffalo milk transcriptome: A comparative analysis of early, mid and late lactation. Scientific Reports,
2019, 9, 5993. 1.6 28

15414 Integrated Transcriptomic and Proteomic Analysis of Human Eccrine Sweat Glands Identifies Missing
and Novel Proteins. Molecular and Cellular Proteomics, 2019, 18, 1382-1395. 2.5 25



852

Citation Report

# Article IF Citations

15415 Conserved motifs in nuclear genes encoding predicted mitochondrial proteins in Trypanosoma cruzi.
PLoS ONE, 2019, 14, e0215160. 1.1 5

15416 Therapeutic Potential of Probiotics: A Ray of Hope or Nightmare?. Applied Clinical Research Clinical
Trials and Regulatory Affairs, 2019, 6, 18-33. 0.4 3

15417 Genetic disarray follows mutant KLF1-E325K expression in a congenital dyserythropoietic anemia
patient. Haematologica, 2019, 104, 2372-2380. 1.7 17

15418 Genomic Positional Dissection of RNA Editomes in Tumor and Normal Samples. Frontiers in Genetics,
2019, 10, 211. 1.1 19

15419 Construction and dissection of the ceRNAâ€‘ceRNA network reveals critical modules in depression.
Molecular Medicine Reports, 2019, 19, 3411-3420. 1.1 7

15420 Dystonin/BPAG1 modulates diabetes and Alzheimerâ€™s disease cross-talk: a meta-analysis. Neurological
Sciences, 2019, 40, 1577-1582. 0.9 5

15421 Network and Pathway-Based Analysis of Single-Nucleotide Polymorphism of miRNA in Temporal Lobe
Epilepsy. Molecular Neurobiology, 2019, 56, 7022-7031. 1.9 8

15422
Large-Scale Qualitative and Quantitative Top-Down Proteomics Using Capillary Zone
Electrophoresis-Electrospray Ionization-Tandem Mass Spectrometry with Nanograms of Proteome
Samples. Journal of the American Society for Mass Spectrometry, 2019, 30, 1435-1445.

1.2 41

15423 Aberrant DNA methylation of mTOR pathway genes promotes inflammatory activation of immune cells
in diabetic kidney disease. Kidney International, 2019, 96, 409-420. 2.6 42

15424 Identification of functional lipid metabolism biomarkers of brown adipose tissue aging. Molecular
Metabolism, 2019, 24, 1-17. 3.0 38

15425 A novel approach to study the bovine oviductal fluid proteome using transvaginal endoscopy.
Theriogenology, 2019, 132, 53-61. 0.9 13

15426 Bayesian Detection of Abnormal Asynchrony of Division Between Sister Cells in Mutant
Caenorhabditis elegans Embryos. Journal of Computational Biology, 2019, 26, 495-505. 0.8 0

15427 Transcriptome Comparisons of Multi-Species Identify Differential Genome Activation of Mammals
Embryogenesis. IEEE Access, 2019, 7, 7794-7802. 2.6 31

15428 Genome-wide associations and functional gene analyses for endoparasite resistance in an endangered
population of native German Black Pied cattle. BMC Genomics, 2019, 20, 277. 1.2 17

15429
Enabling cell-type-specific behavioral epigenetics in Drosophila: a modified high-yield INTACT method
reveals the impact of social environment on the epigenetic landscape in dopaminergic neurons. BMC
Biology, 2019, 17, 30.

1.7 18

15430 Loss of CREST leads to neuroinflammatory responses and ALS-like motor defects in mice. Translational
Neurodegeneration, 2019, 8, 13. 3.6 6

15431 In silico Characterization of Human Prion-Like Proteins: Beyond Neurological Diseases. Frontiers in
Physiology, 2019, 10, 314. 1.3 17

15432 miRâ€‘146aâ€‘5p expression is upregulated by the CXCR4 antagonist TN14003 and attenuates SDFâ€‘1â€‘induced
cartilage degradation. Molecular Medicine Reports, 2019, 19, 4388-4400. 1.1 16



853

Citation Report

# Article IF Citations

15433 High-throughput sequencing. , 2019, , 39-52. 2

15434 Ezh2 controls development of natural killer T cells, which cause spontaneous asthma-like pathology.
Journal of Allergy and Clinical Immunology, 2019, 144, 549-560.e10. 1.5 21

15435 Prioritization of genes involved in endothelial cell apoptosis by their implication in lymphedema using
an analysis of associative gene networks with ANDSystem. BMC Medical Genomics, 2019, 12, 47. 0.7 18

15436 Direct Neuronal Reprogramming Reveals Unknown Functions for Known Transcription Factors.
Frontiers in Neuroscience, 2019, 13, 283. 1.4 20

15437 Head and Body/Tail Pancreatic Carcinomas Are Not the Same Tumors. Cancers, 2019, 11, 497. 1.7 61

15438 Chemical-genetic interaction landscape of mono-(2-ethylhexyl)-phthalate using chemogenomic
profiling in yeast. Chemosphere, 2019, 228, 219-231. 4.2 7

15439 A reinforcing HNF4â€“SMAD4 feed-forward module stabilizes enterocyte identity. Nature Genetics, 2019,
51, 777-785. 9.4 110

15440 Periâ€•implant crevicular fluid proteome before and after adjunctive enamel matrix derivative treatment
of periâ€•implantitis. Journal of Clinical Periodontology, 2019, 46, 669-677. 2.3 15

15441 Integrated analysis of gene expression changes associated with coronary artery disease. Lipids in
Health and Disease, 2019, 18, 92. 1.2 12

15442
Transcriptomic Response to 1,25-Dihydroxyvitamin D in Human Fibroblasts with or without a
Functional Vitamin D Receptor (VDR): Novel Target Genes and Insights into VDR Basal Transcriptional
Activity. Cells, 2019, 8, 318.

1.8 9

15443 Identification of key pathways and genes in nasopharyngeal carcinoma using bioinformatics analysis.
Oncology Letters, 2019, 17, 4683-4694. 0.8 9

15444 Investigating miRNAâ€“lncRNA Interactions: Computational Tools and Resources. Methods in Molecular
Biology, 2019, 1970, 251-277. 0.4 22

15445 Loss of Sirtuin 1 Alters the Secretome of Breast Cancer Cells by Impairing Lysosomal Integrity.
Developmental Cell, 2019, 49, 393-408.e7. 3.1 102

15446 Modeling the Pathological Long-Range Regulatory Effects of Human Structural Variation with
Patient-Specific hiPSCs. Cell Stem Cell, 2019, 24, 736-752.e12. 5.2 90

15447 The cardiac syndecan-4 interactome reveals a role for syndecan-4 in nuclear translocation of muscle
LIM protein (MLP). Journal of Biological Chemistry, 2019, 294, 8717-8731. 1.6 22

15448 Pairwise directions estimation for multivariate response regression data. Journal of Statistical
Computation and Simulation, 2019, 89, 776-794. 0.7 2

15449
<i>Hoxa13</i> regulates expression of common <i>Hox</i> target genes involved in cartilage
development to coordinate the expansion of the autopodal anlage. Development Growth and
Differentiation, 2019, 61, 228-251.

0.6 13

15450 The genome of the giant Nomuraâ€™s jellyfish sheds light on the early evolution of active predation.
BMC Biology, 2019, 17, 28. 1.7 38



854

Citation Report

# Article IF Citations

15451 Region- and time-dependent gene regulation in the amygdala and anterior cingulate cortex of a
PTSD-like mouse model. Molecular Brain, 2019, 12, 25. 1.3 16

15452 Genome-wide profiling of RNA editing sites in sheep. Journal of Animal Science and Biotechnology,
2019, 10, 31. 2.1 11

15453 Hawaiian pictureâ€•winged <i>Drosophila</i> exhibit adaptive population divergence along a narrow
climatic gradient on Hawaii Island. Ecology and Evolution, 2019, 9, 2436-2448. 0.8 7

15454 Metabolic comparison of aerial and submerged mycelia formed in the liquid surface culture of
<i>Cordyceps militaris</i>. MicrobiologyOpen, 2019, 8, e00836. 1.2 16

15455
Accumulating Transcriptome Drift Precedes Cell Aging in Human Umbilical Cord-Derived Mesenchymal
Stromal Cells Serially Cultured to Replicative Senescence. Stem Cells Translational Medicine, 2019, 8,
945-958.

1.6 36

15456
Transcriptional Changes following Cellular Knockdown of the Schizophrenia Risk Gene
&lt;b&gt;&lt;i&gt;SETD1A&lt;/i&gt;&lt;/b&gt; Are Enriched for Common Variant Association with the
Disorder. Molecular Neuropsychiatry, 2019, 5, 109-114.

3.0 6

15457 Deletion of miR-182 Leads to Retinal Dysfunction in Mice. , 2019, 60, 1265. 26

15458
Interaction with hyaluronan matrix and miRNA cargo as contributors for in vitro potential of
mesenchymal stem cell-derived extracellular vesicles in a model of human osteoarthritic
synoviocytes. Stem Cell Research and Therapy, 2019, 10, 109.

2.4 60

15459 Individual components of the SWI/SNF chromatin remodelling complex have distinct roles in memory
neurons of the<i>Drosophila</i>mushroom body. DMM Disease Models and Mechanisms, 2019, 12, . 1.2 18

15460 Molecular profiling demonstrates modulation of immune cell function and matrix remodeling during
luteal rescueâ€ . Biology of Reproduction, 2019, 100, 1581-1596. 1.2 21

15461 The prognostic signature of the somatic mutations in Ewing sarcoma: from a network view. Japanese
Journal of Clinical Oncology, 2019, 49, 604-613. 0.6 2

15462 A new class of constitutively active super-enhancers is associated with fast recovery of 3D chromatin
loops. BMC Bioinformatics, 2019, 20, 127. 1.2 13

15463 New Insight on Solute Carrier Family 27 Member 6 (SLC27A6) in Tumoral and Non-Tumoral Breast Cells.
International Journal of Medical Sciences, 2019, 16, 366-375. 1.1 18

15464 Drug Screening in Human PSC-Cardiac Organoids Identifies Pro-proliferative Compounds Acting via
the Mevalonate Pathway. Cell Stem Cell, 2019, 24, 895-907.e6. 5.2 199

15465 TagGraph reveals vast protein modification landscapes from large tandem mass spectrometry datasets.
Nature Biotechnology, 2019, 37, 469-479. 9.4 120

15466 Genome-wide DNA methylation differences according to oestrogen receptor beta status in colorectal
cancer. Epigenetics, 2019, 14, 477-493. 1.3 13

15467 Long-Distance Transportation Causes Temperature Stress in the Honey Bee, Apis mellifera
(Hymenoptera: Apidae). Environmental Entomology, 2019, 48, 691-701. 0.7 17

15468 Temozolomide Treatment Induces lncRNA MALAT1 in an NF-ÎºB and p53 Codependent Manner in
Glioblastoma. Cancer Research, 2019, 79, 2536-2548. 0.4 71



855

Citation Report

# Article IF Citations

15469 Bacterial translocation in acute lymphocytic leukemia. PLoS ONE, 2019, 14, e0214526. 1.1 9

15470 Genomic, Transcriptomic, and Epigenomic Features Differentiate Genes That Are Relevant for Muscular
Polyunsaturated Fatty Acids in the Common Carp. Frontiers in Genetics, 2019, 10, 217. 1.1 20

15471 Structural and Proteomic Changes in Viable but Non-culturable Vibrio cholerae. Frontiers in
Microbiology, 2019, 10, 793. 1.5 42

15473 Biological Networks: Tools, Methods, and Analysis. , 2019, , 255-286. 1

15474
Identification of SERPINE1, PLAU and ACTA1 as biomarkers of head and neck squamous cell carcinoma
based on integrated bioinformatics analysis. International Journal of Clinical Oncology, 2019, 24,
1030-1041.

1.0 56

15475 In silico identification of key genes and signaling pathways targeted by a panel of signature microRNAs
in prostate cancer. Medical Oncology, 2019, 36, 43. 1.2 6

15476 Metascape provides a biologist-oriented resource for the analysis of systems-level datasets. Nature
Communications, 2019, 10, 1523. 5.8 7,886

15477 Mechanical stretch induces hair regeneration through the alternative activation of macrophages.
Nature Communications, 2019, 10, 1524. 5.8 106

15478
The mechanical effects of CRT promoting autophagy via mitochondrial calcium uniporter
downâ€•regulation and mitochondrial dynamics alteration. Journal of Cellular and Molecular Medicine,
2019, 23, 3833-3842.

1.6 10

15479 Gene set meta-analysis with Quantitative Set Analysis for Gene Expression (QuSAGE). PLoS
Computational Biology, 2019, 15, e1006899. 1.5 14

15480 <p>Construction of prognostic microRNA signature for human invasive breast cancer by integrated
analysis</p>. OncoTargets and Therapy, 2019, Volume 12, 1979-2010. 1.0 12

15481 Identification of Candidate Genes and Pathways in Dexmedetomidine-Induced Cardioprotection in the
Rat Heart by Bioinformatics Analysis. International Journal of Molecular Sciences, 2019, 20, 1614. 1.8 14

15482 Constructing differential coâ€‘expression network to predict key pathways for myocardial infarction.
Experimental and Therapeutic Medicine, 2019, 17, 3029-3034. 0.8 1

15483 Effects of cisplatin on photosensitizer-mediated photodynamic therapy in breast tumor-bearing nude
mice. Obstetrics and Gynecology Science, 2019, 62, 112. 0.6 6

15484 Insulin Receptor Associates with Promoters Genome-wide and Regulates Gene Expression. Cell, 2019,
177, 722-736.e22. 13.5 101

15485 Discovery of isomiRs in PBMCs of diseased vis-Ã -vis healthy Indian water buffaloes. ExRNA, 2019, 1, . 1.0 2

15486
Ovarian transcriptomic signatures of zebrafish females resistant to different environmental
perturbations. Journal of Experimental Zoology Part B: Molecular and Developmental Evolution, 2019,
332, 55-68.

0.6 19

15487 Transcriptome and proteome analyses to investigate the molecular underpinnings of cold response in
the Colorado potato beetle, Leptinotarsa decemlineata. Cryobiology, 2019, 88, 54-63. 0.3 11



856

Citation Report

# Article IF Citations

15488 A distinct epigenetic program underlies the 1;7 translocation in myelodysplastic syndromes. Leukemia,
2019, 33, 2481-2494. 3.3 4

15489 Forkhead box O1 (FOXO1) controls the migratory response of Toll-like receptor (TLR3)-stimulated
human mesenchymal stromal cells. Journal of Biological Chemistry, 2019, 294, 8424-8437. 1.6 4

15490 The Kinome of Human Alveolar Type II and Basal Cells, and Its Reprogramming in Lung Cancer. American
Journal of Respiratory Cell and Molecular Biology, 2019, 61, 481-491. 1.4 1

15491 Alterations of the MEK/ERK, BMP, and Wnt/Î²-catenin pathways detected in the blood of individuals with
lymphatic malformations. PLoS ONE, 2019, 14, e0213872. 1.1 10

15492
Embryonic stem cell- and transcriptomics-based in vitro analyses reveal that bisphenols A, F and S have
similar and very complex potential developmental toxicities. Ecotoxicology and Environmental Safety,
2019, 176, 330-338.

2.9 39

15493 Targeted deletion of Tcf7l2 in adipocytes promotes adipocyte hypertrophy and impaired glucose
metabolism. Molecular Metabolism, 2019, 24, 44-63. 3.0 46

15494
Effect of lifelong carnitine supplementation on plasma and tissue carnitine status, hepatic lipid
metabolism and stress signalling pathways and skeletal muscle transcriptome in mice at advanced age.
British Journal of Nutrition, 2019, 121, 1323-1333.

1.2 6

15495 Dynamics of genome reorganization during human cardiogenesis reveal an RBM20-dependent splicing
factory. Nature Communications, 2019, 10, 1538. 5.8 104

15496 The Clock Mechanism Influences Neurobiology and Adaptations to Heart Failure in Clockâˆ†19/âˆ†19 Mice
With Implications for Circadian Medicine. Scientific Reports, 2019, 9, 4994. 1.6 18

15497 Long nonâ€•coding RNAs play regulatory roles in acetaminophenâ€•induced liver injury. Journal of Digestive
Diseases, 2019, 20, 308-317. 0.7 3

15498 Differential isoform expression and alternative splicing in sex determination in mice. BMC Genomics,
2019, 20, 202. 1.2 23

15499 Transcriptome Analysis Identified Genes for Growth and Omega-3/-6 Ratio in Saline Tilapia. Frontiers in
Genetics, 2019, 10, 244. 1.1 20

15500 Prognostic implications of a molecular classifier derived from wholeâ€•exome sequencing in
nasopharyngeal carcinoma. Cancer Medicine, 2019, 8, 2705-2716. 1.3 13

15501 Construction of prognostic risk prediction model based on high-throughput sequencing expression
profile data in childhood acute myeloid leukemia. Blood Cells, Molecules, and Diseases, 2019, 77, 43-50. 0.6 9

15502 miR-93-5p targets Smad7 to regulate the transforming growth factor-Î²1/Smad3 pathway and mediate
fibrosis in drug-resistant prolactinoma. Brain Research Bulletin, 2019, 149, 21-31. 1.4 23

15503 Transcriptome analysis to identify long non coding RNA (lncRNA) and characterize their functional
role in back fat tissue of pig. Gene, 2019, 703, 71-82. 1.0 22

15504 Gain of Additional BIRC3 Protein Functions through 3Ê¹-UTR-Mediated Protein Complex Formation.
Molecular Cell, 2019, 74, 701-712.e9. 4.5 47

15505 Impact of prenatal arsenate exposure on gene expression in a pure population of migratory cranial
neural crest cells. Reproductive Toxicology, 2019, 86, 76-85. 1.3 3



857

Citation Report

# Article IF Citations

15506 Cell cycle genes are downregulated after adipogenic triggering in human adipose tissue-derived stem
cells by regulation of mRNA abundance. Scientific Reports, 2019, 9, 5611. 1.6 24

15507 Colonic Mucosal Transcriptomic Changes in Patients with Long-Duration Ulcerative Colitis Revealed
Colitis-Associated Cancer Pathways. Journal of Crohn's and Colitis, 2019, 13, 755-763. 0.6 65

15508 Analysis of fabomotizole-induced transcriptional responses in male Maudsley reactive strain rat
brain. European Neuropsychopharmacology, 2019, 29, S561-S562. 0.3 0

15509 FunMappOne: a tool to hierarchically organize and visually navigate functional gene annotations in
multiple experiments. BMC Bioinformatics, 2019, 20, 79. 1.2 30

15510 Glucocorticoid-driven transcriptomes in human airway epithelial cells: commonalities, differences
and functional insight from cell lines and primary cells. BMC Medical Genomics, 2019, 12, 29. 0.7 35

15511 Toward Identifying Subnetworks from FBF Binding Landscapes in <i>Caenorhabditis</i> Spermatogenic
or Oogenic Germlines. G3: Genes, Genomes, Genetics, 2019, 9, 153-165. 0.8 16

15512 Proteomic and Postâ€•Translational Modification Profiling of Exosomeâ€•Mimetic Nanovesicles Compared
to Exosomes. Proteomics, 2019, 19, e1800161. 1.3 49

15513 Hippocampal gene expression patterns linked to late-life physical activity oppose age and AD-related
transcriptional decline. Neurobiology of Aging, 2019, 78, 142-154. 1.5 31

15514 Enzymatic Tagging of Glycoproteins on the Cell Surface for Their Global and Site-Specific Analysis
with Mass Spectrometry. Analytical Chemistry, 2019, 91, 4195-4203. 3.2 26

15515 Circadian clock protein Rev-erbÎ± regulates neuroinflammation. Proceedings of the National Academy
of Sciences of the United States of America, 2019, 116, 5102-5107. 3.3 164

15516 Identification of Potential Key Genes and Pathways in Early-Onset Colorectal Cancer Through
Bioinformatics Analysis. Cancer Control, 2019, 26, 107327481983126. 0.7 46

15517 Genome wide association and gene enrichment analysis reveal membrane anchoring and structural
proteins associated with meat quality in beef. BMC Genomics, 2019, 20, 151. 1.2 36

15518 Periarticular Mesenchymal Progenitors Initiate and Contribute to Secondary Ossification Center
Formation During Mouse Long Bone Development. Stem Cells, 2019, 37, 677-689. 1.4 43

15519 Molecular origin of AuNPs-induced cytotoxicity and mechanistic study. Scientific Reports, 2019, 9,
2494. 1.6 30

15520 Copy number variation and variant discovery in Bullmastiff dogs. Animal Genetics, 2019, 50, 177-181. 0.6 6

15521 Single-cell transcriptomics reveals gene expression dynamics of human fetal kidney development. PLoS
Biology, 2019, 17, e3000152. 2.6 121

15522 Identification of Key lncRNAs Associated With Atherosclerosis Progression Based on Public Datasets.
Frontiers in Genetics, 2019, 10, 123. 1.1 52

15523 Insights into Body Size Evolution: A Comparative Transcriptome Study on Three Species of Asian
Sisoridae Catfish. International Journal of Molecular Sciences, 2019, 20, 944. 1.8 4



858

Citation Report

# Article IF Citations

15524 Invertebrate Models for Hyperthermia: What We Learned From Caenorhabditis elegans and Hydra
vulgaris. , 2019, , 229-264. 2

15525 A statistical framework for cross-tissue transcriptome-wide association analysis. Nature Genetics,
2019, 51, 568-576. 9.4 262

15526 A Likely Ancient Genome Duplication in the Speciose Reef-Building Coral Genus, Acropora. IScience,
2019, 13, 20-32. 1.9 11

15527 Aberrantly DNA Methylated-Differentially Expressed Genes and Pathways in Hepatocellular Carcinoma.
Journal of Cancer, 2019, 10, 355-366. 1.2 50

15528 Effects of CPAP on the transcriptional signatures in patients with obstructive sleep apnea via
coexpression network analysis. Journal of Cellular Biochemistry, 2019, 120, 9277-9290. 1.2 6

15529 Early growth response 1 transcriptionally primes the human endometrial stromal cell for
decidualization. Journal of Steroid Biochemistry and Molecular Biology, 2019, 189, 283-290. 1.2 18

15530 Proteomic identification of predictive biomarkers for malignant transformation in complete
hydatidiform moles. Placenta, 2019, 77, 58-64. 0.7 3

15531 Cyclin D1 integrates G9a-mediated histone methylation. Oncogene, 2019, 38, 4232-4249. 2.6 20

15532 Comparison between dopaminergic and non-dopaminergic neurons in the VTA following chronic
nicotine exposure during pregnancy. Scientific Reports, 2019, 9, 445. 1.6 9

15533 Queuine links translational control in eukaryotes to a micronutrient from bacteria. Nucleic Acids
Research, 2019, 47, 3711-3727. 6.5 53

15534 Single-Cell RNA Sequencing Resolves Molecular Relationships Among Individual Plant Cells. Plant
Physiology, 2019, 179, 1444-1456. 2.3 348

15535 Identification of long non-coding RNA-related and â€“coexpressed mRNA biomarkers for hepatocellular
carcinoma. BMC Medical Genomics, 2019, 12, 25. 0.7 8

15536
Exosomal Interferonâ€•Induced Transmembrane Protein 2 Transmitted to Dendritic Cells Inhibits
Interferon Alpha Pathway Activation and Blocks Antiâ€“Hepatitis B Virus Efficacy of Exogenous
Interferon Alpha. Hepatology, 2019, 69, 2396-2413.

3.6 31

15537 Univariate and classification analysis reveals potential diagnostic biomarkers for early stage ovarian
cancer Type 1 and Type 2. Journal of Proteomics, 2019, 196, 57-68. 1.2 15

15538 Epigenetic regulation of NfatC1 transcription and osteoclastogenesis by nicotinamide phosphoribosyl
transferase in the pathogenesis of arthritis. Cell Death Discovery, 2019, 5, 62. 2.0 16

15539 Inferring pathogen-host interactions between Leptospira interrogans and Homo sapiens using
network theory. Scientific Reports, 2019, 9, 1434. 1.6 20

15540 Ligand-binding Domainâ€“activating Mutations of ESR1 Rewire Cellular Metabolism of Breast Cancer
Cells. Clinical Cancer Research, 2019, 25, 2900-2914. 3.2 24

15541 Biclustering Analysis of Co-regulation Patterns in Nuclear-Encoded Mitochondrial Genes and
Metabolic Pathways. Methods in Molecular Biology, 2019, 1928, 469-478. 0.4 1



859

Citation Report

# Article IF Citations

15542 Quantitative Proteomics Reveals Changes in Vero Cells in Response to Porcine Epidemic Diarrhea
Virus. Journal of Proteome Research, 2019, 18, 1623-1633. 1.8 10

15543 Differentially expressed gene networks, biomarkers, long noncoding RNAs, and shared responses with
cocaine identified in the midbrains of human opioid abusers. Scientific Reports, 2019, 9, 1534. 1.6 33

15544
Axenic Biofilm Formation and Aggregation by <i>Synechocystis</i> sp. Strain PCC 6803 Are Induced by
Changes in Nutrient Concentration and Require Cell Surface Structures. Applied and Environmental
Microbiology, 2019, 85, .

1.4 41

15545 Network-based identification of critical regulators as putative drivers of human cleft lip. BMC
Medical Genomics, 2019, 12, 16. 0.7 15

15546
Murine trophoblast-derived and pregnancy-associated exosome-enriched extracellular vesicle
microRNAs: Implications for placenta driven effects on maternal physiology. PLoS ONE, 2019, 14,
e0210675.

1.1 28

15547 Characterization of DNA Methylation Associated Gene Regulatory Networks During Stomach Cancer
Progression. Frontiers in Genetics, 2018, 9, 711. 1.1 8

15548 RNA-Seq Analyses Identify Additivity as the Predominant Gene Expression Pattern in F1 Chicken
Embryonic Brain and Liver. Genes, 2019, 10, 27. 1.0 26

15549 Transcriptomic profiles of muscle, heart, and spleen in reaction to circadian heat stress in Ethiopian
highland and lowland male chicken. Cell Stress and Chaperones, 2019, 24, 175-194. 1.2 11

15550 DLK regulates a distinctive transcriptional regeneration program after peripheral nerve injury.
Neurobiology of Disease, 2019, 127, 178-192. 2.1 49

15551 Telencephalon transcriptome analysis of chronically stressed adult zebrafish. Scientific Reports,
2019, 9, 1379. 1.6 14

15552 A novel approach to triple-negative breast cancer molecular classification reveals a luminal
immune-positive subgroup with good prognoses. Scientific Reports, 2019, 9, 1538. 1.6 46

15553 Tumor classification and biomarker discovery based on the 5â€™isomiR expression level. BMC Cancer,
2019, 19, 127. 1.1 12

15554
Differential effects of intrauterine growth restriction and a hypersinsulinemic-isoglycemic clamp on
metabolic pathways and insulin action in the fetal liver. American Journal of Physiology - Regulatory
Integrative and Comparative Physiology, 2019, 316, R427-R440.

0.9 23

15555 Disuse-induced insulin resistance susceptibility coincides with a dysregulated skeletal muscle
metabolic transcriptome. Journal of Applied Physiology, 2019, 126, 1419-1429. 1.2 20

15556
Network Pharmacology Deciphering Mechanisms of Volatiles of<i> Wendan</i> Granule for the
Treatment of Alzheimerâ€™s Disease. Evidence-based Complementary and Alternative Medicine, 2019, 2019,
1-12.

0.5 12

15557 Bioinformatic gene analysis for potential biomarkers and therapeutic targets of atrial
fibrillation-related stroke. Journal of Translational Medicine, 2019, 17, 45. 1.8 67

15558 Stress response, behavior, and development are shaped by transposable element-induced mutations in
Drosophila. PLoS Genetics, 2019, 15, e1007900. 1.5 64

15559
Tailored NEOadjuvant epirubicin, cyclophosphamide and Nanoparticle Albumin-Bound paclitaxel for
breast cancer: The phase II NEONAB trialâ€”Clinical outcomes and molecular determinants of response.
PLoS ONE, 2019, 14, e0210891.

1.1 13



860

Citation Report

# Article IF Citations

15560 Columbianadin Suppresses Lipopolysaccharide (LPS)-Induced Inflammation and Apoptosis through the
NOD1 Pathway. Molecules, 2019, 24, 549. 1.7 20

15561 Identification of critical genes associated with spinal cord injury based on the gene expression profile
of spinal cord tissues from trkB.T1 knockout mice. Molecular Medicine Reports, 2019, 19, 2013-2020. 1.1 3

15562 The associations between Toll-like receptor 4 gene polymorphisms and hepatitis C virus infection: a
systematic review and meta-analysis. Bioscience Reports, 2019, 39, . 1.1 6

15563 Proteomics and Visual Health Research: Proteome of the Human Sclera Using High-Resolution Mass
Spectrometry. OMICS A Journal of Integrative Biology, 2019, 23, 98-110. 1.0 8

15564 Alterations in tissue microRNA after heat stress in the conscious rat: potential biomarkers of
organ-specific injury. BMC Genomics, 2019, 20, 141. 1.2 13

15565 Landscape of tumor suppressor long noncoding RNAs in breast cancer. Journal of Experimental and
Clinical Cancer Research, 2019, 38, 79. 3.5 44

15566
Sex- and developmental-specific transcriptomic analyses of the Antarctic mite, Alaskozetes
antarcticus, reveal transcriptional shifts underlying oribatid mite reproduction. Polar Biology, 2019,
42, 357-370.

0.5 8

15567 Maresin 1 attenuates neuroinflammation in a mouse model of perioperative neurocognitive disorders.
British Journal of Anaesthesia, 2019, 122, 350-360. 1.5 83

15568 Zscan10 suppresses osteoclast differentiation by regulating expression of Haptoglobin. Bone, 2019,
122, 93-100. 1.4 6

15569
Studying the effects of haplotype partitioning methods on the RA-associated genomic results from the
North American Rheumatoid Arthritis Consortium (NARAC) dataset. Journal of Advanced Research,
2019, 18, 113-126.

4.4 11

15570 Five genomic regions have a major impact on fat composition in Iberian pigs. Scientific Reports, 2019, 9,
2031. 1.6 24

15571 Inhibition of EZH2 prevents fibrosis and restores normal angiogenesis in scleroderma. Proceedings of
the National Academy of Sciences of the United States of America, 2019, 116, 3695-3702. 3.3 77

15572
Transcriptomics Associates Molecular Features with 18F-Fluorocholine PET/CT Imaging Phenotype and
Its Potential Relationship to Survival in Hepatocellular Carcinoma. Cancer Research, 2019, 79,
1696-1704.

0.4 13

15573 Dosage Compensation and Gene Expression of the X Chromosome in Sheep. G3: Genes, Genomes,
Genetics, 2019, 9, 305-314. 0.8 10

15575 Identification of key genes and signaling pathways during Sendai virus infection in vitro. Brazilian
Journal of Microbiology, 2019, 50, 13-22. 0.8 1

15576
Prediction of causal genes and gene expression analysis of attention-deficit hyperactivity disorder in
the different brain region, a comprehensive integrative analysis of ADHD. Behavioural Brain Research,
2019, 364, 183-192.

1.2 18

15577 Impact of inhibition of the autophagy-lysosomal pathway on biomolecules carbonylation and
proteome regulation in rat cardiac cells. Redox Biology, 2019, 23, 101123. 3.9 14

15578 MINA-1 and WAGO-4 are part of regulatory network coordinating germ cell death and RNAi in C.
elegans. Cell Death and Differentiation, 2019, 26, 2157-2178. 5.0 6



861

Citation Report

# Article IF Citations

15579 Functional genomics reveal gene regulatory mechanisms underlying schizophrenia risk. Nature
Communications, 2019, 10, 670. 5.8 94

15580 Identification of the molecular relationship between intravenous leiomyomatosis and uterine myoma
using RNA sequencing. Scientific Reports, 2019, 9, 1442. 1.6 13

15581 Dual role of DMXL2 in olfactory information transmission and the first wave of spermatogenesis.
PLoS Genetics, 2019, 15, e1007909. 1.5 10

15582 Deregulation of Biologically Significant Genes and Associated Molecular Pathways in the Oral
Epithelium of Electronic Cigarette Users. International Journal of Molecular Sciences, 2019, 20, 738. 1.8 58

15583 Decoding genetic and epigenetic information embedded in cell free DNA with adapted SALPâ€•seq.
International Journal of Cancer, 2019, 145, 2395-2406. 2.3 8

15584 Diurnal Rhythms Spatially and Temporally Organize Autophagy. Cell Reports, 2019, 26, 1880-1892.e6. 2.9 47

15585 Immune Cell Types and Secreted Factors Contributing to Inflammation-to-Cancer Transition and
Immune Therapy Response. Cell Reports, 2019, 26, 1965-1977.e4. 2.9 28

15586
Proteome analysis of non-small cell lung cancer cell line secretomes and patient sputum reveals
biofluid biomarker candidates for cisplatin response prediction. Journal of Proteomics, 2019, 196,
106-119.

1.2 18

15587 The zinc finger protein Zfpm1 modulates ventricular trabeculation through Neuregulin-ErbB
signalling. Developmental Biology, 2019, 446, 142-150. 0.9 5

15588 Microfluidic reactors for advancing the MS analysis of fast biological responses. Microsystems and
Nanoengineering, 2019, 5, 7. 3.4 10

15589 Hypoculoside, a sphingoid base-like compound from Acremonium disrupts the membrane integrity of
yeast cells. Scientific Reports, 2019, 9, 710. 1.6 7

15590 The proteome of frozen-thawed pig spermatozoa is dependent on the ejaculate fraction source.
Scientific Reports, 2019, 9, 705. 1.6 15

15591 Methylglyoxal down-regulates the expression of cell cycle associated genes and activates the p53
pathway in human umbilical vein endothelial cells. Scientific Reports, 2019, 9, 1152. 1.6 21

15592 Analysis of long non-coding RNA and mRNA expression in bovine macrophages brings up novel aspects
of Mycobacterium avium subspecies paratuberculosis infections. Scientific Reports, 2019, 9, 1571. 1.6 24

15593 Upregulation of DNA Metabolism-Related Genes Contributes to Radioresistance of Glioblastoma.
Human Gene Therapy Clinical Development, 2019, 30, 74-87. 3.2 7

15594 Retroelementâ€”Linked Transcription Factor Binding Patterns Point to Quickly Developing Molecular
Pathways in Human Evolution. Cells, 2019, 8, 130. 1.8 11

15595 Blubber transcriptome responses to repeated ACTH administration in a marine mammal. Scientific
Reports, 2019, 9, 2718. 1.6 17

15596 A synthetic non-histone substrate to study substrate targeting by the Gcn5 HAT and sirtuin HDACs.
Journal of Biological Chemistry, 2019, 294, 6227-6239. 1.6 9



862

Citation Report

# Article IF Citations

15597 Metabolic geneNR4A1as a potential therapeutic target for nonâ€•smoking female nonâ€•small cell lung
cancer patients. Thoracic Cancer, 2019, 10, 715-727. 0.8 10

15598 CirGO: an alternative circular way of visualising gene ontology terms. BMC Bioinformatics, 2019, 20,
84. 1.2 84

15599 Long live the queen, the king and the commoner? Transcript expression differences between old and
young in the termite Cryptotermes secundus. PLoS ONE, 2019, 14, e0210371. 1.1 23

15600 MKRN3 Interacts With Several Proteins Implicated in Puberty Timing but Does Not Influence GNRH1
Expression. Frontiers in Endocrinology, 2019, 10, 48. 1.5 31

15601 The PD-1/PD-L1 Pathway Affects the Expansion and Function of Cytotoxic CD8+ T Cells During an Acute
Retroviral Infection. Frontiers in Immunology, 2019, 10, 54. 2.2 35

15602 Ferritin Light Chain Confers Protection Against Sepsis-Induced Inflammation and Organ Injury.
Frontiers in Immunology, 2019, 10, 131. 2.2 64

15603 DNA Methylation in Inflammatory Pathways Modifies the Association between BMI and Adult-Onset
Non-Atopic Asthma. International Journal of Environmental Research and Public Health, 2019, 16, 600. 1.2 18

15604 Genotoxic and Epigenotoxic Alterations in the Lung and Liver of Mice Induced by Acrylamide: A 28 Day
Drinking Water Study. Chemical Research in Toxicology, 2019, 32, 869-877. 1.7 27

15605 Proteomics Reveals Profound Metabolic Changes in the Alcohol Use Disorder Brain. ACS Chemical
Neuroscience, 2019, 10, 2364-2373. 1.7 26

15606 An integrative systems genetic analysis of mammalian lipid metabolism. Nature, 2019, 567, 187-193. 13.7 101

15607 NFIA is a gliogenic switch enabling rapid derivation of functional human astrocytes from pluripotent
stem cells. Nature Biotechnology, 2019, 37, 267-275. 9.4 150

15608 Bioinformatics Analysis of Key Genes and Pathways in Colorectal Cancer. Journal of Computational
Biology, 2019, 26, 364-375. 0.8 14

15609 Quantitative proteomics identifies proteins that resist translational repression and become
dysregulated in ALS-FUS. Human Molecular Genetics, 2019, 28, 2143-2160. 1.4 17

15610 Selection shapes turnover and magnitude of sex-biased expression in Drosophila gonads. BMC
Evolutionary Biology, 2019, 19, 60. 3.2 21

15611 PLZF targets developmental enhancers for activation during osteogenic differentiation of human
mesenchymal stem cells. ELife, 2019, 8, . 2.8 32

15612
A high-fat diet impacts memory and gene expression of the head in mated female Drosophila
melanogaster. Journal of Comparative Physiology B: Biochemical, Systemic, and Environmental
Physiology, 2019, 189, 179-198.

0.7 31

15613 A Syngeneic ErbB2 Mammary Cancer Model for Preclinical Immunotherapy Trials. Journal of Mammary
Gland Biology and Neoplasia, 2019, 24, 149-162. 1.0 8

15614
Choroid plexus transcriptome and ultrastructure analysis reveals a TLR2-specific chemotaxis
signature and cytoskeleton remodeling in leukocyte trafficking. Brain, Behavior, and Immunity, 2019,
79, 216-227.

2.0 33



863

Citation Report

# Article IF Citations

15615 Mesenchymal-Epithelial Interactome Analysis Reveals Essential Factors Required for Fibroblast-Free
Alveolosphere Formation. IScience, 2019, 11, 318-333. 1.9 31

15616 Genetic suppression of IKK2/NF-ÎºB in astrocytes inhibits neuroinflammation and reduces neuronal loss
in the MPTP-Probenecid model of Parkinson's disease. Neurobiology of Disease, 2019, 127, 193-209. 2.1 24

15617 Sodium valproate rescues expression of TRANK1 in iPSC-derived neural cells that carry a genetic
variant associated with serious mental illness. Molecular Psychiatry, 2019, 24, 613-624. 4.1 34

15618
Proteomic analysis of cholera toxin adjuvant-stimulated human monocytes identifies
Thrombospondin-1 and Integrin-Î²1 as strongly upregulated molecules involved in adjuvant activity.
Scientific Reports, 2019, 9, 2812.

1.6 9

15619 Identifying Windows of Susceptibility by Temporal Gene Analysis. Scientific Reports, 2019, 9, 2740. 1.6 9

15620 Extensive epigenomic integration of the glucocorticoid response in primary human monocytes and in
vitro derived macrophages. Scientific Reports, 2019, 9, 2772. 1.6 27

15621 Non-lytic clearance of influenza B virus from infected cells preserves epithelial barrier function.
Nature Communications, 2019, 10, 779. 5.8 26

15622 The DNA modification N6-methyl-2â€™-deoxyadenosine (m6dA) drives activity-induced gene expression and
is required for fear extinction. Nature Neuroscience, 2019, 22, 534-544. 7.1 51

15623 Quantitative intrinsic auto-cathodoluminescence can resolve spectral signatures of tissue-isolated
collagen extracellular matrix. Communications Biology, 2019, 2, 69. 2.0 8

15624 Augmenting human cognition to enhance strategic, operational, and tactical intelligence. Intelligence
and National Security, 2019, 34, 673-687. 0.3 8

15625 N6-Methyladenosine Landscape of Glioma Stem-Like Cells: METTL3 Is Essential for the Expression of
Actively Transcribed Genes and Sustenance of the Oncogenic Signaling. Genes, 2019, 10, 141. 1.0 82

15626
Investigating Common Pathogenic Mechanisms between Homo sapiens and Different Strains of Candida
albicans for Drug Design: Systems Biology Approach via Two-Sided NGS Data Identification. Toxins,
2019, 11, 119.

1.5 3

15627
Genome-wide investigation of microsatellite polymorphism in coding region of the giant panda
(Ailuropoda melanoleuca) genome: a resource for study of phenotype diversity and abnormal traits.
Mammal Research, 2019, 64, 353-363.

0.6 4

15628 eIF4A3 Phosphorylation by CDKs Affects NMD during the Cell Cycle. Cell Reports, 2019, 26, 2126-2139.e9. 2.9 36

15629 Necroptosis in primate luteolysis: a role for ceramide. Cell Death Discovery, 2019, 5, 67. 2.0 17

15630 Metabolism as an early predictor of DPSCs aging. Scientific Reports, 2019, 9, 2195. 1.6 26

15631 xCT knockdown in human breast cancer cells delays onset of cancer-induced bone pain. Molecular
Pain, 2019, 15, 174480691882218. 1.0 17

15632 A two-circular RNA signature as a noninvasive diagnostic biomarker for lung adenocarcinoma.
Journal of Translational Medicine, 2019, 17, 50. 1.8 81



864

Citation Report

# Article IF Citations

15633 RNA Sequencing in B-Cell Lymphomas. Methods in Molecular Biology, 2019, 1956, 283-303. 0.4 2

15634 Sensitive Periods for the Effect of Childhood Adversity on DNA Methylation: Results From a
Prospective, Longitudinal Study. Biological Psychiatry, 2019, 85, 838-849. 0.7 203

15635
Environmental Toxicant Induced Epigenetic Transgenerational Inheritance of Prostate Pathology and
Stromal-Epithelial Cell Epigenome and Transcriptome Alterations: Ancestral Origins of Prostate
Disease. Scientific Reports, 2019, 9, 2209.

1.6 31

15636
CD4<sup>+</sup>T help promotes influenza virus-specific CD8<sup>+</sup>T cell memory by limiting
metabolic dysfunction. Proceedings of the National Academy of Sciences of the United States of
America, 2019, 116, 4481-4488.

3.3 42

15637
Drug candidate identification based on gene expression of treated cells using tensor
decomposition-based unsupervised feature extraction for large-scale data. BMC Bioinformatics, 2019,
19, 388.

1.2 34

15638 Circular RNA expression in exosomes derived from breast cancer cells and patients. Epigenomics, 2019,
11, 411-421. 1.0 53

15639 Long Noncoding RNA-H19 Contributes to Atherosclerosis and Induces Ischemic Stroke via the
Upregulation of Acid Phosphatase 5. Frontiers in Neurology, 2019, 10, 32. 1.1 59

15640
Application of Data-Independent Acquisition Approach to Study the Proteome Change from Early to
Later Phases of Tomato Pathogenesis Responses. International Journal of Molecular Sciences, 2019, 20,
863.

1.8 23

15641 A comprehensive analysis of WGCNA and serum metabolomics manifests the lung cancerâ€•associated
disordered glucose metabolism. Journal of Cellular Biochemistry, 2019, 120, 10855-10863. 1.2 48

15642
The promising novel biomarkers and candidate small molecule drugs in kidney renal clear cell
carcinoma: Evidence from bioinformatics analysis of highâ€•throughput data. Molecular Genetics &amp;
Genomic Medicine, 2019, 7, e607.

0.6 44

15643 Intractome Curation and Analysis for Stroke and Spinal Cord Injury Using Semiautomatic
Annotations. , 2019, , 151-166. 1

15644 Enabling precision medicine by unravelling disease pathophysiology: quantifying signal transduction
pathway activity across cell and tissue types. Scientific Reports, 2019, 9, 1603. 1.6 49

15645 Metabolic, Anti-apoptotic and Immune Evasion Strategies of Primary Human Myeloma Cells Indicate
Adaptations to Hypoxia*. Molecular and Cellular Proteomics, 2019, 18, 936-953. 2.5 30

15646 Identification of atheroprone shear stress responsive regulatory elements in endothelial cells.
Cardiovascular Research, 2019, 115, 1487-1499. 1.8 42

15647 Locomotor Training Increases Synaptic Structure With High NGL-2 Expression After Spinal Cord
Hemisection. Neurorehabilitation and Neural Repair, 2019, 33, 225-231. 1.4 7

15648 Dihydrotestosterone induces minor transcriptional alterations in genital skin fibroblasts of
children with and without androgen insensitivity. Endocrine Journal, 2019, 66, 387-393. 0.7 7

15649
Comparative Transcriptomics Between Zebrafish and Mammals: A Roadmap for Discovery of Conserved
and Unique Signaling Pathways in Physiology and Disease. Frontiers in Cell and Developmental
Biology, 2019, 7, 5.

1.8 14

15650 Identification of Specific Nuclear Genetic Loci and Genes That Interact With the Mitochondrial
Genome and Contribute to Fecundity in Caenorhabditis elegans. Frontiers in Genetics, 2019, 10, 28. 1.1 16



865

Citation Report

# Article IF Citations

15651
Differential Association of Mitochondrial DNA Haplogroups J and H With the Methylation Status of
Articular Cartilage: Potential Role in Apoptosis and Metabolic and Developmental Processes. Arthritis
and Rheumatology, 2019, 71, 1191-1200.

2.9 16

15652 Integrated analysis of competing endogenous RNA networks revealing five prognostic biomarkers
associated with colorectal cancer. Journal of Cellular Biochemistry, 2019, 120, 11256-11264. 1.2 18

15653 Identifying novel biomarkers in hepatocellular carcinoma by weighted gene coâ€•expression network
analysis. Journal of Cellular Biochemistry, 2019, 120, 11418-11431. 1.2 38

15654 microRNA expression profile in porcine oocytes with different developmental competence derived
from large or small follicles. Molecular Reproduction and Development, 2019, 86, 426-439. 1.0 17

15655 Tau drives translational selectivity by interacting with ribosomal proteins. Acta Neuropathologica,
2019, 137, 571-583. 3.9 90

15656 Predicting MicroRNA Target Genes and Identifying Hub Genes in IIA Stage Colon Cancer Patients Using
Bioinformatics Analysis. BioMed Research International, 2019, 2019, 1-13. 0.9 7

15657 Chromatin changes in Anopheles gambiae induced by Plasmodium falciparum infection. Epigenetics and
Chromatin, 2019, 12, 5. 1.8 32

15658 Association of four imprinting disorders and ART. Clinical Epigenetics, 2019, 11, 21. 1.8 115

15659 The lineage-specific transcription factor CDX2 navigates dynamic chromatin to control distinct
stages of intestine development. Development (Cambridge), 2019, 146, . 1.2 50

15660 A Novel Discovery: Holistic Efficacy at the Special Organ Level of Pungent Flavored Compounds from
Pungent Traditional Chinese Medicine. International Journal of Molecular Sciences, 2019, 20, 752. 1.8 10

15661 Multipleâ€•microarray analysis for identification of hub genes involved in tubulointerstial injury in
diabetic nephropathy. Journal of Cellular Physiology, 2019, 234, 16447-16462. 2.0 43

15662 Genomic Characterization of the Zinc Transcriptional Regulatory Element Reveals Potential
Functional Roles of ZNF658. Biological Trace Element Research, 2019, 192, 83-90. 1.9 3

15663
Transcriptomic analysis of the Aquaporin (AQP) gene family interactome identifies a molecular panel
of four prognostic markers in patients with pancreatic ductal adenocarcinoma. Pancreatology, 2019,
19, 436-442.

0.5 7

15664 Database on spermatozoa transcriptogram of catagorised Frieswal crossbred (Holstein Friesian X) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 222 Td (Sahiwal) bulls. Theriogenology, 2019, 129, 130-145.0.9 15

15665 Proteomic characterization of rabbit (Oryctolagus cuniculus) sperm from two different genotypes.
Theriogenology, 2019, 128, 140-148. 0.9 8

15666 Tail Wags the Dog? Functional Gene Classes Driving Genome-Wide GC Content in <i>Plasmodium</i>
spp.. Genome Biology and Evolution, 2019, 11, 497-507. 1.1 9

15667 HDA9-PWR-HOS15 Is a Core Histone Deacetylase Complex Regulating Transcription and Development.
Plant Physiology, 2019, 180, 342-355. 2.3 52

15668 Dissection of Merkel cell formation in hairy and glabrous skin reveals a common requirement for
<scp>FGFR</scp>2â€•mediated signalling. Experimental Dermatology, 2019, 28, 374-382. 1.4 18



866

Citation Report

# Article IF Citations

15669 Mass spectrometric evaluation of upstream and downstream process influences on host cell protein
patterns in biopharmaceutical products. Biotechnology Progress, 2019, 35, e2788. 1.3 16

15670 Androgen receptor expression in circulating tumor cells of patients with metastatic breast cancer.
International Journal of Cancer, 2019, 145, 1083-1089. 2.3 27

15671 Size-dependent sub-proteome analysis of urinary exosomes. Analytical and Bioanalytical Chemistry,
2019, 411, 4141-4149. 1.9 17

15672 Genomic structural diversity in Criollo Argentino horses: Analysis of copy number variations. Gene,
2019, 695, 26-31. 1.0 14

15673 Inhibiting Interleukin 36 Receptor Signaling Reduces Fibrosis in Mice With Chronic Intestinal
Inflammation. Gastroenterology, 2019, 156, 1082-1097.e11. 0.6 148

15674 Time resolved gene expression analysis during tamoxifen adaption of MCF-7 cells identifies long
non-coding RNAs with prognostic impact. RNA Biology, 2019, 16, 661-674. 1.5 8

15675 Integrative Genomics Reveals the Genetics and Evolution of the Honey Beeâ€™s Social Immune System.
Genome Biology and Evolution, 2019, 11, 937-948. 1.1 33

15676 Mutation of Mediator subunit CDK 8 counteracts the stunted growth and salicylic acid
hyperaccumulation phenotypes of an Arabidopsis MED 5 mutant. New Phytologist, 2019, 223, 233-245. 3.5 17

15677 Molecular Profiling of the<i>Drosophila</i>Antenna Reveals Conserved Genes Underlying Olfaction
in Insects. G3: Genes, Genomes, Genetics, 2019, 9, 3753-3771. 0.8 25

15678 Networks regulated by ginger towards stomach and small intestine for its warming interior
function. International Journal of Computational Biology and Drug Design, 2019, 12, 189. 0.3 5

15679 Rough fuzzy cuckoo search for triclustering microarray gene expression data. Turkish Journal of
Electrical Engineering and Computer Sciences, 2019, 27, 4328-4339. 0.9 1

15680 Three Quantitative Trait Loci Explain More than 60% of Variation for Chill Coma Recovery Time in a
Natural Population of<i>Drosophila ananassae</i>. G3: Genes, Genomes, Genetics, 2019, 9, 3715-3725. 0.8 5

15681
A Mouse Mutation That Dysregulates Neighboring <i>Galnt17</i> and <i>Auts2</i> Genes Is Associated
with Phenotypes Related to the Human AUTS2 Syndrome. G3: Genes, Genomes, Genetics, 2019, 9,
3891-3906.

0.8 6

15682 A Stress-Responsive Signaling Network Regulating Pseudohyphal Growth and Ribonucleoprotein
Granule Abundance in <i>Saccharomyces cerevisiae</i>. Genetics, 2019, 213, 705-720. 1.2 6

15683 GWAS for Meat and Carcass Traits Using Imputed Sequence Level Genotypes in Pooled F2-Designs in
Pigs. G3: Genes, Genomes, Genetics, 2019, 9, 2823-2834. 0.8 46

15684 Genome-Wide Association Analysis of Anoxia Tolerance in Drosophila melanogaster. G3: Genes,
Genomes, Genetics, 2019, 9, 2989-2999. 0.8 13

15685 Identification of a long nonâ€‘coding RNAâ€‘mediated competitive endogenous RNA network in
hepatocellular carcinoma. Oncology Reports, 2019, 42, 745-752. 1.2 7

15686 Long nonâ€‘coding RNA DLEU1 promotes cell proliferation of glioblastoma multiforme. Molecular
Medicine Reports, 2019, 20, 1873-1882. 1.1 14



867

Citation Report

# Article IF Citations

15687 Bioinformatics analysis of colorectal cancer related gene. , 2019, , . 0

15688 Bioinformatics Analysis Identifies MicroRNAs and Target Genes Associated with Prognosis in Patients
with Melanoma. Medical Science Monitor, 2019, 25, 7784-7794. 0.5 16

15689 Consensus gene modules identification of cervical cancer and head neck cancer. , 2019, , . 0

15690 The Cross Talk between TbTim50 and PIP39, Two Aspartate-Based Protein Phosphatases, Maintains
Cellular Homeostasis in Trypanosoma brucei. MSphere, 2019, 4, . 1.3 4

15691 Maintenance of spatial gene expression by Polycomb-mediated repression after formation of a
vertebrate body plan. Development (Cambridge), 2019, 146, . 1.2 13

15692 Heterogeneous beta-catenin activation is sufficient to cause hepatocellular carcinoma in zebrafish.
Biology Open, 2019, 8, . 0.6 13

15693
Network vulnerabilityâ€•based and knowledgeâ€•guided identification of microRNA biomarkers indicating
platinum resistance in highâ€•grade serous ovarian cancer. Clinical and Translational Medicine, 2019, 8,
28.

1.7 28

15694 Identifying driver genes involving gene dysregulated expression, tissue-specific expression and
gene-gene network. BMC Medical Genomics, 2019, 12, 168. 0.7 11

15695 A Nonlinear Multivariate Approach to Identify Differentially Coexpressed Pathways. , 2019, , . 0

15696
Synergistic Effect of Network-Based Multicomponent Drugs: An Investigation on the Treatment of
Non-Small-Cell Lung Cancer with Compound Liuju Formula. Evidence-based Complementary and
Alternative Medicine, 2019, 2019, 1-15.

0.5 1

15697 Identification of Modules With Similar Gene Regulation and Metabolic Functions Based on
Co-expression Data. Frontiers in Molecular Biosciences, 2019, 6, 139. 1.6 14

15698 Comorbidity Effects of Mitochondrial Dysfunction to the Progression of Neurological Disorders:
Insights from a Systems Biomedicine Perspective. , 2019, , . 0

15699 CIRCADIAN CLOCK-ASSOCIATED1 Controls Resistance to Aphids by Altering Indole Glucosinolate
Production. Plant Physiology, 2019, 181, 1344-1359. 2.3 34

15700 RNA editing alterations define manifestation of prion diseases. Proceedings of the National Academy
of Sciences of the United States of America, 2019, 116, 19727-19735. 3.3 17

15701 microRNA-22 promotes megakaryocyte differentiation through repression of its target, GFI1. Blood
Advances, 2019, 3, 33-46. 2.5 14

15702 A novel immature natural killer cell subpopulation predicts relapse after cord blood transplantation.
Blood Advances, 2019, 3, 4117-4130. 2.5 23

15703 Loss of the E2 SUMO-conjugating enzyme <i>Ube2i</i> in oocytes during ovarian folliculogenesis
causes infertility in mice. Development (Cambridge), 2019, 146, . 1.2 20

15704 GATA2 controls lymphatic endothelial cell junctional integrity and lymphovenous valve
morphogenesis through <i>miR-126</i>. Development (Cambridge), 2019, 146, . 1.2 30



868

Citation Report

# Article IF Citations

15705 Identification of key candidate genes and pathways in glioblastoma by integrated bioinformatical
analysis. Experimental and Therapeutic Medicine, 2019, 18, 3439-3449. 0.8 14

15706 Ribosome biogenesis restricts innate immune responses to virus infection and DNA. ELife, 2019, 8, . 2.8 61

15707 TPM2 as a potential predictive biomarker for atherosclerosis. Aging, 2019, 11, 6960-6982. 1.4 44

15708 Using Optimal F-Measure and Random Resampling in Gene Ontology Enrichment Calculations.
Frontiers in Applied Mathematics and Statistics, 2019, 5, . 0.7 3

15709 Changes of gene expression profiles of infants inflammatory genes after Rota virus infection.. Journal
of Physics: Conference Series, 2019, 1294, 062074. 0.3 0

15710 Global Proteomic Analysis of Breast Cancer Cell Plasma Membrane Electroporation. , 2019, , . 2

15711 A Multi-classifier Model to Identify Mitochondrial Respiratory Gene Signatures in Human Cancer. ,
2019, , . 1

15712 Feature Selection Methods for SNP Analysis. , 2019, , . 0

15713 Behavior and Depression Gene Networks Reconstruction and Analysis. , 2019, , . 0

15714 FibroAtlas: A Database for the Exploration of Fibrotic Diseases and Their Genes. Cardiology Research
and Practice, 2019, 2019, 1-7. 0.5 10

15715 Characterization of Holstein and Normande whole milk miRNomes highlights breed specificities.
Scientific Reports, 2019, 9, 20345. 1.6 18

15716 Integrated systems analysis of salivary gland transcriptomics reveals key molecular networks in
SjÃ¶grenâ€™s syndrome. Arthritis Research and Therapy, 2019, 21, 294. 1.6 19

15717 Construction of a lncRNAâ€‘miRNAâ€‘mRNA network to determine the regulatory roles of lncRNAs in
psoriasis. Experimental and Therapeutic Medicine, 2019, 18, 4011-4021. 0.8 16

15718 Extent and characteristics of immune infiltration in clear cell renal cell carcinoma and the
prognostic value. Translational Andrology and Urology, 2019, 8, 609-618. 0.6 17

15719 VIO: ontology classification and study of vaccine responses given various experimental and analytical
conditions. BMC Bioinformatics, 2019, 20, 704. 1.2 12

15720 Oxidative Stress Alters Angiogenic and Antimicrobial Content of Extracellular Vesicles and Improves
Flap Survival. Plastic and Reconstructive Surgery - Global Open, 2019, 7, e2588. 0.3 12

15721 RNA-Sequencing Analysis of Paternal Low-Protein Diet-Induced Gene Expression Change in Mouse
Offspring Adipocytes. G3: Genes, Genomes, Genetics, 2019, 9, 2161-2170. 0.8 11

15722 Lack of whey acidic protein four disulphide core (WFDC) 2 protease inhibitor causes neonatal death
from respiratory failure in mice. DMM Disease Models and Mechanisms, 2019, 12, . 1.2 7



869

Citation Report

# Article IF Citations

15723
In Silico Assessment of the Structural, Functional and Stability Impact of a Nonsense PRF1 Mutation
with Uncertain Clinical Significance; Identified in 2 Unrelated Cypriot Triple-Negative Breast Cancer
Patients. , 2019, , .

1

15724 Differential gene expression in chronic wasting diseaseâ€•positive whiteâ€•tailed deer (<i>Odocoileus) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 702 Td (virginianus</i>). Ecology and Evolution, 2019, 9, 12600-12612.0.8 4

15725 Sperm DNA Methylation Epimutation Biomarkers for Male Infertility and FSH Therapeutic
Responsiveness. Scientific Reports, 2019, 9, 16786. 1.6 53

15726 Comprehensive genome and transcriptome analyses reveal genetic relationship, selection signature,
and transcriptome landscape of small-sized Korean native Jeju horse. Scientific Reports, 2019, 9, 16672. 1.6 18

15727
Successful Derivation of an Induced Pluripotent Stem Cell Line from a Genetically Nonpermissive
Enhanced Green Fluorescent Protein-Transgenic FVB/N Mouse Strain. Cellular Reprogramming, 2019,
21, 270-284.

0.5 0

15728 Proteomics Recapitulates Ovarian Proteins Relevant to Puberty and Fertility in Brahman Heifers (Bos) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 542 Td (indicus L.). Genes, 2019, 10, 923.1.0 13

15729 CRISPR/Cas9-Mediated Knock-Out of KrasG12D Mutated Pancreatic Cancer Cell Lines. International
Journal of Molecular Sciences, 2019, 20, 5706. 1.8 26

15730 TMX2 Is a Crucial Regulator of Cellular Redox State, and Its Dysfunction Causes Severe Brain
Developmental Abnormalities. American Journal of Human Genetics, 2019, 105, 1126-1147. 2.6 25

15731 Integrative proteomics and pharmacogenomics analysis of methylphenidate treatment response.
Translational Psychiatry, 2019, 9, 308. 2.4 6

15732 Genomic Patterns of Homozygosity in Chinese Local Cattle. Scientific Reports, 2019, 9, 16977. 1.6 40

15733 Integration of TGF-Î²-induced Smad signaling in the insulin-induced transcriptional response in
endothelial cells. Scientific Reports, 2019, 9, 16992. 1.6 15

15734 Variable gene expression and parasite load predict treatment outcome in cutaneous leishmaniasis.
Science Translational Medicine, 2019, 11, . 5.8 63

15735 ENCORE. , 2019, 2019, 5-14. 8

15736 Analyses of inter-individual variations of sperm DNA methylation and their potential implications in
cattle. BMC Genomics, 2019, 20, 888. 1.2 19

15737 Comparative analysis of cellular expression pattern of schizophrenia risk genes in human versus
mouse cortex. Cell and Bioscience, 2019, 9, 89. 2.1 8

15738 Development of a method for identifying and functionally analyzing allele-specific DNA methylation
based on BS-seq data. Epigenomics, 2019, 11, 1679-1692. 1.0 1

15739
Ketamine and Active Ketamine Metabolites Regulate STAT3 and the Type I Interferon Pathway in Human
Microglia: Molecular Mechanisms Linked to the Antidepressant Effects of Ketamine. Frontiers in
Pharmacology, 2019, 10, 1302.

1.6 32

15740
An integrative methodology based on protein-protein interaction networks for identification and
functional annotation of disease-relevant genes applied to channelopathies. BMC Bioinformatics,
2019, 20, 565.

1.2 8



870

Citation Report

# Article IF Citations

15741 Physiology and Transcriptional Analysis of (p)ppGpp-Related Regulatory Effects in Corynebacterium
glutamicum. Frontiers in Microbiology, 2019, 10, 2769. 1.5 8

15742 Strong T <sub>H</sub> 1-biased CD4 T cell responses are associated with diminished SIV vaccine
efficacy. Science Translational Medicine, 2019, 11, . 5.8 14

15743 ComparativeÂ transcriptome analysis of matched primary and distant metastatic ovarian carcinoma.
BMC Cancer, 2019, 19, 1121. 1.1 15

15744 Gene Expression and Fatty Acid Profiling in Longissimus thoracis Muscle, Subcutaneous Fat, and Liver
of Light Lambs in Response to Concentrate or Alfalfa Grazing. Frontiers in Genetics, 2019, 10, 1070. 1.1 5

15745 Comprehensive investigation of key biomarkers and pathways in hepatitis B virus-related
hepatocellular carcinoma. Journal of Cancer, 2019, 10, 5689-5704. 1.2 28

15746 An <scp>LTR</scp> retrotransposonâ€•derived lnc <scp>RNA</scp> interacts with <scp>RNF</scp> 169 to
promote homologous recombination. EMBO Reports, 2019, 20, e47650. 2.0 28

15747 In silico identification of microRNAs as candidate colorectal cancer biomarkers. Tumor Biology, 2019,
41, 101042831988372. 0.8 11

15748 Analysis of five deep-sequenced trio-genomes of the Peninsular Malaysia Orang Asli and North Borneo
populations. BMC Genomics, 2019, 20, 842. 1.2 3

15749 Integrative molecular analysis of metastatic hepatocellular carcinoma. BMC Medical Genomics, 2019,
12, 164. 0.7 11

15750 Medroxyprogesterone acetate causes the alterations of endoplasmic reticulum related mRNAs and
lncRNAs in endometrial cancer cells. BMC Medical Genomics, 2019, 12, 163. 0.7 15

15751 Identifying candidate diagnostic markers for early stage of non-small cell lung cancer. PLoS ONE,
2019, 14, e0225080. 1.1 1

15752 Stress signaling and cellular proliferation reverse the effects of mitochondrial mistranslation.
EMBO Journal, 2019, 38, e102155. 3.5 21

15753 Identification of a Five-Gene Signature and Establishment of a Prognostic Nomogram to Predict
Progression-Free Interval of Papillary Thyroid Carcinoma. Frontiers in Endocrinology, 2019, 10, 790. 1.5 28

15754 A Gene Signature of Survival Prediction for Kidney Renal Cell Carcinoma by Multi-Omic Data Analysis.
International Journal of Molecular Sciences, 2019, 20, 5720. 1.8 44

15755 miR-30a-GNG2 and miR-15b-ACSS2 Interaction Pairs May Be Potentially Crucial for Development of
Abdominal Aortic Aneurysm by Influencing Inflammation. DNA and Cell Biology, 2019, 38, 1540-1556. 0.9 12

15756 Importance of Feature Weighing in Cervical Cancer Subtypes Identification. , 2019, , . 0

15757
Network Pharmacology-Based Investigation into the Mechanisms of Quyushengxin Formula for the
Treatment of Ulcerative Colitis. Evidence-based Complementary and Alternative Medicine, 2019, 2019,
1-22.

0.5 18

15758 Integrative Bioinformatics Approaches to Map Potential Novel Genes and Pathways Involved in
Ovarian Cancer. Frontiers in Bioengineering and Biotechnology, 2019, 7, 391. 2.0 72



871

Citation Report

# Article IF Citations

15759 Putative circumsporozoite protein (CSP) of Plasmodium vivax is considerably distinct from the
well-known CSP and plays a role in the protein ubiquitination pathway. Gene: X, 2019, 4, 100024. 2.3 1

15760 Reduced central and peripheral inflammatory responses and increased mitochondrial activity
contribute to diet-induced obesity resistance in WSB/EiJ mice. Scientific Reports, 2019, 9, 19696. 1.6 8

15761 Dysregulation of RNA Splicing in Tauopathies. Cell Reports, 2019, 29, 4377-4388.e4. 2.9 55

15762 The Heat Shock Response in Yeast Maintains Protein Homeostasis by Chaperoning and Replenishing
Proteins. Cell Reports, 2019, 29, 4593-4607.e8. 2.9 67

15763 A bioinformatics approach to decode core genes and molecular pathways shared by breast cancer and
endometrial cancer. Informatics in Medicine Unlocked, 2019, 17, 100274. 1.9 5

15764 Cancer Hazard Identification Integrating Human Variability: The Case of Coumarin. International
Journal of Toxicology, 2019, 38, 501-552. 0.6 13

15765 An analysis about heterogeneity among cancers based on the DNA methylation patterns. BMC Cancer,
2019, 19, 1259. 1.1 14

15766 Prognostic significance and molecular mechanisms of adenosine triphosphate-binding cassette
subfamily C members in gastric cancer. Medicine (United States), 2019, 98, e18347. 0.4 17

15767 Diagnostic Value Investigation and Bioinformatics Analysis of miR-31 in Patients with Lymph Node
Metastasis of Colorectal Cancer. Analytical Cellular Pathology, 2019, 2019, 1-10. 0.7 14

15768 Association of cord blood methylation with neonatal leptin: An epigenome wide association study.
PLoS ONE, 2019, 14, e0226555. 1.1 10

15769
A network pharmacology approach to reveal the protective mechanism of Salvia
miltiorrhiza-Dalbergia odorifera coupled-herbs on coronary heart disease. Scientific Reports, 2019, 9,
19343.

1.6 18

15770 A sulfur-containing volatile emitted by potato-associated bacteria confers protection against late
blight through direct anti-oomycete activity. Scientific Reports, 2019, 9, 18778. 1.6 23

15771 Characterization and functional roles of paternal RNAs in 2â€“4 cell bovine embryos. Scientific Reports,
2019, 9, 20347. 1.6 23

15772 Prognostic model for multiple myeloma progression integrating gene expression and clinical
features. GigaScience, 2019, 8, . 3.3 17

15773 Expression alteration of microRNAs in Nucleus Accumbens is associated with chronic stress and
antidepressant treatment in rats. BMC Medical Informatics and Decision Making, 2019, 19, 271. 1.5 12

15774 Profiling microRNAs through development of the parasitic nematode Haemonchus identifies
nematode-specific miRNAs that suppress larval development. Scientific Reports, 2019, 9, 17594. 1.6 25

15775 Adipocyte epigenetic alterations and potential therapeutic targets in transgenerationally inherited
lean and obese phenotypes following ancestral exposures. Adipocyte, 2019, 8, 362-378. 1.3 14

15776 A Proteomic Network Approach across the Kidney Stone Disease Reveals Endoplasmic Reticulum Stress
and Crystal-Cell Interaction in the Kidney. Oxidative Medicine and Cellular Longevity, 2019, 2019, 1-13. 1.9 11



872

Citation Report

# Article IF Citations

15777 S100P is a molecular determinant of E-cadherin function in gastric cancer. Cell Communication and
Signaling, 2019, 17, 155. 2.7 16

15778 547 transcriptomes from 44 brain areas reveal features of the aging brain in non-human primates.
Genome Biology, 2019, 20, 258. 3.8 26

15779 Differentially expressed tRFs in CD5 positive relapsed & refractory diffuse large B cell lymphoma and
the bioinformatic analysis for their potential clinical use. Biology Direct, 2019, 14, 23. 1.9 14

15780 Analysis of the characteristics of chemotherapy-resistant renal cell carcinomas based on global
transcriptional analysis of their tissues and cell lines. PLoS ONE, 2019, 14, e0225721. 1.1 0

15781 IL-8 Released from Human Pancreatic Cancer and Tumor-Associated Stromal Cells Signals through a
CXCR2-ERK1/2 Axis to Induce Muscle Atrophy. Cancers, 2019, 11, 1863. 1.7 38

15782 Computational Inference of Gene Co-Expression Networks for the identification of Lung Carcinoma
Biomarkers: An Ensemble Approach. Genes, 2019, 10, 962. 1.0 4

15783 Phylostratigraphic Analysis Shows the Earliest Origination of the Abiotic Stress Associated Genes in
A. thaliana. Genes, 2019, 10, 963. 1.0 11

15784 Profiling of RNAs from Human Islet-Derived Exosomes in a Model of Type 1 Diabetes. International
Journal of Molecular Sciences, 2019, 20, 5903. 1.8 48

15785 Genome-wide analysis to identify a novel microRNA signature that predicts survival in patients with
stomach adenocarcinoma. Journal of Cancer, 2019, 10, 6298-6313. 1.2 9

15786 Significant prognostic values of differentially expressed-aberrantly methylated hub genes in breast
cancer. Journal of Cancer, 2019, 10, 6618-6634. 1.2 47

15787 Suppression of FOXM1 activities and breast cancer growth in vitro and in vivo by a new class of
compounds. Npj Breast Cancer, 2019, 5, 45. 2.3 54

15788 Bioinformatics analysis on differentially expressed genes of alveolar macrophage in IPF. Experimental
Lung Research, 2019, 45, 288-296. 0.5 23

15789 The effects of n-6 polyunsaturated fatty acid deprivation on the inflammatory gene response to
lipopolysaccharide in the mouse hippocampus. Journal of Neuroinflammation, 2019, 16, 237. 3.1 10

15790
Transcriptional Profiling and Molecular Characterization of the yccT Mutant Link: A Novel STY1099
Protein with the Peroxide Stress Response and Cell Division of Salmonella enterica Serovar
Enteritidis. Biology, 2019, 8, 86.

1.3 5

15791 Ovarian cancer detection by DNA methylation in cervical scrapings. Clinical Epigenetics, 2019, 11, 166. 1.8 22

15792
The State-of-the Art of Environmental Toxicogenomics: Challenges and Perspectives of â€œOmicsâ€•
Approaches Directed to Toxicant Mixtures. International Journal of Environmental Research and
Public Health, 2019, 16, 4718.

1.2 38

15793 FGF Signalling in the Self-Renewal of Colon Cancer Organoids. Scientific Reports, 2019, 9, 17365. 1.6 32

15794 SIMLIN: a bioinformatics tool for prediction of S-sulphenylation in theÂ human proteome based on
multi-stage ensemble-learning models. BMC Bioinformatics, 2019, 20, 602. 1.2 10



873

Citation Report

# Article IF Citations

15795 Methodology of predicting novel key regulators in ovarian cancer network: a network theoretical
approach. BMC Cancer, 2019, 19, 1129. 1.1 20

15796 &lt;p&gt;The Prognosis Of Peroxiredoxin Family In Breast Cancer&lt;/p&gt;. Cancer Management and
Research, 2019, Volume 11, 9685-9699. 0.9 24

15797 A Drive to Driven Model of Mapping Intraspecific Interaction Networks. IScience, 2019, 22, 109-122. 1.9 11

15798 Defining the impact of exoribonucleases in the shift between exponential and stationary phases.
Scientific Reports, 2019, 9, 16271. 1.6 4

15799 A single factor dominates the behavior of rhythmic genes in mouse organs. BMC Genomics, 2019, 20,
879. 1.2 8

15800 Genome-wide scans identify known and novel regions associated with prolificacy and reproduction
traits in a sub-Saharan African indigenous sheep (Ovis aries). Mammalian Genome, 2019, 30, 339-352. 1.0 25

15801 Predicting novel genomic regions linked to genetic disorders using GWAS and chromosome
conformation data â€“ a case study of schizophrenia. Scientific Reports, 2019, 9, 17940. 1.6 6

15802 Microarray and metabolome analysis of hepatic response to fasting and subsequent refeeding in
zebrafish (Danio rerio). BMC Genomics, 2019, 20, 919. 1.2 17

15803 Cancer Is Associated with Alterations in the Three-Dimensional Organization of the Genome. Cancers,
2019, 11, 1886. 1.7 13

15804 Alkyladenine DNA glycosylase associates with transcription elongation to coordinate DNA repair
with gene expression. Nature Communications, 2019, 10, 5460. 5.8 28

15805 DNA methylation patterns vary in boar sperm cells with different levels of DNA fragmentation. BMC
Genomics, 2019, 20, 897. 1.2 33

15806 Global redox proteome and phosphoproteome analysis reveals redox switch in Akt. Nature
Communications, 2019, 10, 5486. 5.8 89

15807 Age-related transcriptome changes in Sox2+ supporting cells in the mouse cochlea. Stem Cell
Research and Therapy, 2019, 10, 365. 2.4 63

15808 miR-1/206 downregulates splicing factor Srsf9 to promote C2C12 differentiation. Skeletal Muscle,
2019, 9, 31. 1.9 15

15809 Harnessing the Immunomodulatory Properties of Bacterial Ghosts to Boost the Anti-mycobacterial
Protective Immunity. Frontiers in Immunology, 2019, 10, 2737. 2.2 13

15810 Keratinocyte-specific ablation of Mcpip1 impairs skin integrity and promotes local and systemic
inflammation. Journal of Molecular Medicine, 2019, 97, 1669-1684. 1.7 14

15811 Phosphorylation of Npas4 by MAPK Regulates Reward-Related Gene Expression and Behaviors. Cell
Reports, 2019, 29, 3235-3252.e9. 2.9 37

15812 Suppression of Ribosomal Pausing by eIF5A Is Necessary to Maintain the Fidelity of Start Codon
Selection. Cell Reports, 2019, 29, 3134-3146.e6. 2.9 44



874

Citation Report

# Article IF Citations

15813 The Oncogenic Kaposiâ€™s Sarcoma-Associated Herpesvirus Encodes a Mimic of the Tumor-Suppressive
miR-15/16 miRNA Family. Cell Reports, 2019, 29, 2961-2969.e6. 2.9 14

15814 Blood transcriptome analysis in a buck-ewe hybrid and its parents. Scientific Reports, 2019, 9, 17492. 1.6 1

15815 A Cross-Platform Comparison of Affymetrix, Agilent, and Illumina Microarray Reveals Functional
Genomics in Colorectal Cancer Progression. , 2019, 2019, 252-255. 1

15816 Coordinated removal of repressive epigenetic modifications during induced reversal of cell identity.
EMBO Journal, 2019, 38, e101681. 3.5 8

15817 HOTTIP lncRNA Promotes Hematopoietic Stem Cell Self-Renewal Leading to AML-like Disease in Mice.
Cancer Cell, 2019, 36, 645-659.e8. 7.7 116

15818 Potential physiological roles of the 31/32-nucleotide Y4-RNA fragment in human plasma. Non-coding
RNA Research, 2019, 4, 135-140. 2.4 6

15819 Feature selection with the Fisher score followed by the Maximal Clique Centrality algorithm can
accurately identify the hub genes of hepatocellular carcinoma. Scientific Reports, 2019, 9, 17283. 1.6 37

15820 The nuclear receptor REV-ERBÎ± modulates Th17 cell-mediated autoimmune disease. Proceedings of the
National Academy of Sciences of the United States of America, 2019, 116, 18528-18536. 3.3 60

15821 Modification of the genome topology network and its application to the comparison of group B
Streptococcus genomes. BMC Genomics, 2019, 20, 886. 1.2 0

15822 Identification of key genes and regulators associated with carotenoid metabolism in apricot (Prunus) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 382 Td (armeniaca) fruit using weighted gene coexpression network analysis. BMC Genomics, 2019, 20, 876.1.2 28

15823 Transcranial Current Stimulation Alters the Expression of Immune-Mediating Genes. Frontiers in
Cellular Neuroscience, 2019, 13, 461. 1.8 22

15824 A Mechanogenetic Model of Exercise-Induced Pulmonary Haemorrhage in the Thoroughbred Horse.
Genes, 2019, 10, 880. 1.0 5

15825 Exposure of Human Gastric Cells to Oxidized Lipids Stimulates Pathways of Amino Acid Biosynthesis
on a Genomic and Metabolomic Level. Molecules, 2019, 24, 4111. 1.7 7

15826 High expression of CHML predicts poor prognosis of multiple myeloma. Journal of Cancer, 2019, 10,
6048-6056. 1.2 2

15827 Chemical Proteomic Profiling of Lysophosphatidic Acid-Binding Proteins. Analytical Chemistry, 2019,
91, 15365-15369. 3.2 6

15828 AmpliSeq Transcriptome of Laser Captured Neurons from Alzheimer Brain: Comparison of Single Cell
Versus Neuron Pools. , 2019, 10, 1146. 5

15829 The Extra-Virgin Olive Oil Polyphenols Oleocanthal and Oleacein Counteract Inflammation-Related
Gene and miRNA Expression in Adipocytes by Attenuating NF-ÎºB Activation. Nutrients, 2019, 11, 2855. 1.7 63

15830 c-Jun overexpression in CAR T cells induces exhaustion resistance. Nature, 2019, 576, 293-300. 13.7 480



875

Citation Report

# Article IF Citations

15831 Changes in Human Tear Proteome Following Topical Treatment of Dry Eye Disease: Cyclosporine A
Versus Diquafosol Tetrasodium. , 2019, 60, 5035. 17

15832 Identifying Key Genes and Functionally Enriched Pathways in SjÃ¶grenâ€™s Syndrome by Weighted Gene
Co-Expression Network Analysis. Frontiers in Genetics, 2019, 10, 1142. 1.1 59

15833
The MS-lincRNA landscape reveals a novel lincRNA BCLIN25 that contributes to tumorigenesis by
upregulating ERBB2 expression via epigenetic modification and RNAâ€“RNA interactions in breast cancer.
Cell Death and Disease, 2019, 10, 920.

2.7 11

15835 Hypermethylation of NRG1 gene correlates with the presence of heart defects in Downâ€™s syndrome.
Journal of Genetics, 2019, 98, 1. 0.4 9

15836
Enhancer of zeste 2 polycomb repressive complex 2 subunit promotes sorafenib resistance of
hepatocellular carcinoma though insulin-like growth factor 1 receptor. Anti-Cancer Drugs, 2019, 30,
677-684.

0.7 8

15837 Proteomic Evaluation of the Acute Radiation Syndrome of the Gastrointestinal Tract in a Murine
Total-body Irradiation Model. Health Physics, 2019, 116, 516-528. 0.3 23

15838 Transcriptomic and Epigenomic Profiling of Histone Deacetylase Inhibitor Treatment Reveals Distinct
Gene Regulation Profiles Leading to Impaired Neutrophil Development. HemaSphere, 2019, 3, e270. 1.2 3

15839 Boolean function network analysis of time course liver transcriptome data to reveal novel circadian
transcriptional regulators in mammals. Journal of the Chinese Medical Association, 2019, 82, 872-880. 0.6 2

15840 Identification of crucial miRNAs and genes in esophageal squamous cell carcinoma by miRNA-mRNA
integrated analysis. Medicine (United States), 2019, 98, e16269. 0.4 24

15841 Deciphering Immune-Associated Genes to Predict Survival in Clear Cell Renal Cell Cancer. BioMed
Research International, 2019, 2019, 1-10. 0.9 37

15842 Identification of Key Genes and Pathways Associated with Sex Differences in Osteoarthritis Based on
Bioinformatics Analysis. BioMed Research International, 2019, 2019, 1-8. 0.9 4

15843 Withdrawal Notice: The Prognostic Value of Prognostic Biomarkers in Esophageal Squamous Cell
Carcinoma in Iranian Population. Current Cancer Therapy Reviews, 2019, 15, . 0.2 0

15844 DNA methylation profiling to explore colorectal tumor differences according to menopausal
hormone therapy use in women. Epigenomics, 2019, 11, 1765-1778. 1.0 3

15845 Mycobacterium abscessusâ€”Bronchial Epithelial Cells Cross-Talk Through Type I Interferon Signaling.
Frontiers in Immunology, 2019, 10, 2888. 2.2 17

15846 RNA editing-based classification of diffuse gliomas: predicting isocitrate dehydrogenase mutation and
chromosome 1p/19q codeletion. BMC Bioinformatics, 2019, 20, 659. 1.2 7

15847 Venn-diaNet : venn diagram based network propagation analysis framework for comparing multiple
biological experiments. BMC Bioinformatics, 2019, 20, 667. 1.2 23

15848 Identification of infectious disease-associated host genes using machine learning techniques. BMC
Bioinformatics, 2019, 20, 736. 1.2 26

15849 Genomewide analysis of circular RNA in pituitaries of normal and heat-stressed sows. BMC Genomics,
2019, 20, 1013. 1.2 10



876

Citation Report

# Article IF Citations

15850 Exploring the changing landscape of cell-to-cell variation after CTCF knockdown via single cell
RNA-seq. BMC Genomics, 2019, 20, 1015. 1.2 13

15851 Comparative profiling of the synaptic proteome from Alzheimerâ€™s disease patients with focus on the
APOE genotype. Acta Neuropathologica Communications, 2019, 7, 214. 2.4 63

15852 The Identification of Differentially Expressed Genes Showing Aberrant Methylation Patterns in
Pheochromocytoma by Integrated Bioinformatics Analysis. Frontiers in Genetics, 2019, 10, 1181. 1.1 4

15853 Acute Proteomic Changes in the Lung After WTLI in a Mouse Model: Identification of Potential
Initiating Events for Delayed Effects of Acute Radiation Exposure. Health Physics, 2019, 116, 503-515. 0.3 23

15854 LTF, PRTN3, and MNDA in Synovial Fluid as Promising Biomarkers for Periprosthetic Joint Infection.
Journal of Bone and Joint Surgery - Series A, 2019, 101, 2226-2234. 1.4 23

15855 Profiles of Long Non-Coding RNAs and mRNA Expression in Human Macrophages Regulated by
Interleukin-27. International Journal of Molecular Sciences, 2019, 20, 6207. 1.8 12

15856 Temporal VEGFA responsive genes in HUVECs: Gene signatures and potential ligands/receptors
fine-tuning angiogenesis. Journal of Cell Communication and Signaling, 2019, 13, 561-571. 1.8 9

15857 Raptor-Mediated Proteasomal Degradation of Deamidated 4E-BP2 Regulates Postnatal Neuronal
Translation and NF-ÎºB Activity. Cell Reports, 2019, 29, 3620-3635.e7. 2.9 8

15858 Truncated BRPF1 Cooperates with Smoothened to Promote Adult Shh Medulloblastoma. Cell Reports,
2019, 29, 4036-4052.e10. 2.9 13

15859 3Î², 6Î²-dichloro-5-hydroxy-5Î±-cholestane facilitates neuronal development through modulating TrkA
signaling regulated proteins in primary hippocampal neuron. Scientific Reports, 2019, 9, 18919. 1.6 11

15860 GIRK1 triggers multiple cancer-related pathways in the benign mammary epithelial cell line MCF10A.
Scientific Reports, 2019, 9, 19277. 1.6 4

15861 MAP2K1 is a potential therapeutic target in erlotinib resistant head and neck squamous cell
carcinoma. Scientific Reports, 2019, 9, 18793. 1.6 15

15862 Inflammation Promotes Progression of Pancreatic Cancer Through WNT/Î²-Catenin Pathway-Dependent
Manner. Pancreas, 2019, 48, 1003-1014. 0.5 16

15863 DNA methylation data by sequencing: experimental approaches and recommendations for tools and
pipelines for data analysis. Clinical Epigenetics, 2019, 11, 193. 1.8 60

15864 Development of a Retinal-Based Probe for the Profiling of Retinaldehyde Dehydrogenases in Cancer
Cells. ACS Central Science, 2019, 5, 1965-1974. 5.3 13

15865
miR-221 Augments TRAIL-Mediated Apoptosis in Prostate Cancer Cells by Inducing Endogenous TRAIL
Expression and Targeting the Functional Repressors SOCS3 and PIK3R1. BioMed Research International,
2019, 2019, 1-11.

0.9 8

15866
Systematic Analysis of Transcriptomic Profile of the Effects of Low Dose Atropine Treatment on
Scleral Fibroblasts using Next-Generation Sequencing and Bioinformatics. International Journal of
Medical Sciences, 2019, 16, 1652-1667.

1.1 8

15867 Spatial Genome Re-organization between Fetal and Adult Hematopoietic Stem Cells. Cell Reports, 2019,
29, 4200-4211.e7. 2.9 46



877

Citation Report

# Article IF Citations

15868 New Approaches for Quantitative Reconstruction of Radiation Dose in Human Blood Cells. Scientific
Reports, 2019, 9, 18441. 1.6 19

15869 NKL homeobox gene activities in normal and malignant myeloid cells. PLoS ONE, 2019, 14, e0226212. 1.1 14

15870 Xylem Cell Wall Formation in Pioneer Roots and Stems of Populus trichocarpa (Torr. & Gray).
Frontiers in Plant Science, 2019, 10, 1419. 1.7 15

15871 Extensive protein S-nitrosylation associated with human pancreatic ductal adenocarcinoma
pathogenesis. Cell Death and Disease, 2019, 10, 914. 2.7 31

15872 Identification of atrial fibrillation associated genes and functional non-coding variants. Nature
Communications, 2019, 10, 4755. 5.8 64

15873 Metabolic regulation of gene expression by histone lactylation. Nature, 2019, 574, 575-580. 13.7 1,308

15874 Multiplexed activation of endogenous genes by CRISPRa elicits potent antitumor immunity. Nature
Immunology, 2019, 20, 1494-1505. 7.0 83

15875 A perturbed gene network containing PI3Kâ€“AKT, RASâ€“ERK and WNTâ€“Î²-catenin pathways in leukocytes is
linked to ASD genetics and symptom severity. Nature Neuroscience, 2019, 22, 1624-1634. 7.1 71

15876 circRNA/lncRNA-miRNA-mRNA Network in Oxidized, Low-Density, Lipoprotein-Induced Foam Cells. DNA
and Cell Biology, 2019, 38, 1499-1511. 0.9 52

15877 Weighted gene co-expression network analysis unveils gene networks associated with the Fusarium
head blight resistance in tetraploid wheat. BMC Genomics, 2019, 20, 925. 1.2 20

15878 <p><i>TIMP1</i> Is A Potential Key Gene Associated With The Pathogenesis And Prognosis Of Ulcerative
Colitis-Associated Colorectal Cancer</p>. OncoTargets and Therapy, 2019, Volume 12, 8895-8904. 1.0 21

15879 CPT1A/2-Mediated FAO Enhancementâ€”A Metabolic Target in Radioresistant Breast Cancer. Frontiers in
Oncology, 2019, 9, 1201. 1.3 91

15880 Oncoviruses Can Drive Cancer by Rewiring Signaling Pathways Through Interface Mimicry. Frontiers
in Oncology, 2019, 9, 1236. 1.3 28

15881 Spatial EGFR Dynamics and Metastatic Phenotypes Modulated by Upregulated EphB2 and Src Pathways
in Advanced Prostate Cancer. Cancers, 2019, 11, 1910. 1.7 14

15882
Exploring the Pharmacological Mechanism of Quercetin-Resveratrol Combination for Polycystic
Ovary Syndrome: A Systematic Pharmacological Strategy-Based Research. Scientific Reports, 2019, 9,
18420.

1.6 14

15883 Identification of gene and microRNA changes in response to smoking in human airway epithelium by
bioinformatics analyses. Medicine (United States), 2019, 98, e17267. 0.4 13

15884 Identification of Key Genes and Prognostic Value Analysis in Hepatocellular Carcinoma by Integrated
Bioinformatics Analysis. International Journal of Genomics, 2019, 2019, 1-21. 0.8 16

15885 Endogenous IGF Signaling Directs Heterogeneous Mesoderm Differentiation in Human Embryonic Stem
Cells. Cell Reports, 2019, 29, 3374-3384.e5. 2.9 15



878

Citation Report

# Article IF Citations

15886 PbGA2ox8 induces vascular-related anthocyanin accumulation and contributes to red stripe
formation on pear fruit. Horticulture Research, 2019, 6, 137. 2.9 30

15887 Extracellular matrix hydrogel derived from decellularized tissues enables endodermal organoid
culture. Nature Communications, 2019, 10, 5658. 5.8 281

15888 Interaction between androgen receptor and coregulator SLIRP is regulated by Ack1 tyrosine kinase and
androgen. Scientific Reports, 2019, 9, 18637. 1.6 7

15889
FOXA1 upregulation promotes enhancer and transcriptional reprogramming in endocrine-resistant
breast cancer. Proceedings of the National Academy of Sciences of the United States of America, 2019,
116, 26823-26834.

3.3 103

15890 Integrative Analysis Reveals Comprehensive Altered Metabolic Genes Linking with Tumor Epigenetics
Modification in Pan-Cancer. BioMed Research International, 2019, 2019, 1-17. 0.9 6

15891 MELK is Upregulated in Advanced Clear Cell Renal Cell Carcinoma and Promotes Disease Progression
by Phosphorylating PRAS40. Cell Transplantation, 2019, 28, 37S-50S. 1.2 16

15892 <p>CircCDYL Serves as a New Biomarker in Mantle Cell Lymphoma and Promotes Cell Proliferation</p>.
Cancer Management and Research, 2019, Volume 11, 10215-10221. 0.9 20

15893
&lt;p&gt;Activation of ATM-c-IAP1 Pathway Mediates the Protective Effects of Estradiol in Human
Vascular Endothelial Cells Exposed to Intermittent Hypoxia&lt;/p&gt;. Nature and Science of Sleep,
2019, Volume 11, 357-366.

1.4 0

15894 Transcriptome of Chicken Liver Tissues Reveals the Candidate Genes and Pathways Responsible for
Adaptation into Two Different Climatic Conditions. Animals, 2019, 9, 1076. 1.0 10

15895 Conjunctival Neuropathic and Inflammatory Pain-Related Gene Expression with Contact Lens Wear and
Discomfort. Ocular Immunology and Inflammation, 2021, 29, 587-606. 1.0 7

15896
A Network Pharmacology Approach to Reveal the Underlying Mechanisms of <i>Paeonia lactiflora</i>
Pall. On the Treatment of Alzheimerâ€™s Disease. Evidence-based Complementary and Alternative
Medicine, 2019, 2019, 1-12.

0.5 23

15897 Comprehensive longitudinal study of epigenetic mutations in aging. Clinical Epigenetics, 2019, 11, 187. 1.8 21

15898 &lt;p&gt;miR-424-5p Promotes Proliferation, Migration and Invasion of Laryngeal Squamous Cell
Carcinoma&lt;/p&gt;. OncoTargets and Therapy, 2019, Volume 12, 10441-10453. 1.0 39

15899 &lt;p&gt;Integrated Analysis To Identify Molecular Biomarkers Of High-Grade Serous Ovarian
Cancer&lt;/p&gt;. OncoTargets and Therapy, 2019, Volume 12, 10057-10075. 1.0 4

15900 Novel and Rare Fusion Transcripts Involving Transcription Factors and Tumor Suppressor Genes in
Acute Myeloid Leukemia. Cancers, 2019, 11, 1951. 1.7 17

15901 NF-kappa B Signaling-Related Signatures Are Connected with the Mesenchymal Phenotype of
Circulating Tumor Cells in Non-Metastatic Breast Cancer. Cancers, 2019, 11, 1961. 1.7 18

15902 Effects of Epigallocatechin Gallate (EGCG) on Urinary Bladder Urothelial Carcinomaâ€•Next-Generation
Sequencing and Bioinformatics Approaches. Medicina (Lithuania), 2019, 55, 768. 0.8 14

15903 Expression profiling dataset of competing endogenous RNA in pre-eclampsia. Data in Brief, 2019, 27,
104795. 0.5 6



879

Citation Report

# Article IF Citations

15904
Gene- and tissue-level interactions in normal gastrointestinal development and Hirschsprung disease.
Proceedings of the National Academy of Sciences of the United States of America, 2019, 116,
26697-26708.

3.3 16

15905 Transcriptome resilience predicts thermotolerance in Caenorhabditis elegans. BMC Biology, 2019, 17,
102. 1.7 50

15906 Investigating RNA expression profiles altered by nicotinamide mononucleotide therapy in a chronic
model of alcoholic liver disease. Human Genomics, 2019, 13, 65. 1.4 13

15907 BMPR2 acts as aÂ gatekeeper to protect endothelial cells from increased TGFÎ²Â responses and altered cell
mechanics. PLoS Biology, 2019, 17, e3000557. 2.6 71

15908 Circulating Serum MicroRNAs as Potential Diagnostic Biomarkers of Posttraumatic Stress Disorder: A
Pilot Study. Frontiers in Genetics, 2019, 10, 1042. 1.1 10

15909 Transcriptomic Analysis Links Eosinophilic Esophagitis and Atopic Dermatitis. Frontiers in Pediatrics,
2019, 7, 467. 0.9 22

15910 MicroRNA-710 regulates multiple pathways of carcinogenesis in murine metastatic breast cancer. PLoS
ONE, 2019, 14, e0226356. 1.1 3

15911 Dysregulation of MicroRNA Regulatory Network in Lower Extremities Arterial Disease. Frontiers in
Genetics, 2019, 10, 1200. 1.1 22

15912 The molecular landscape of ETMR at diagnosis and relapse. Nature, 2019, 576, 274-280. 13.7 94

15913 Hypusine biosynthesis in Î² cells links polyamine metabolism to facultative cellular proliferation to
maintain glucose homeostasis. Science Signaling, 2019, 12, . 1.6 37

15914 Identification and characterization of differentially expressed exosomal microRNAs in bovine milk
infected with Staphylococcus aureus. BMC Genomics, 2019, 20, 934. 1.2 58

15915 TopControl: A Tool to Prioritize Candidate Disease-associated Genes based on Topological Network
Features. Scientific Reports, 2019, 9, 19472. 1.6 5

15916 Epigenetic reprogramming underlies efficacy of DNA demethylation therapy in osteosarcomas.
Scientific Reports, 2019, 9, 20360. 1.6 13

15917 Simultaneous analysis of phosphopeptides and intact glycopeptides from secretome with mode
switchable solid phase extraction. Analytical Methods, 2019, 11, 5243-5249. 1.3 8

15918 How reversible are the effects of silver nanoparticles on macrophages? A proteomic-instructed view.
Environmental Science: Nano, 2019, 6, 3133-3157. 2.2 21

15919 Screening of molecular targets and construction of a ceRNA network for oxaliplatin resistance in
colorectal cancer. RSC Advances, 2019, 9, 31413-31424. 1.7 2

15920
Unraveling the Molecular Signature of Extracellular Vesicles From Endometrial-Derived
Mesenchymal Stem Cells: Potential Modulatory Effects and Therapeutic Applications. Frontiers in
Bioengineering and Biotechnology, 2019, 7, 431.

2.0 38

15921 Vitellogenesis in Blue Gourami is Accompanied by Brain Transcriptome Changes. Fishes, 2019, 4, 54. 0.7 2



880

Citation Report

# Article IF Citations

15922 Utilizing network pharmacology to explore the underlying mechanism of Radix Salviae in diabetic
retinopathy. Chinese Medicine, 2019, 14, 58. 1.6 23

15923
Proteomic profiling of the neurons in mice with depressive-like behavior induced by corticosterone
and the regulation of berberine: pivotal sites of oxidative phosphorylation. Molecular Brain, 2019, 12,
118.

1.3 23

15924
Identification of diagnostic biomarker in patients with gestational diabetes mellitus based on
transcriptomeâ€•wide gene expression and pattern recognition. Journal of Cellular Biochemistry, 2019,
120, 1503-1510.

1.2 9

15925 PIGU overexpression adds value to TNM staging in the prognostic stratification of patients with
hepatocellular carcinoma. Human Pathology, 2019, 83, 90-99. 1.1 11

15926 The long non-coding RNA landscape of periodontal ligament stem cells subjected to compressive
force. European Journal of Orthodontics, 2019, 41, 333-342. 1.1 30

15927 Klotho suppresses colorectal cancer through modulation of the unfolded protein response.
Oncogene, 2019, 38, 794-807. 2.6 36

15928 Signatureâ€•oriented investigation of the efficacy of multicomponent drugs against heart failure. FASEB
Journal, 2019, 33, 2187-2198. 0.2 18

15929
Inhibition of <i>MYC</i> attenuates tumor cell selfâ€•renewal and promotes senescence in
SMARCB1â€•deficient Group 2 atypical teratoid rhabdoid tumors to suppress tumor growth <i>in
vivo</i>. International Journal of Cancer, 2019, 144, 1983-1995.

2.3 43

15930 Targeting the MIF/CXCR7/AKT Signaling Pathway in Castration-Resistant Prostate Cancer. Molecular
Cancer Research, 2019, 17, 263-276. 1.5 27

15931 Proteomic Profiling of Mouse Epididymosomes Reveals their Contributions to Post-testicular Sperm
Maturation. Molecular and Cellular Proteomics, 2019, 18, S91-S108. 2.5 111

15932 GWAS and systems biology analysis of depressive symptoms among smokers from the COPDGene
cohort. Journal of Affective Disorders, 2019, 243, 16-22. 2.0 11

15933
Robust interferon signature and suppressed tissue repair gene expression in synovial tissue from
patients with postinfectious,<i>Borrelia burgdorferi</i>â€•induced Lyme arthritis. Cellular
Microbiology, 2019, 21, e12954.

1.1 26

15934 Cadmium accumulation capacity and resistance strategies of a cadmium-hypertolerant fern â€”
Microsorum fortunei. Science of the Total Environment, 2019, 649, 1209-1223. 3.9 10

15935 Interferon tau-dependent and independent effects of the bovine conceptus on the endometrial
transcriptomeâ€ . Biology of Reproduction, 2019, 100, 365-380. 1.2 54

15936 Hyperactivation of MAPK Signaling Is Deleterious to RAS/RAF-mutant Melanoma. Molecular Cancer
Research, 2019, 17, 199-211. 1.5 44

15937 The Effects of IFN-Î» on Epithelial Barrier Function Contribute to <i>Klebsiella pneumoniae</i> ST258
Pneumonia. American Journal of Respiratory Cell and Molecular Biology, 2019, 60, 158-166. 1.4 32

15938 A metaâ€•analysis identified genes responsible for distinct immune responses to trivalent inactivated and
live attenuated influenza vaccines. Journal of Cellular Physiology, 2019, 234, 5196-5202. 2.0 6

15939
Identification of differentially expressed genes and signaling pathways using bioinformatics in
interstitial lung disease due to tyrosine kinase inhibitors targeting the epidermal growth factor
receptor. Investigational New Drugs, 2019, 37, 384-400.

1.2 8



881

Citation Report

# Article IF Citations

15940 A Longitudinal Model of Human Neuronal Differentiation for Functional Investigation of
Schizophrenia Polygenic Risk. Biological Psychiatry, 2019, 85, 544-553. 0.7 7

15941 TCellXTalk facilitates the detection of co-modified peptides for the study of protein
post-translational modification cross-talk in T cells. Bioinformatics, 2019, 35, 1404-1413. 1.8 1

15942 A novel sevenâ€•lncRNA signature for prognosis prediction in hepatocellular carcinoma. Journal of
Cellular Biochemistry, 2019, 120, 213-223. 1.2 55

15943
Reconstruction of mandibular bone defects using biphasic calcium phosphate bone substitutes with
simultaneous implant placement in miniâ€•swine: A pilot <i>in vivo</i> study. Journal of Biomedical
Materials Research - Part B Applied Biomaterials, 2019, 107, 2071-2079.

1.6 8

15944 <scp>NSC</scp>â€•34 motor neuronâ€•like cells are sensitized to ferroptosis upon differentiation. FEBS
Open Bio, 2019, 9, 582-593. 1.0 18

15945 Association between loss of Y chromosome and poor prognosis in male head and neck squamous cell
carcinoma. Head and Neck, 2019, 41, 993-1006. 0.9 22

15946 The landscape of circular RNAs and mRNAs in bovine milk exosomes. Journal of Food Composition and
Analysis, 2019, 76, 33-38. 1.9 37

15947 Agonistic and antagonistic roles of fibroblasts and cardiomyocytes on viscoelastic stiffening of
engineered human myocardium. Progress in Biophysics and Molecular Biology, 2019, 144, 51-60. 1.4 16

15948 <i>SENCR</i>stabilizes vascular endothelial cell adherens junctions through interaction with CKAP4.
Proceedings of the National Academy of Sciences of the United States of America, 2019, 116, 546-555. 3.3 88

15949 A 4â€•gene prognostic signature predicting survival in hepatocellular carcinoma. Journal of Cellular
Biochemistry, 2019, 120, 9117-9124. 1.2 33

15950
Exosomes Derived from Human Primary and Metastatic Colorectal Cancer Cells Contribute to
Functional Heterogeneity of Activated Fibroblasts by Reprogramming Their Proteome. Proteomics,
2019, 19, e1800148.

1.3 108

15951 Comprehensive identification of pleiotropic loci for body fat distribution using the NHGRIâ€•EBI Catalog
of published genomeâ€•wide association studies. Obesity Reviews, 2019, 20, 385-406. 3.1 10

15952 Molecular signatures of X chromosome inactivation and associations with clinical outcomes in
epithelial ovarian cancer. Human Molecular Genetics, 2019, 28, 1331-1342. 1.4 19

15953 Effects of melatonin on the synthesis of estradiol and gene expression in pig granulosa cells. Journal
of Pineal Research, 2019, 66, e12546. 3.4 28

15954 Transcriptome analysis and metabolic profiling reveal the key role of Î±-linolenic acid in dormancy
regulation of European pear. Journal of Experimental Botany, 2019, 70, 1017-1031. 2.4 27

15955 Six genes as potential diagnosis and prognosis biomarkers for hepatocellular carcinoma through
data mining. Journal of Cellular Physiology, 2019, 234, 9787-9792. 2.0 14

15956 Identification of LINC01615 as potential metastasisâ€•related long noncoding RNA in hepatocellular
carcinoma. Journal of Cellular Physiology, 2019, 234, 12964-12970. 2.0 16

15957 Inhibition of microRNA-124-3p as a novel therapeutic strategy for the treatment of Gulf War Illness:
Evaluation in a rat model. NeuroToxicology, 2019, 71, 16-30. 1.4 9



882

Citation Report

# Article IF Citations

15958 The Acute Influence of Acid Suppression with Esomeprazole on Gastrointestinal Microbiota and Brain
Gene Expression Profiles in a Murine Model of Restraint Stress. Neuroscience, 2019, 398, 206-217. 1.1 11

15959 A Primer on Data Analytics in Functional Genomics: How to Move from Data to Insight?. Trends in
Biochemical Sciences, 2019, 44, 21-32. 3.7 16

15960 Immunologic Pathways in Protective versus Maladaptive Host Responses to Attenuated and Pathogenic
Strains of Mycoplasma gallisepticum. Infection and Immunity, 2019, 87, . 1.0 15

15961 Integrative analysis of transcriptomeâ€•wide association study and mRNA expression profiles identifies
candidate genes associated with autism spectrum disorders. Autism Research, 2019, 12, 33-38. 2.1 10

15962 Coexpression network analysis linked H2AFJ to chemoradiation resistance in colorectal cancer.
Journal of Cellular Biochemistry, 2019, 120, 10351-10362. 1.2 20

15963 PRC1 preserves epidermal tissue integrity independently of PRC2. Genes and Development, 2019, 33, 55-60. 2.7 36

15964 Augmenter of Liver Regeneration Protects against Ethanol-Induced Acute Liver Injury by Promoting
Autophagy. American Journal of Pathology, 2019, 189, 552-567. 1.9 24

15965
RNAi-mediated knockdown of the Rhau helicase preferentially depletes proteins with a
Guanine-quadruplex motif in the 5'-UTR of their mRNA. Biochemical and Biophysical Research
Communications, 2019, 508, 756-761.

1.0 10

15966 Identification of a circulating miRNA signature in extracellular vesicles collected from amyotrophic
lateral sclerosis patients. Brain Research, 2019, 1708, 100-108. 1.1 82

15967 Full title: Identification of potential drug targets against carbapenem resistant Enterobacteriaceae
(CRE) strains using in silico gene network analysis. Gene Reports, 2019, 14, 129-137. 0.4 6

15968 A mouse model for intellectual disability caused by mutations in the X-linked 2â€²â€‘Oâ€‘methyltransferase
Ftsj1 gene. Biochimica Et Biophysica Acta - Molecular Basis of Disease, 2019, 1865, 2083-2093. 1.8 17

15969 HDAC inhibitor valproic acid protects heart function through Foxm1 pathway after acute myocardial
infarction. EBioMedicine, 2019, 39, 83-94. 2.7 56

15970 Proteomics turns functional. Journal of Proteomics, 2019, 198, 36-44. 1.2 74

15971
Global Proteomic and Methylome Analysis in Human Induced Pluripotent Stem Cells Reveals
Overexpression of a Human TLR3 Affecting Proper Innate Immune Response Signaling. Stem Cells, 2019,
37, 476-488.

1.4 7

15972 Comparative Analysis of Expression Profiles of Reg Signaling Pathways-Related Genes Between AHF and
HCC. Biochemical Genetics, 2019, 57, 382-402. 0.8 3

15973 Genome-wide analysis identified 17 new loci influencing intraocular pressure in Chinese population.
Science China Life Sciences, 2019, 62, 153-164. 2.3 24

15974 Single-Cell Analysis Reveals a Hair Follicle Dermal Niche Molecular Differentiation Trajectory that
Begins Prior to Morphogenesis. Developmental Cell, 2019, 48, 17-31.e6. 3.1 90

15975 Drosophila homolog of the intellectual disability-related long-chain acyl-CoA synthetase 4 is
required for neuroblast proliferation. Journal of Genetics and Genomics, 2019, 46, 5-17. 1.7 6



883

Citation Report

# Article IF Citations

15976 Brain proteome changes in female Brd1 mice unmask dendritic spine pathology and show enrichment
for schizophrenia risk. Neurobiology of Disease, 2019, 124, 479-488. 2.1 14

15977 Î³Î´TDEs: An Efficient Delivery System for miR-138 with Anti-tumoral and Immunostimulatory Roles on
Oral Squamous Cell Carcinoma. Molecular Therapy - Nucleic Acids, 2019, 14, 101-113. 2.3 46

15978 PRMT5 is essential for B cell development and germinal center dynamics. Nature Communications,
2019, 10, 22. 5.8 61

15979 Extracellular vesicles derived from endometrial human mesenchymal stem cells enhance embryo yield
and quality in an aged murine modelâ€ . Biology of Reproduction, 2019, 100, 1180-1192. 1.2 44

15980 Loss of the dystonia gene<i>Thap1</i>leads to transcriptional deficits that converge on common
pathogenic pathways in dystonic syndromes. Human Molecular Genetics, 2019, 28, 1343-1356. 1.4 33

15981 Genetic Diversity of Persian Arabian Horses and Their Relationship to Other Native Iranian Horse
Breeds. Journal of Heredity, 2019, 110, 173-182. 1.0 28

15982 Convergent Evidence That ZNF804A Is a Regulator of Pre-messenger RNA Processing and Gene
Expression. Schizophrenia Bulletin, 2019, 45, 1267-1278. 2.3 22

15983 Secretome analysis of nerve repair mediating Schwann cells reveals Smadâ€•dependent trophism. FASEB
Journal, 2019, 33, 4703-4715. 0.2 25

15984 Genomic regions and enrichment analyses associated with carcass composition indicator traits in
Nellore cattle. Journal of Animal Breeding and Genetics, 2019, 136, 118-133. 0.8 10

15985 Paclitaxel Induce Apoptosis of Giant Cells Tumor of Bone <i>via</i> TP53INP1 Signaling. Orthopaedic
Surgery, 2019, 11, 126-134. 0.7 7

15986 H3K9me3-heterochromatin loss at protein-coding genes enables developmental lineage specification.
Science, 2019, 363, 294-297. 6.0 161

15987 A Comprehensive Proteome Analysis of Peripheral Blood Mononuclear Cells (PBMCs) to Identify
Candidate Biomarkers of Pancreatic Cancer. Cancer Genomics and Proteomics, 2019, 16, 81-89. 1.0 26

15988 Oral Cancer Detection. , 2019, , . 13

15989 Exploring the effect of library preparation on RNA sequencing experiments. Genomics, 2019, 111,
1752-1759. 1.3 3

15990
HOPS-dependent endosomal fusion required for efficient cytosolic delivery of therapeutic peptides
and small proteins. Proceedings of the National Academy of Sciences of the United States of America,
2019, 116, 512-521.

3.3 41

15991 Identification of CAV1 and DCN as potential predictive biomarkers for lung adenocarcinoma. American
Journal of Physiology - Lung Cellular and Molecular Physiology, 2019, 316, L630-L643. 1.3 39

15992
Exploring the underlying biology of intrinsic cardiorespiratory fitness through integrative analysis
of genomic variants and muscle gene expression profiling. Journal of Applied Physiology, 2019, 126,
1292-1314.

1.2 18

15993 Identification of potential miRNAâ€“mRNA regulatory network contributing to pathogenesis of
HBV-related HCC. Journal of Translational Medicine, 2019, 17, 7. 1.8 103



884

Citation Report

# Article IF Citations

15994 Nuclear MET requires ARF and is inhibited by carbon nanodots through binding to phospho-tyrosine in
prostate cancer. Oncogene, 2019, 38, 2967-2983. 2.6 21

15995 HLA-DO Modulates the Diversity of the MHC-II Self-peptidome. Molecular and Cellular Proteomics,
2019, 18, 490-503. 2.5 33

15996 TriPOINT: a software tool to prioritize important genes in pathways and their non-coding regulators.
Bioinformatics, 2019, 35, 2686-2689. 1.8 0

15997 Profiling of advanced glycation end products uncovers abiotic stress-specific target proteins in
Arabidopsis. Journal of Experimental Botany, 2019, 70, 653-670. 2.4 20

15998 A proteomic analysis of the anti-dengue virus activity of andrographolide. Biomedicine and
Pharmacotherapy, 2019, 109, 322-332. 2.5 48

15999 Novel components of germline sex determination acting downstream of foxl3 in medaka.
Developmental Biology, 2019, 445, 80-89. 0.9 17

16000
Genome-wide transcriptional response to altered levels of the Rpb7 subunit of RNA polymerase II
identifies its role in DNA damage response in <i>Schizosaccharomyces pombe</i>. FEMS Yeast Research,
2019, 19, .

1.1 2

16001 M2 Macrophage-Derived Exosomes Promote Cell Migration and Invasion in Colon Cancer. Cancer
Research, 2019, 79, 146-158. 0.4 446

16002
Deficiency of the mitochondrial sulfide regulator ETHE1 disturbs cell growth, glutathione level and
causes proteome alterations outside mitochondria. Biochimica Et Biophysica Acta - Molecular Basis of
Disease, 2019, 1865, 126-135.

1.8 14

16003 Chemical Cross-Linking Enables Drafting ClpXP Proximity Maps and Taking Snapshots of In Situ
Interaction Networks. Cell Chemical Biology, 2019, 26, 48-59.e7. 2.5 31

16004 Calcineurin-dependent Protein Phosphorylation Changes During Egg Activation in Drosophila
melanogaster. Molecular and Cellular Proteomics, 2019, 18, S145-S158. 2.5 20

16005 LncRNA Meg3 protects endothelial function by regulating the DNA damage response. Nucleic Acids
Research, 2019, 47, 1505-1522. 6.5 64

16006 Plasma exosomes stimulate breast cancer metastasis through surface interactions and activation of
FAK signaling. Breast Cancer Research and Treatment, 2019, 174, 129-141. 1.1 39

16007 In vitro effect of orexin A on the transcriptomic profile of the endometrium during early pregnancy
in pigs. Animal Reproduction Science, 2019, 200, 31-42. 0.5 8

16008 Identification of transcription factor-miRNA-lncRNA feed-forward loops in breast cancer subtypes.
Computational Biology and Chemistry, 2019, 78, 1-7. 1.1 21

16009 Insights into the dynamics of memory, effector and apoptotic cytotoxic T lymphocytes in channel
catfish, Ictalurus punctatus. Developmental and Comparative Immunology, 2019, 92, 116-128. 1.0 5

16010 Dynamic Phosphoproteomics Uncovers Signaling Pathways Modulated by Anti-oncogenic Sphingolipid
Analogs. Molecular and Cellular Proteomics, 2019, 18, 408-422. 2.5 12

16011
Butyrate-Induced<i>In Vitro</i>Colonocyte Differentiation Network Model Identifies<i>ITGB1, SYK,
CDKN2A, CHAF1A,</i>and<i>LRP1</i>as the Prognostic Markers for Colorectal Cancer Recurrence.
Nutrition and Cancer, 2019, 71, 257-271.

0.9 6



885

Citation Report

# Article IF Citations

16012 MIR sequences recruit zinc finger protein ZNF768 to expressed genes. Nucleic Acids Research, 2019, 47,
700-715. 6.5 14

16013 Identification of key biomarkers in diabetic nephropathy via <b>bioinformatic analysis</b>. Journal of
Cellular Biochemistry, 2019, 120, 8676-8688. 1.2 18

16014
The Antiâ€•Arthritis Effect of Oliveâ€•Derived Maslinic Acid in Mice is Due to its Promotion of Tissue
Formation and its Antiâ€•Inflammatory Effects. Molecular Nutrition and Food Research, 2019, 63,
e1800543.

1.5 14

16015 Assembly of the Î²4-Integrin Interactome Based on Proximal Biotinylation in the Presence and Absence of
Heterodimerization*. Molecular and Cellular Proteomics, 2019, 18, 277-293. 2.5 19

16016 A Whole-genome CRISPR Screen Identifies a Role of MSH2 in Cisplatin-mediated Cell Death in
Muscle-invasive Bladder Cancer. European Urology, 2019, 75, 242-250. 0.9 57

16017 Rare copy number variation in extremely impulsively violent males. Genes, Brain and Behavior, 2019, 18,
e12536. 1.1 9

16018 A Screen for Membrane Fission Catalysts Identifies the ATPase EHD1. Biochemistry, 2019, 58, 65-71. 1.2 11

16019 Co-expression profiling of plasma miRNAs and long noncoding RNAs in gastric cancer patients. Gene,
2019, 687, 135-142. 1.0 33

16020 Systems pharmacology approach to investigate the molecular mechanisms of herb <i>Rhodiola
rosea</i> L. radix. Drug Development and Industrial Pharmacy, 2019, 45, 456-464. 0.9 10

16021 Functional relevance of genes predicted to be affected by epigenetic alterations in atypical
teratoid/rhabdoid tumors. Journal of Neuro-Oncology, 2019, 141, 43-55. 1.4 7

16022 Analysis of RNA Expression Profiles Identifies Dysregulated Vesicle Trafficking Pathways in
Creutzfeldt-Jakob Disease. Molecular Neurobiology, 2019, 56, 5009-5024. 1.9 16

16023 Genes and transcription factors related to the adverse effects of maternal type I diabetes mellitus on
fetal development. Molecular and Cellular Probes, 2019, 43, 64-71. 0.9 0

16024
Overexpression of the CORVET complex alleviates the fungicidal effects of fludioxonil on the yeast
Saccharomyces cerevisiae expressing hybrid histidine kinase 3. Journal of Biological Chemistry, 2019,
294, 461-475.

1.6 8

16025
The Genome Landscape of Tibetan Sheep Reveals Adaptive Introgression from Argali and the History of
Early Human Settlements on the Qinghaiâ€“Tibetan Plateau. Molecular Biology and Evolution, 2019, 36,
283-303.

3.5 84

16026 Progressive behavioural, physiological and transcriptomic shifts over the course of prolonged
starvation in ticks. Molecular Ecology, 2019, 28, 49-65. 2.0 39

16027
Transcriptional shifts during juvenile Coho salmon (Oncorhynchus kisutch) life stage changes in
freshwater and early marine environments. Comparative Biochemistry and Physiology Part D:
Genomics and Proteomics, 2019, 29, 32-42.

0.4 11

16028 An inÂ vivo screen for neuronal genes involved in obesity identifies Diacylglycerol kinase as a regulator
of insulin secretion. Molecular Metabolism, 2019, 19, 13-23. 3.0 3

16029 Podoplanin expression is a prognostic biomarker but may be dispensable for the malignancy of
glioblastoma. Neuro-Oncology, 2019, 21, 326-336. 0.6 18



886

Citation Report

# Article IF Citations

16030 Cytotoxicity and global transcriptional responses induced by zinc oxide nanoparticles NM 110 in
PMA-differentiated THP-1 cells. Toxicology Letters, 2019, 308, 65-73. 0.4 30

16031 Systematic analysis of multigene predictors in gastric cancer exploiting gene expression signature.
Journal of Cellular Biochemistry, 2019, 120, 8069-8077. 1.2 4

16032 Brain Gene Expression Pattern of Subjects with Completed Suicide and Comorbid Substance Use
Disorder. Molecular Neuropsychiatry, 2019, 5, 60-73. 3.0 15

16033 Comparison of rheumatoid arthritis (RA) and osteoarthritis (OA) based on microarray profiles of
human joint fibroblastâ€•like synoviocytes. Cell Biochemistry and Function, 2019, 37, 31-41. 1.4 38

16034 Differential methylation pattern in patients with coronary artery disease: pilot study. Molecular
Biology Reports, 2019, 46, 541-550. 1.0 11

16035 <i>Complement C7</i>is a novel risk gene for Alzheimer's disease in Han Chinese. National Science
Review, 2019, 6, 257-274. 4.6 55

16036
Gliomasphere marker combinatorics: multidimensional flow cytometry detects
<scp>CD</scp>44+/<scp>CD</scp>133+/<scp>ITGA</scp>6+/<scp>CD</scp>36+ signature. Journal of
Cellular and Molecular Medicine, 2019, 23, 281-292.

1.6 26

16037 Deciphering the transcriptome of prepubertal buffalo mammary glands using RNA sequencing.
Functional and Integrative Genomics, 2019, 19, 349-362. 1.4 8

16038 Elevation in Cell Cycle and Protein Metabolism Gene Transcription in Inactive Colonic Tissue From
Icelandic Patients With Ulcerative Colitis. Inflammatory Bowel Diseases, 2019, 25, 317-327. 0.9 5

16039 Differential proteomic analysis to identify proteins associated with beak deformity in chickens.
Poultry Science, 2019, 98, 1833-1841. 1.5 4

16040
Transcriptional Profiling of Dendritic Cells in a Mouse Model of Foodâ€•Antigenâ€•Induced Anaphylaxis
Reveals the Upregulation of Multiple Immuneâ€•Related Pathways. Molecular Nutrition and Food
Research, 2019, 63, e1800759.

1.5 4

16041 GIP regulates inflammation and body weight by restraining myeloid-cell-derived S100A8/A9. Nature
Metabolism, 2019, 1, 58-69. 5.1 33

16042 Physiological and pathophysiological characteristics of ataxin-3 isoforms. Journal of Biological
Chemistry, 2019, 294, 644-661. 1.6 36

16043 The Role of Maternal HP1a in Early Drosophila Embryogenesis via Regulation of Maternal Transcript
Production. Genetics, 2019, 211, 201-217. 1.2 8

16044 DNA methylation/hydroxymethylation regulate gene expression and alternative splicing during
terminal granulopoiesis. Epigenomics, 2019, 11, 95-109. 1.0 18

16045 Novel Bioinformatics Methods for Toxicoepigenetics. , 2019, , 265-288. 11

16046 Mutagenesis of putative ciliary genes with the CRISPR/Cas9 system in zebrafish identifies genes
required for retinal development. FASEB Journal, 2019, 33, 5248-5256. 0.2 7

16047 miRâ€•15aâ€•5p regulates expression of multiple proteins in the megakaryocyte GPVI signaling pathway.
Journal of Thrombosis and Haemostasis, 2019, 17, 511-524. 1.9 27



887

Citation Report

# Article IF Citations

16048 West Nile Virus-Inclusive Single-Cell RNA Sequencing Reveals Heterogeneity in the Type I Interferon
Response within Single Cells. Journal of Virology, 2019, 93, . 1.5 42

16049 Integrated Molecular Analysis of Undifferentiated Uterine Sarcomas Reveals Clinically Relevant
Molecular Subtypes. Clinical Cancer Research, 2019, 25, 2155-2165. 3.2 19

16050 Unbiased data mining identifies cell cycle transcripts that predict non-indolent Gleason score 7
prostate cancer. BMC Urology, 2019, 19, 4. 0.6 8

16051 Assessment of complementarity of WGCNA and NERI results for identification of modules associated
to schizophrenia spectrum disorders. PLoS ONE, 2019, 14, e0210431. 1.1 23

16052 RNA sequencing differential gene expression analysis of isolated perfused bovine udders
experimentally inoculated with Streptococcus agalactiae. Journal of Dairy Science, 2019, 102, 1761-1767. 1.4 4

16053 Molecular Network-Based Drug Prediction in Thyroid Cancer. International Journal of Molecular
Sciences, 2019, 20, 263. 1.8 16

16054
Investigation of the Underlying Genes and Mechanism of Macrophage-Enriched Ruptured
Atherosclerotic Plaques Using Bioinformatics Method. Journal of Atherosclerosis and Thrombosis,
2019, 26, 636-658.

0.9 25

16055
Expression of long nonâ€•coding <scp>RNA ENSG</scp>00000226738 (Lnc<scp>KLHDC</scp>7B) is enriched
in the immunomodulatory tripleâ€•negative breast cancer subtype and its alteration promotes cell
migration, invasion, and resistance to cell death. Molecular Oncology, 2019, 13, 909-927.

2.1 29

16056 Regionâ€•resolved proteomics profiling of monkey heart. Journal of Cellular Physiology, 2019, 234,
13720-13734. 2.0 7

16057 Key role of SMN/SYNCRIP and RNA-Motif 7 in spinal muscular atrophy: RNA-Seq and motif analysis of
human motor neurons. Brain, 2019, 142, 276-294. 3.7 31

16058 Salivary Biomarkers in Oral Cancer. , 2019, , 265-295. 5

16059 Foliar-applied glutathione activates zinc transport from roots to shoots in oilseed rape. Plant
Science, 2019, 283, 424-434. 1.7 17

16060 Midostaurin potentiates rituximab antitumor activity in Burkittâ€™s lymphoma by inducing apoptosis.
Cell Death and Disease, 2019, 10, 8. 2.7 14

16061 Overexpression of ubiquitin-specific peptidase 15 in systemic sclerosis fibroblasts increases response
to transforming growth factor Î². Rheumatology, 2019, 58, 708-718. 0.9 13

16062 Microarray Data Analysis of Molecular Mechanism Associated with Stroke Progression. Journal of
Molecular Neuroscience, 2019, 67, 424-433. 1.1 6

16063 MicroRNA-15 family targets the hedgehog signaling pathway during postnatal development of porcine
intestine. Biochemical and Biophysical Research Communications, 2019, 508, 832-837. 1.0 2

16064 Pyruvate kinase L/R is a regulator of lipid metabolism and mitochondrial function. Metabolic
Engineering, 2019, 52, 263-272. 3.6 37

16065 Tamoxifen mechanically reprograms the tumor microenvironment via <scp>HIF</scp> â€•1A and reduces
cancer cell survival. EMBO Reports, 2019, 20, . 2.0 58



888

Citation Report

# Article IF Citations

16066 The Identification and Interpretation of cis-Regulatory Noncoding Mutations in Cancer.
High-Throughput, 2019, 8, 1. 4.4 7

16067
Dose-Dependent Effect of Mesenchymal Stromal Cell Recruiting Chemokine CCL25 on Porcine
Tissue-Engineered Healthy and Osteoarthritic Cartilage. International Journal of Molecular Sciences,
2019, 20, 52.

1.8 7

16068 Qualitative assessment of functional module detectors on microarray and RNASeq data. Network
Modeling Analysis in Health Informatics and Bioinformatics, 2019, 8, 1. 1.2 12

16069
High-throughput single-molecule RNA imaging analysis reveals heterogeneous responses of
cardiomyocytes to hemodynamic overload. Journal of Molecular and Cellular Cardiology, 2019, 128,
77-89.

0.9 28

16070 Solid stress in brain tumours causes neuronal loss and neurological dysfunction and can be
reversed by lithium. Nature Biomedical Engineering, 2019, 3, 230-245. 11.6 127

16071 Pathological priming causes developmental gene network heterochronicity in autistic subject-derived
neurons. Nature Neuroscience, 2019, 22, 243-255. 7.1 209

16072 Systematic analyses of regulatory variants in DNase I hypersensitive sites identified two novel lung
cancer susceptibility loci. Carcinogenesis, 2019, 40, 432-440. 1.3 5

16073 Multiclonality and Marked Branched Evolution of Low-Grade Endometrioid Endometrial Carcinoma.
Molecular Cancer Research, 2019, 17, 731-740. 1.5 12

16074 Gene expression profiling identifies potential molecular markers of papillary thyroid carcinoma.
Cancer Biomarkers, 2019, 24, 71-83. 0.8 24

16075 MiR-125b-2 Knockout in Testis Is Associated with Targeting to the PAP Gene, Mitochondrial Copy
Number, and Impaired Sperm Quality. International Journal of Molecular Sciences, 2019, 20, 148. 1.8 9

16076 Intratumoral Tcf1+PD-1+CD8+ T Cells with Stem-like Properties Promote Tumor Control in Response to
Vaccination and Checkpoint Blockade Immunotherapy. Immunity, 2019, 50, 195-211.e10. 6.6 924

16077 Epstein-Barr virus microRNAs regulate B cell receptor signal transduction and lytic reactivation.
PLoS Pathogens, 2019, 15, e1007535. 2.1 47

16078 Transcriptomic and proteomic analyses reveal new insights into the regulation of immune pathways
during adenovirus type 2 infection. BMC Microbiology, 2019, 19, 15. 1.3 10

16079 Genome-Wide Variation, Candidate Regions and Genes Associated With Fat Deposition and Tail
Morphology in Ethiopian Indigenous Sheep. Frontiers in Genetics, 2018, 9, 699. 1.1 56

16080 Variation in the transcriptome of different ecotypes of <i>Arabidopsis thaliana</i> reveals signatures
of oxidative stress in plant responses to spaceflight. American Journal of Botany, 2019, 106, 123-136. 0.8 57

16081 A novel long noncoding RNA AK016739 inhibits osteoblast differentiation and bone formation. Journal
of Cellular Physiology, 2019, 234, 11524-11536. 2.0 30

16082 Identification of differentially expressed genes and biological characteristics of colorectal cancer by
integrated bioinformatics analysis. Journal of Cellular Physiology, 2019, 234, 15215-15224. 2.0 47

16083 Chemokine Expression in Murine RPE/Choroid in Response to Systemic Viral Infection and Elevated
Levels of Circulating Interferon-Î³. , 2019, 60, 192. 9



889

Citation Report

# Article IF Citations

16084 Prediction of Driver Modules via Balancing Exclusive Coverages of Mutations in Cancer Samples.
Advanced Science, 2019, 6, 1801384. 5.6 14

16085 Identification of several cell cycle relevant genes highly correlated with the progression and
prognosis of human bladder urothelial tumor. Journal of Cellular Physiology, 2019, 234, 13439-13451. 2.0 5

16086 Identification of molecular marker associated with ovarian cancer prognosis using bioinformatics
analysis and experiments. Journal of Cellular Physiology, 2019, 234, 11023-11036. 2.0 58

16087 Workflow Development for the Functional Characterization of ncRNAs. Methods in Molecular
Biology, 2019, 1912, 111-132. 0.4 7

16088 A new local density and relative distance based spectrum clustering. Knowledge and Information
Systems, 2019, 61, 965-985. 2.1 8

16089 Identification of potential target genes associated with the reversion of androgen-dependent skeletal
muscle atrophy. Archives of Biochemistry and Biophysics, 2019, 663, 173-182. 1.4 6

16090 Derivation of Mouse Haploid Trophoblast Stem Cells. Cell Reports, 2019, 26, 407-414.e5. 2.9 16

16091 Pioneer Factor NeuroD1 Rearranges Transcriptional and Epigenetic Profiles to Execute
Microglia-Neuron Conversion. Neuron, 2019, 101, 472-485.e7. 3.8 161

16092 Pre-conditioning with Remote Photobiomodulation Modulates the Brain Transcriptome and Protects
Against MPTP Insult in Mice. Neuroscience, 2019, 400, 85-97. 1.1 45

16093 Patient Adipose Stem Cell-Derived Adipocytes Reveal Genetic Variation that Predicts Antidiabetic Drug
Response. Cell Stem Cell, 2019, 24, 299-308.e6. 5.2 27

16094 Gene expression, proteome and calcium signaling alterations in immortalized hippocampal astrocytes
from an Alzheimerâ€™s disease mouse model. Cell Death and Disease, 2019, 10, 24. 2.7 30

16095 Hormones induce the formation of luminal-derived basal cells in the mammary gland. Cell Research,
2019, 29, 206-220. 5.7 14

16096 Whole rumen metagenome sequencing allows classifying and predicting feed efficiency and intake
levels in cattle. Scientific Reports, 2019, 9, 11. 1.6 108

16097 MANF regulates metabolic and immune homeostasis in ageing and protects against liver damage.
Nature Metabolism, 2019, 1, 276-290. 5.1 89

16098 Proteome Analysis of Human Neutrophil Granulocytes From Patients With Monogenic Disease Using
Data-independent Acquisition. Molecular and Cellular Proteomics, 2019, 18, 760-772. 2.5 52

16099 ATM is activated by ATP depletion and modulates mitochondrial function through NRF1. Journal of
Cell Biology, 2019, 218, 909-928. 2.3 55

16100 Characterization of molecular mechanisms underlying the axonal Charcotâ€“Marieâ€“Tooth neuropathy
caused by MORC2 mutations. Human Molecular Genetics, 2019, 28, 1629-1644. 1.4 28

16101 Fat in the Leg: Function of the Expanded Hind Leg in Gasteruptiid Wasps (Hymenoptera: Gasteruptiidae).
Insect Systematics and Diversity, 2019, 3, . 0.7 4



890

Citation Report

# Article IF Citations

16102 Identification of Rabbit Oviductal Fluid Proteins Involved in Preâ€•Fertilization Processes by
Quantitative Proteomics. Proteomics, 2019, 19, e1800319. 1.3 11

16103
Molecular characterization of tumors meeting diagnostic criteria for the non-invasive follicular
thyroid neoplasm with papillary-like nuclear features (NIFTP). Virchows Archiv Fur Pathologische
Anatomie Und Physiologie Und Fur Klinische Medizin, 2019, 474, 341-351.

1.4 11

16104 Innate Sensing through Mesenchymal TLR4/MyD88 Signals Promotes Spontaneous Intestinal
Tumorigenesis. Cell Reports, 2019, 26, 536-545.e4. 2.9 38

16105 Filopodome Mapping Identifies p130Cas as a Mechanosensitive Regulator of Filopodia Stability. Current
Biology, 2019, 29, 202-216.e7. 1.8 101

16106 Identification of candidate diagnostic and prognostic biomarkers for pancreatic carcinoma.
EBioMedicine, 2019, 40, 382-393. 2.7 93

16107
Characterization of the Fundulus heteroclitus embryo transcriptional response and development of a
gene expression-based fingerprint of exposure for the alternative flame retardant, TBPH (bis) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 537 Td ((2-ethylhexyl)-tetrabromophthalate). Environmental Pollution, 2019, 247, 696-705.3.7 4

16108 Roles of highly expressed PAICS in lung adenocarcinoma. Gene, 2019, 692, 1-8. 1.0 38

16109 Thioredoxin and glutaredoxin regulate metabolism through different multiplex thiol switches. Redox
Biology, 2019, 21, 101049. 3.9 28

16110 Quantifying Competition among Mitochondrial Protein Acylation Events Induced by Ethanol
Metabolism. Journal of Proteome Research, 2019, 18, 1513-1531. 1.8 17

16111 Exploiting regulatory heterogeneity to systematically identify enhancers with high accuracy.
Proceedings of the National Academy of Sciences of the United States of America, 2019, 116, 900-908. 3.3 20

16112 Histone demethylase KDM3A is required for enhancer activation of hippo target genes in colorectal
cancer. Nucleic Acids Research, 2019, 47, 2349-2364. 6.5 47

16113 DAZL is a master translational regulator of murine spermatogenesis. National Science Review, 2019, 6,
455-468. 4.6 82

16114
Systematically Characterizing Chemical Profile and Potential Mechanisms of Qingre Lidan Decoction
Acting on Cholelithiasis by Integrating UHPLC-QTOF-MS and Network Target Analysis. Evidence-based
Complementary and Alternative Medicine, 2019, 2019, 1-19.

0.5 36

16115 Gene co-expression networks associated with carcass traits reveal new pathways for muscle and fat
deposition in Nelore cattle. BMC Genomics, 2019, 20, 32. 1.2 34

16116 Identification and analysis of long non-coding RNAs in response to H5N1 influenza viruses in duck
(Anas platyrhynchos). BMC Genomics, 2019, 20, 36. 1.2 20

16117 MiR-30c/PGC-1Î² protects against diabetic cardiomyopathy via PPARÎ±. Cardiovascular Diabetology, 2019, 18,
7. 2.7 76

16118 The intestinal intermediate filament network responds to and protects against microbial insults and
toxins. Development (Cambridge), 2019, 146, . 1.2 23

16119 Immune-inducible non-coding RNA molecule lincRNA-IBIN connects immunity and metabolism in
Drosophila melanogaster. PLoS Pathogens, 2019, 15, e1007504. 2.1 53



891

Citation Report

# Article IF Citations

16120 Human polyomavirus BKV infection of endothelial cells results in interferon pathway induction and
persistence. PLoS Pathogens, 2019, 15, e1007505. 2.1 41

16121 A GntR Family Transcription Factor in Streptococcus mutans Regulates Biofilm Formation and
Expression of Multiple Sugar Transporter Genes. Frontiers in Microbiology, 2019, 9, 3224. 1.5 33

16122 Commonly Used Pancreatic Stellate Cell Cultures Differ Phenotypically and in Their Interactions with
Pancreatic Cancer Cells. Cells, 2019, 8, 23. 1.8 25

16123 Using a Chemical Genetic Screen to Enhance Our Understanding of the Antimicrobial Properties of
Gallium against Escherichia coli. Genes, 2019, 10, 34. 1.0 16

16124
The epithelial zinc transporter <scp>ZIP</scp> 10 epigenetically regulates human epidermal
homeostasis by modulating histone acetyltransferase activity. British Journal of Dermatology, 2019,
180, 869-880.

1.4 21

16125 Acute Infection and Subsequent Subclinical Reactivation of Herpes Simplex Virus 2 after Vaginal
Inoculation of Rhesus Macaques. Journal of Virology, 2019, 93, . 1.5 11

16127
The effect of micronutrient supplementation on growth and hepatic metabolism in diploid and
triploid Atlantic salmon (Salmo salar) parr fed a low marine ingredient diet. Comparative
Biochemistry and Physiology - B Biochemistry and Molecular Biology, 2019, 227, 106-121.

0.7 24

16128 Prediction and functional analysis of prokaryote lysine acetylation site by incorporating six types of
features into Chou's general PseAAC. Journal of Theoretical Biology, 2019, 461, 92-101. 0.8 27

16129 Comprehensive analysis of coexpressed long noncoding RNAs and genes in breast cancer. Journal of
Obstetrics and Gynaecology Research, 2019, 45, 428-437. 0.6 12

16130 Hepatic transcript profiling in early-lactation dairy cows fed rumen-protected niacin during the
transition from late pregnancy to lactation. Journal of Dairy Science, 2019, 102, 365-376. 1.4 20

16131 Transcriptomic Profiling During Myogenesis. Methods in Molecular Biology, 2019, 1889, 127-168. 0.4 4

16132 Identification of Potential miRNAs Biomarkers for High-Grade Prostate Cancer by Integrated
Bioinformatics Analysis. Pathology and Oncology Research, 2019, 25, 1445-1456. 0.9 20

16133 Orthognathic surgery induces genomewide changes longitudinally in DNA methylation in saliva. Oral
Diseases, 2019, 25, 508-514. 1.5 1

16134
Exome sequencing in families with severe mental illness identifies novel and rare variants in genes
implicated in Mendelian neuropsychiatric syndromes. Psychiatry and Clinical Neurosciences, 2019, 73,
11-19.

1.0 31

16135 Bioinformatics-based analysis reveals elevated MFSD12 as a key promoter of cell proliferation and a
potential therapeutic target in melanoma. Oncogene, 2019, 38, 1876-1891. 2.6 33

16136
dbAMP: an integrated resource for exploring antimicrobial peptides with functional activities and
physicochemical properties on transcriptome and proteome data. Nucleic Acids Research, 2019, 47,
D285-D297.

6.5 93

16137 FOXA1 reprograms the TGF-Î²-stimulated transcriptional program from a metastasis promoter to a
tumor suppressor in nasopharyngeal carcinoma. Cancer Letters, 2019, 442, 1-14. 3.2 33

16138 Systems pharmacology uncover the mechanism of anti-non-small cell lung cancer for Hedyotis
diffusa Willd. Biomedicine and Pharmacotherapy, 2019, 109, 969-984. 2.5 30



892

Citation Report

# Article IF Citations

16139 Mouse polycomb group gene Cbx2 promotes osteoblastic but suppresses adipogenic differentiation in
postnatal long bones. Bone, 2019, 120, 219-231. 1.4 11

16140 Distinct roles of angiotensin receptors in autonomic dysreflexia following high-level spinal cord
injury in mice. Experimental Neurology, 2019, 311, 173-181. 2.0 9

16141 Potential biomarkers for heart failure. Journal of Cellular Physiology, 2019, 234, 9467-9474. 2.0 9

16142 GLIS3 Transcriptionally Activates WNT Genes to Promote Differentiation of Human Embryonic Stem
Cells into Posterior Neural Progenitors. Stem Cells, 2019, 37, 202-215. 1.4 21

16143 Lignin characterization of rice <i>CONIFERALDEHYDE 5â€•HYDROXYLASE</i> lossâ€•ofâ€•function mutants
generated with the <scp>CRISPR</scp>/Cas9 system. Plant Journal, 2019, 97, 543-554. 2.8 40

16144 Interaction between mesenchymal stromal cellâ€•derived extracellular vesicles and immune cells by
distinct protein content. Journal of Cellular Physiology, 2019, 234, 8249-8258. 2.0 112

16145 Integrated profiling identifies caveolaeâ€•associated protein 1 as a prognostic biomarker of malignancy
in glioblastoma patients. CNS Neuroscience and Therapeutics, 2019, 25, 343-354. 1.9 21

16146
Transcriptome analysis of grass carp provides insights into disease-related genes and novel
regulation pattern of bile acid feedback in response to lithocholic acid. Aquaculture, 2019, 500,
613-621.

1.7 21

16147 Integrated bioinformatic analysis reveals <i>YWHAB</i> as a novel diagnostic biomarker for idiopathic
pulmonary arterial hypertension. Journal of Cellular Physiology, 2019, 234, 6449-6462. 2.0 41

16148 Absence of Mutation Enrichment for Genes Phylogenetically Conserved in the Olivocerebellar Motor
Circuitry in a Cohort of Canadian Essential Tremor Cases. Molecular Neurobiology, 2019, 56, 4317-4321. 1.9 2

16149 Genome-wide analysis reveals the effects of artificial selection on production and meat quality traits
in Qinchuan cattle. Genomics, 2019, 111, 1201-1208. 1.3 27

16150 Chromatinâ€•regulatory genes served as potential therapeutic targets for patients with urothelial
bladder carcinoma. Journal of Cellular Physiology, 2019, 234, 6976-6982. 2.0 7

16151 <i>EA15, MIR22, LINC00472</i> as diagnostic markers for diabetic kidney disease. Journal of Cellular
Physiology, 2019, 234, 8797-8803. 2.0 13

16152 Analysis of gene expression and methylation datasets identified ADAMTS9, FKBP5, and PFKBF3 as
biomarkers for osteoarthritis. Journal of Cellular Physiology, 2019, 234, 8908-8917. 2.0 21

16153 Investigation of the global protein content from healthy human tears. Experimental Eye Research,
2019, 179, 64-74. 1.2 50

16154 Systems vaccinology and big data in the vaccine development chain. Immunology, 2019, 156, 33-46. 2.0 57

16155 Human CDK12 and CDK13, multi-tasking CTD kinases for the new millenium. Transcription, 2019, 10,
91-110. 1.7 69

16156 Proteomic and Metabolomic Profiling Identify Plasma Biomarkers for Exposure to Ultra-low Levels of
Carfentanil. Toxicological Sciences, 2019, 167, 524-535. 1.4 7



893

Citation Report

# Article IF Citations

16157 Regional Molecular Signature of the Symptomatic Atherosclerotic Carotid Plaque. Neurosurgery,
2019, 85, E284-E293. 0.6 14

16158 Integrated comparison of the miRNAome and mRNAome in muscles of dermatomyositis and
polymyositis reveals common and specific miRNAâ€“mRNAs. Epigenomics, 2019, 11, 23-33. 1.0 13

16159 Developing Workflow for Simultaneous Analyses of Phosphopeptides and Glycopeptides. ACS
Chemical Biology, 2019, 14, 58-66. 1.6 31

16160
Preclinical evaluation of the first intravenous small molecule MDM2 antagonist alone and in
combination with temozolomide in neuroblastoma. International Journal of Cancer, 2019, 144,
3146-3159.

2.3 23

16161 Multifactorial Inheritance and Complex Diseases. , 2019, , 323-358. 3

16162 Changes of alternative splicing in Arabidopsis thaliana grown under different CO2 concentrations.
Gene, 2019, 689, 43-50. 1.0 6

16163 Differential expression profiles and functional analysis of plasma miRNAs associated with chronic
myeloid leukemia phases. Future Oncology, 2019, 15, 763-776. 1.1 15

16164 Gene microarray analysis of expression profiles in Suberoyllanilide hyroxamic acid-treated Dendritic
cells. Biochemical and Biophysical Research Communications, 2019, 508, 392-397. 1.0 4

16165 Comprehensive analysis of lncRNA-associated ceRNA network in colorectal cancer. Biochemical and
Biophysical Research Communications, 2019, 508, 374-379. 1.0 44

16166 USP1 inhibition destabilizes KPNA2 and suppresses breast cancer metastasis. Oncogene, 2019, 38,
2405-2419. 2.6 73

16167 Granule neuron precursor cell proliferation is regulated by NFIX and intersectin 1 during postnatal
cerebellar development. Brain Structure and Function, 2019, 224, 811-827. 1.2 10

16168 Identification and regulation pattern analysis of long noncoding RNAs in meibomian gland carcinoma.
Epigenomics, 2019, 11, 381-400. 1.0 4

16169 Acute Inflammation After Traumatic Brain Injury. , 2019, , 221-239. 1

16170 Intrinsic Dynamics of a Human Gene Reveal the Basis of Expression Heterogeneity. Cell, 2019, 176,
213-226.e18. 13.5 168

16171 Allele-Specific Methylation of <i>SPDEF</i>: A Novel Moderator of Psychosocial Stress and Substance
Abuse. American Journal of Psychiatry, 2019, 176, 146-155. 4.0 14

16172 Unraveling reno-protective effects of SGLT2 inhibition in human proximal tubular cells. American
Journal of Physiology - Renal Physiology, 2019, 316, F449-F462. 1.3 37

16173 Identification of 4â€•lncRNA prognostic signature in head and neck squamous cell carcinoma. Journal of
Cellular Biochemistry, 2019, 120, 10010-10020. 1.2 37

16174 Interferonâ€•gamma production in Lyme arthritis synovial tissue promotes differentiation of
fibroblastâ€•like synoviocytes into immune effector cells. Cellular Microbiology, 2019, 21, e12992. 1.1 28



894

Citation Report

# Article IF Citations

16175 Comparative proteomics of <i>Helicobacter pylori</i> strains reveals geographical features rather
than genomic variations. Genes To Cells, 2019, 24, 139-150. 0.5 6

16176 Gene expression signatures for HOXA4, HOXA9, and HOXD10 reveal alterations in transcriptional
regulatory networks in colon cancer. Journal of Cellular Physiology, 2019, 234, 13042-13056. 2.0 10

16177 Deep integrative analysis of microRNAâ€•mRNA regulatory networks for biomarker and target discovery
in chondrosarcoma. Journal of Cellular Biochemistry, 2019, 120, 9631-9638. 1.2 6

16178 The comparative analysis of phenotypic and whole transcriptome gene expression data of ascites
susceptible versus ascites resistant chickens. Molecular Biology Reports, 2019, 46, 793-804. 1.0 2

16179
Immunosuppression, oxidative stress, and glycometabolism disorder caused by cadmium in common
carp (Cyprinus carpio L.): Application of transcriptome analysis in risk assessment of environmental
contaminant cadmium. Journal of Hazardous Materials, 2019, 366, 386-394.

6.5 130

16180 Acclimation of the photosynthetic apparatus and alterations in sugar metabolism in response to
inoculation with endophytic fungi. Plant, Cell and Environment, 2019, 42, 1408-1423. 2.8 26

16181 Cardiovascular Effects and Molecular Mechanisms of Bisphenol A and Its Metabolite MBP in Zebrafish.
Environmental Science &amp; Technology, 2019, 53, 463-474. 4.6 49

16182 Genomeâ€•wide differential <scp>DNA</scp> methylation in tropically adapted Creole cattle and their
Iberian ancestors. Animal Genetics, 2019, 50, 15-26. 0.6 32

16183 Hepatic transcriptome analysis from HFD-fed mice defines a long noncoding RNA regulating cellular
cholesterol levels. Journal of Lipid Research, 2019, 60, 341-352. 2.0 8

16184 Abnormal brown adipose tissue mitochondrial structure and function in IL10 deficiency.
EBioMedicine, 2019, 39, 436-447. 2.7 22

16185 A Dynamic Scale-Free Network Particle Swarm Optimization for Extracting Features on Multi-Omics
Data. Journal of Computational Biology, 2019, 26, 769-781. 0.8 2

16186 Computational functional genomics-based reduction of disease-related gene sets to their key
components. Bioinformatics, 2019, 35, 2362-2370. 1.8 6

16187 Identification of potentially critical genes in the development of heart failure after STâ€•segment
elevation myocardial infarction (STEMI). Journal of Cellular Biochemistry, 2019, 120, 7771-7777. 1.2 11

16188 Transcriptomic analysis of cells in response to EV71 infection and 2Apro as a trigger for apoptosis via
TXNIP gene. Genes and Genomics, 2019, 41, 343-357. 0.5 10

16189
Proteomic profiling reveals key cancer progression modulators in shed microvesicles released from
isogenic human primary and metastatic colorectal cancer cell lines. Biochimica Et Biophysica Acta -
Proteins and Proteomics, 2019, 1867, 140171.

1.1 22

16190 Developmental origins of transgenerational sperm DNA methylation epimutations following
ancestral DDT exposure. Developmental Biology, 2019, 445, 280-293. 0.9 43

16191
De novo mutation in<i>ELOVL1</i>causes ichthyosis,<i>acanthosis nigricans</i>, hypomyelination,
spastic paraplegia, high frequency deafness and optic atrophy. Journal of Medical Genetics, 2019, 56,
164-175.

1.5 54

16192
Dual comprehensive approach to decipher the Drosophila Toll pathway, exÂ vivo RNAi screenings and
immunoprecipitation-mass spectrometry. Biochemical and Biophysical Research Communications, 2019,
508, 332-337.

1.0 3



895

Citation Report

# Article IF Citations

16193 Development of a human skeletal micro muscle platform with pacing capabilities. Biomaterials, 2019,
198, 217-227. 5.7 38

16194 Molecular cross-talk in a unique parasitoid manipulation strategy. Insect Biochemistry and Molecular
Biology, 2019, 106, 64-78. 1.2 11

16195 Integrated Genomic and Proteomic Analyses Reveal Novel Mechanisms of the Methyltransferase SETD2
in Renal Cell Carcinoma Development. Molecular and Cellular Proteomics, 2019, 18, 437-447. 2.5 22

16196 Integrated Identification and Quantification Error Probabilities for Shotgun Proteomics. Molecular
and Cellular Proteomics, 2019, 18, 561-570. 2.5 32

16197 Genome Wide Analysis of WD40 Proteins in Saccharomyces cerevisiae and Their Orthologs in Candida
albicans. Protein Journal, 2019, 38, 58-75. 0.7 3

16198 Atherosclerosis-associated differentially methylated regions can reflect the disease phenotype and
are often at enhancers. Atherosclerosis, 2019, 280, 183-191. 0.4 29

16199 Neuroevolution as a tool for microarray gene expression pattern identification in cancer research.
Journal of Biomedical Informatics, 2019, 89, 122-133. 2.5 27

16200 The Fibrillin-1 RGD Integrin Binding Site Regulates Gene Expression and Cell Function through
microRNAs. Journal of Molecular Biology, 2019, 431, 401-421. 2.0 17

16201 Correlation between EZH2 and CEP55 and lung adenocarcinoma prognosis. Pathology Research and
Practice, 2019, 215, 292-301. 1.0 24

16202 Differential expression of miRNAs in milk exosomes of cows subjected to group relocation. Research
in Veterinary Science, 2019, 122, 148-155. 0.9 31

16203
The whole blood transcriptome at the time of maternal recognition of pregnancy in pigs reflects
certain alterations in gene expression within the endometrium and the myometrium. Theriogenology,
2019, 126, 159-165.

0.9 6

16204 Quantitative Proteomics Identification of Seminal Fluid Proteins in Male Drosophila melanogaster.
Molecular and Cellular Proteomics, 2019, 18, S46-S58. 2.5 66

16205 Annotating Transcriptional Effects of Genetic Variants in Diseaseâ€•Relevant Tissue: Transcriptomeâ€•Wide
Allelic Imbalance in Osteoarthritic Cartilage. Arthritis and Rheumatology, 2019, 71, 561-570. 2.9 27

16206 Interface-Based Structural Prediction of Novel Host-Pathogen Interactions. Methods in Molecular
Biology, 2019, 1851, 317-335. 0.4 21

16207 <i>Mucor</i> sp.â€”An endophyte of Brassicaceae capable of surviving in toxic metalâ€•rich sites. Journal
of Basic Microbiology, 2019, 59, 24-37. 1.8 30

16208 Protein Kinase C Epsilon Deletion in Adipose Tissue, but Not in Liver, Improves Glucose Tolerance. Cell
Metabolism, 2019, 29, 183-191.e7. 7.2 42

16209 BCAT1 and miR-2504: novel methylome signature distinguishes spindle/desmoplastic melanoma from
superficial malignant peripheral nerve sheath tumor. Modern Pathology, 2019, 32, 338-345. 2.9 8

16210 T-cell inflamed tumor microenvironment predicts favorable prognosis in primary testicular
lymphoma. Haematologica, 2019, 104, 338-346. 1.7 38



896

Citation Report

# Article IF Citations

16211 Dynamics changes in the transcription factors during early human embryonic development. Journal of
Cellular Physiology, 2019, 234, 6489-6502. 2.0 18

16212 Over-expression of PD-1 Does Not Predict Leukemic Relapse after Allogeneic Stem Cell Transplantation.
Biology of Blood and Marrow Transplantation, 2019, 25, 216-222. 2.0 11

16213 Identification of several key genes by microarray data analysis of bovine mammary gland epithelial
cells challenged with Escherichia coli and Staphylococcus aureus. Gene, 2019, 683, 123-132. 1.0 44

16214 XY oocytes of sex-reversed females with a Sry mutation deviate from the normal developmental
process beyond the mitotic stageâ€ . Biology of Reproduction, 2019, 100, 697-710. 1.2 5

16215 Networkâ€•based integration of mRNA and miRNA profiles reveals new target genes involved in
pancreatic cancer. Molecular Carcinogenesis, 2019, 58, 206-218. 1.3 17

16216 Expression of retinoic acid signaling components ADH7 and ALDH1A1 is reduced in aniridia limbal
epithelial cells and a siRNA primary cell based aniridia model. Experimental Eye Research, 2019, 179, 8-17. 1.2 20

16217 Transcriptional effects of cadmium on iron homeostasis differ in calamine accessions of <i>Noccaea
caerulescens</i>. Plant Journal, 2019, 97, 306-320. 2.8 27

16218 Computational Methods in Protein Evolution. Methods in Molecular Biology, 2019, , . 0.4 1

16219 Progression from low- to high-grade in a glioblastoma model reveals the pivotal role of
immunoediting. Cancer Letters, 2019, 442, 213-221. 3.2 18

16220 Targeting TAZ-Driven Human Breast Cancer by Inhibiting a SKP2-p27 Signaling Axis. Molecular Cancer
Research, 2019, 17, 250-262. 1.5 10

16221 Gene expression data analysis for characterizing shared and type specific mechanisms of HCC and
B-CLL. Biyokimya Dergisi, 2019, 44, 86-97. 0.1 0

16222
Glucomannan Hydrolysate Promotes Gut Proliferative Homeostasis and Extends Life Span in
Drosophila melanogaster. Journals of Gerontology - Series A Biological Sciences and Medical
Sciences, 2019, 74, 1549-1556.

1.7 5

16223 Exposure of pregnant sows to low doses of estradiol-17Î² impacts on the transcriptome of the
endometrium and the female preimplantation embryosâ€ . Biology of Reproduction, 2019, 100, 624-640. 1.2 1

16224 Identification of differentially expressed genes in synovial tissue of rheumatoid arthritis and
osteoarthritis in patients. Journal of Cellular Biochemistry, 2019, 120, 4533-4544. 1.2 34

16225
Integrated analysis of transcription factors and targets co-expression profiles reveals reduced
correlation between transcription factors and target genes in cancer. Functional and Integrative
Genomics, 2019, 19, 191-204.

1.4 6

16226 In-depth characterization of the pituitary transcriptome in Simmental and Chinese native cattle.
Domestic Animal Endocrinology, 2019, 66, 35-42. 0.8 6

16227 Identification, characterization, and functional investigation of circular RNAs in subventricular zone
of adult rat brain. Journal of Cellular Biochemistry, 2019, 120, 3428-3437. 1.2 16

16228 Bioinformatics in Disease Classification. , 2019, , 291-295. 0



897

Citation Report

# Article IF Citations

16229 Association of SNP-SNP Interactions Between RANKL, OPG, CHI3L1, and VDR Genes With Breast Cancer
Risk in Egyptian Women. Clinical Breast Cancer, 2019, 19, e220-e238. 1.1 15

16230 TorsinA Is Functionally Associated with Spermatogenesis. Microscopy and Microanalysis, 2019, 25,
221-228. 0.2 4

16231 Insect egg deposition renders plant defence against hatching larvae more effective in a salicylic
acidâ€•dependent manner. Plant, Cell and Environment, 2019, 42, 1019-1032. 2.8 44

16232 Identification of potential mechanism and hub genes for neuropathic pain by expressionâ€•based
genomeâ€•wide association study. Journal of Cellular Biochemistry, 2019, 120, 4912-4923. 1.2 9

16233 Ethylene-independent promotion of photomorphogenesis in the dark by cytokinin requires COP1 and
the CDD complex. Journal of Experimental Botany, 2019, 70, 165-178. 2.4 16

16234 SSRIs target prefrontal toÂ raphe circuits during development modulating synaptic connectivity and
emotional behavior. Molecular Psychiatry, 2019, 24, 726-745. 4.1 54

16235 NFIX-Mediated Inhibition of Neuroblast Branching Regulates Migration Within the Adult Mouse
Ventricularâ€“Subventricular Zone. Cerebral Cortex, 2019, 29, 3590-3604. 1.6 10

16236 Calorie restriction prevents dietâ€•induced insulin resistance independently of PGCâ€•1â€•driven
mitochondrial biogenesis in white adipose tissue. FASEB Journal, 2019, 33, 2343-2358. 0.2 16

16237 Fusion Kinases Identified by Genomic Analyses of Sporadic Microsatellite Instabilityâ€“High Colorectal
Cancers. Clinical Cancer Research, 2019, 25, 378-389. 3.2 49

16238 Detection of lncRNA-mRNA interaction modules by integrating eQTL with weighted gene co-expression
network analysis. Functional and Integrative Genomics, 2019, 19, 217-225. 1.4 9

16239 Whole-genome methylation profiling from PBMCs in acute-exacerbation COPD patients with good and
poor responses to corticosteroid treatment. Genomics, 2019, 111, 1381-1386. 1.3 7

16240 Large-scale prediction of ADAR-mediated effective human A-to-I RNA editing. Briefings in
Bioinformatics, 2019, 20, 102-109. 3.2 11

16241
Association of Inflammatory Bowel Disease with Arthritis: Evidence from In Silico Gene Expression
Patterns and Network Topological Analysis. Interdisciplinary Sciences, Computational Life Sciences,
2019, 11, 387-396.

2.2 7

16242 De novo sequencing and initial annotation of the Mongolian gerbil (Meriones unguiculatus) genome.
Genomics, 2019, 111, 441-449. 1.3 29

16243 Bayesian hierarchical model for protein identifications. Journal of Applied Statistics, 2019, 46, 30-46. 0.6 1

16244
Analyzing the pathways enriched in genes associated with nicotine dependence in the context of
human proteinâ€“protein interaction network. Journal of Biomolecular Structure and Dynamics, 2019,
37, 1177-1188.

2.0 1

16245 Systems Bioinformatics: increasing precision of computational diagnostics and therapeutics through
network-based approaches. Briefings in Bioinformatics, 2019, 20, 806-824. 3.2 87

16246 Artificial intelligence in drug combination therapy. Briefings in Bioinformatics, 2019, 20, 1434-1448. 3.2 60



898

Citation Report

# Article IF Citations

16247 Developing a â€˜personalomeâ€™ for precision medicine: emerging methods that compute interpretable
effect sizes from single-subject transcriptomes. Briefings in Bioinformatics, 2019, 20, 789-805. 3.2 24

16248 A set of regulatory genes co-expressed in embryonic human brain is implicated in disrupted speech
development. Molecular Psychiatry, 2019, 24, 1065-1078. 4.1 106

16249 It is time to apply biclustering: a comprehensive review of biclustering applications in biological and
biomedical data. Briefings in Bioinformatics, 2019, 20, 1450-1465. 3.2 42

16250 Proteome-based systems biology in chronic pain. Journal of Proteomics, 2019, 190, 1-11. 1.2 27

16251 iProt-Sub: a comprehensive package for accurately mapping and predicting protease-specific substrates
and cleavage sites. Briefings in Bioinformatics, 2019, 20, 638-658. 3.2 166

16252 Analysis of long noncoding RNAs highlights region-specific altered expression patterns and
diagnostic roles in Alzheimerâ€™s disease. Briefings in Bioinformatics, 2019, 20, 598-608. 3.2 95

16253 Machine learning in schizophrenia genomics, a caseâ€•control study using 5,090 exomes. American
Journal of Medical Genetics Part B: Neuropsychiatric Genetics, 2019, 180, 103-112. 1.1 26

16254 Flexible Non-negative Matrix Factorization to Unravel Disease-related Genes. IEEE/ACM Transactions
on Computational Biology and Bioinformatics, 2019, 16, 1-1. 1.9 8

16255 Novel microRNA revealed by systematic analysis of the microRNA transcriptome in dentate gyrus
granule cells. Neuroscience Letters, 2019, 707, 132280. 1.0 5

16256 Thyroid hormone influences brain gene expression programs and behaviors in later generations by
altering germ line epigenetic information. Molecular Psychiatry, 2020, 25, 939-950. 4.1 35

16257 Lupenone is a good anti-inflammatory compound based on the network pharmacology. Molecular
Diversity, 2020, 24, 21-30. 2.1 21

16258 Gene co-expression network approach for predicting prognostic microRNA biomarkers in different
subtypes of breast cancer. Genomics, 2020, 112, 135-143. 1.3 22

16259 Pro-inflammatory cytokine blockade attenuates myeloid expansion in a murine model of rheumatoid
arthritis. Haematologica, 2020, 105, 585-597. 1.7 32

16260 A Novel Method for Identifying the Potential Cancer Driver Genes Based on Molecular Data
Integration. Biochemical Genetics, 2020, 58, 16-39. 0.8 13

16261 Serum levels of miR-199a-5p correlates with blood pressure in premature cardiovascular disease
patients homozygous for the MTHFR 677Câ€¯>â€¯T polymorphism. Genomics, 2020, 112, 669-676. 1.3 10

16262 Proteomic Profiling of Exosomes Derived from Plasma of HIV-Infected Alcohol Drinkers and Cigarette
Smokers. Journal of NeuroImmune Pharmacology, 2020, 15, 501-519. 2.1 36

16263
<i>RFCM<sup>3</sup> </i>: Computational Method for Identification of miRNA-mRNA Regulatory
Modules in Cervical Cancer. IEEE/ACM Transactions on Computational Biology and Bioinformatics,
2020, 17, 1729-1740.

1.9 9

16264 Cancer cell niche factors secreted from cancer-associated fibroblast by loss of H3K27me3. Gut, 2020,
69, 243-251. 6.1 62



899

Citation Report

# Article IF Citations

16265 When Correlation Filters Meet Siamese Networks for Real-Time Complementary Tracking. IEEE
Transactions on Circuits and Systems for Video Technology, 2020, 30, 509-519. 5.6 26

16267 IMPRes-Pro: A high dimensional multiomics integration method for in silico hypothesis generation.
Methods, 2020, 173, 16-23. 1.9 9

16268 WDR45 contributes to neurodegeneration through regulation of ER homeostasis and neuronal death.
Autophagy, 2020, 16, 531-547. 4.3 65

16269 Perturbation of the immune cells and prenatal neurogenesis by the triplication of the <i>Erg</i> gene
in mouse models of Down syndrome. Brain Pathology, 2020, 30, 75-91. 2.1 8

16270 The potential markers of endocrine resistance among HR+â€‰/HER2+â€‰breast cancer patients. Clinical and
Translational Oncology, 2020, 22, 576-584. 1.2 12

16271 Weighted gene correlation network analysis identifies RSAD2, HERC5, and CCL8 as prognostic
candidates for breast cancer. Journal of Cellular Physiology, 2020, 235, 394-407. 2.0 37

16272 Perimatrix of middle ear cholesteatoma: A granulation tissue with a specific transcriptomic
signature. Laryngoscope, 2020, 130, E220-E227. 1.1 9

16273 Copy number variation detection in Chinese indigenous cattle by whole genome sequencing. Genomics,
2020, 112, 831-836. 1.3 39

16274 MicroRNAs and nervous system diseases: network insights and computational challenges. Briefings in
Bioinformatics, 2020, 21, 863-875. 3.2 13

16275 Gross transcriptomic analysis of Pseudomonas putida for diagnosing environmental shifts. Microbial
Biotechnology, 2020, 13, 263-273. 2.0 7

16276
Identification and Verification of Two Novel Differentially Expressed Proteins from Non-neoplastic
Mucosa and Colorectal Carcinoma Via iTRAQ Combined with Liquid Chromatography-Mass
Spectrometry. Pathology and Oncology Research, 2020, 26, 967-976.

0.9 4

16277 Profiling and characterization of miRNAs associated with intramuscular fat content in Yorkshire
pigs. Animal Biotechnology, 2020, 31, 256-263. 0.7 4

16278 Neurotensin Enhances Locomotor Activity and Arousal and Inhibits Melanin-Concentrating Hormone
Signaling. Neuroendocrinology, 2020, 110, 35-49. 1.2 5

16279 Comparing enrichment analysis and machine learning for identifying gene properties that discriminate
between gene classes. Briefings in Bioinformatics, 2020, 21, 803-814. 3.2 15

16280 Joint Fluid Proteome after Anterior Cruciate Ligament Rupture Reflects an Acute Posttraumatic
Inflammatory and Chondrodegenerative State. Cartilage, 2020, 11, 329-337. 1.4 32

16281 ELF: Extract Landmark Features By Optimizing Topology Maintenance, Redundancy, and Specificity.
IEEE/ACM Transactions on Computational Biology and Bioinformatics, 2020, 17, 411-421. 1.9 3

16282
Shank3 mutation in a mouse model of autism leads to changes in the S-nitroso-proteome and affects
key proteins involved in vesicle release and synaptic function. Molecular Psychiatry, 2020, 25,
1835-1848.

4.1 82

16283 Quantifying Direct Dependencies in Biological Networks by Multiscale Association Analysis. IEEE/ACM
Transactions on Computational Biology and Bioinformatics, 2020, 17, 449-458. 1.9 9



900

Citation Report

# Article IF Citations

16284 Downregulations of miR-449a and miR-145-5p Act as Prognostic Biomarkers for Endometrial Cancer.
Journal of Computational Biology, 2020, 27, 834-844. 0.8 20

16285 Ataxiaâ€“telangiectasia mutated coordinates the ovarian DNA repair and atresia-initiating response to
phosphoramide mustard. Biology of Reproduction, 2020, 102, 248-260. 1.2 6

16286 Recombining Your Way Out of Trouble: The Genetic Architecture of Hybrid Fitness under
Environmental Stress. Molecular Biology and Evolution, 2020, 37, 167-182. 3.5 26

16287 Time-Series Expression Analysis of Epidermal Stem Cells from High Fat Diet Mice. Journal of
Computational Biology, 2020, 27, 769-778. 0.8 2

16288 Type 2 Diabetes. Methods in Molecular Biology, 2020, , . 0.4 2

16289 Multiple myeloma BM-MSCs increase the tumorigenicity of MM cells via transfer of VLA4-enriched
microvesicles. Carcinogenesis, 2020, 41, 100-110. 1.3 16

16290 Whole blood transcriptome analysis in bipolar disorder reveals strong lithium effect. Psychological
Medicine, 2020, 50, 2575-2586. 2.7 20

16291 Re-thinking adaptive immunity in the beetles: Evolutionary and functional trajectories of lncRNAs.
Genomics, 2020, 112, 1425-1436. 1.3 16

16292 Proteomic analysis of thioproline misincorporation in Escherichia coli. Journal of Proteomics, 2020,
210, 103541. 1.2 11

16293 Pharmacogenomics, biomarker network, and allele frequencies in colorectal cancer.
Pharmacogenomics Journal, 2020, 20, 136-158. 0.9 15

16294 The integrative regulatory network of circRNA and microRNA in keloid scarring. Molecular Biology
Reports, 2020, 47, 201-209. 1.0 33

16295 Exploration of invasive mechanisms via global ncRNA-associated virus-host crosstalk. Genomics, 2020,
112, 1643-1650. 1.3 7

16296 Functional deficiency of DNA repair gene EXO5 results in androgen-induced genomic instability and
prostate tumorigenesis. Oncogene, 2020, 39, 1246-1259. 2.6 8

16297 PBK as a Potential Biomarker Associated with Prognosis of Glioblastoma. Journal of Molecular
Neuroscience, 2020, 70, 56-64. 1.1 21

16298 Developing a virus-microRNA interactome using cytoscape. MethodsX, 2020, 7, 100700. 0.7 3

16299 Identification of key genes, regulatory factors, and drug target genes of recurrent implantation
failure (RIF). Gynecological Endocrinology, 2020, 36, 448-455. 0.7 19

16300 Wuda granule, a traditional Chinese herbal medicine, ameliorates postoperative ileus by
anti-inflammatory action. Pathology Research and Practice, 2020, 216, 152605. 1.0 5

16301 Redox homeostasis in the growth zone of the rice leaf plays a key role in cold tolerance. Journal of
Experimental Botany, 2020, 71, 1053-1066. 2.4 8



901

Citation Report

# Article IF Citations

16302 Construction of a circular RNAâ€•microRNAâ€•messengerRNA regulatory network in stomach
adenocarcinoma. Journal of Cellular Biochemistry, 2020, 121, 1317-1331. 1.2 21

16303 Identification of key candidate genes in neuropathic pain by integrated bioinformatic analysis. Journal
of Cellular Biochemistry, 2020, 121, 1635-1648. 1.2 48

16304 Enhancer activation by FGF signalling during otic induction. Developmental Biology, 2020, 457, 69-82. 0.9 13

16305 Networkâ€•based analysis reveals novel gene signatures in the peripheral blood of patients with
sporadic nonsyndromic thoracic aortic aneurysm. Journal of Cellular Physiology, 2020, 235, 2478-2491. 2.0 6

16306 Transcriptome analysis reveals GPNMB as a potential therapeutic target for gastric cancer. Journal of
Cellular Physiology, 2020, 235, 2738-2752. 2.0 17

16307
Upregulation of Systemic Inflammatory Pathways Following Anterior Cruciate Ligament Injury Relates
to Both Cartilage and Muscular Changes: A Pilot Study. Journal of Orthopaedic Research, 2020, 38,
387-392.

1.2 12

16308 Whole-transcriptome profiling of sheep fed with a high iodine-supplemented diet. Animal, 2020, 14,
745-752. 1.3 4

16309
Aberrant DNA methylation profiling affecting the endometrial receptivity in recurrent implantation
failure patients undergoing in vitro fertilization. American Journal of Reproductive Immunology,
2020, 83, e13196.

1.2 13

16310 Driving Neurogenesis in Neural Stem Cells with High Sensitivity Optogenetics. NeuroMolecular
Medicine, 2020, 22, 139-149. 1.8 7

16311 Novel functional proteins coded by the human genome discovered in metastases of melanoma patients.
Cell Biology and Toxicology, 2020, 36, 261-272. 2.4 9

16312 Transcriptome sequencing reveals genetic mechanisms of reproduction performance stimulated by
dietary daidzein in layingÂ breeder hens. Theriogenology, 2020, 142, 120-130. 0.9 6

16313 Metformin Abrogates Age-Associated Ovarian Fibrosis. Clinical Cancer Research, 2020, 26, 632-642. 3.2 51

16314 Effect of heat treatment on bacteriostatic activity and protein profile of bovine whey proteins. Food
Research International, 2020, 127, 108688. 2.9 44

16315 Analysis of 5000â€¯year-old human teeth using optimized large-scale and targeted proteomics approaches
for detection of sex-specific peptides. Journal of Proteomics, 2020, 211, 103548. 1.2 20

16316 Direct Proteomic Mapping of Cysteine Persulfidation. Antioxidants and Redox Signaling, 2020, 33,
1061-1076. 2.5 80

16317 Identification of Biomarkers Associated with Septic Cardiomyopathy Based on Bioinformatics
Analyses. Journal of Computational Biology, 2020, 27, 69-80. 0.8 11

16318 Acrossâ€•breed validation study confirms and identifies new loci associated with sexual precocity in
Brahman and Nellore cattle. Journal of Animal Breeding and Genetics, 2020, 137, 139-154. 0.8 2

16319 Pathogenesis of IgG4-related disease. Comparison with SjÃ¶grenâ€™s syndrome. Modern Rheumatology,
2020, 30, 7-16. 0.9 16



902

Citation Report

# Article IF Citations

16320 The proteome and its dynamics: A missing piece for integrative multi-omics in schizophrenia.
Schizophrenia Research, 2020, 217, 148-161. 1.1 16

16321
Systematic analysis of lncRNA expression profiles and atherosclerosis-associated lncRNA-mRNA
network revealing functional lncRNAs in carotid atherosclerotic rabbit models. Functional and
Integrative Genomics, 2020, 20, 103-115.

1.4 7

16322 Genomeâ€•wide scan for runs of homozygosity in the composite Montana Tropical<sup>Â®</sup> beef
cattle. Journal of Animal Breeding and Genetics, 2020, 137, 155-165. 0.8 21

16323 RNA sequencing for research and diagnostics in clinical oncology. Seminars in Cancer Biology, 2020,
60, 311-323. 4.3 56

16324
&lt;b&gt;&lt;i&gt;Ubiquitin-Specific Protease 8&lt;/i&gt;&lt;/b&gt; Mutant Corticotrope Adenomas
Present Unique Secretory and Molecular Features and Shed Light on the Role of Ubiquitylation on
ACTH Processing. Neuroendocrinology, 2020, 110, 119-129.

1.2 21

16325
Serial gene co-expression network approach to mine biological meanings from integrated
transcriptomes of the porcine endometrium during estrous cycle. Functional and Integrative
Genomics, 2020, 20, 117-131.

1.4 1

16326 Reconstruction of transcriptional regulatory networks of Fis and H-NS in Escherichia coli from
genome-wide data analysis. Genomics, 2020, 112, 1264-1272. 1.3 11

16327 Two of a kind: transmissible Schwann cell cancers in the endangered Tasmanian devil (Sarcophilus) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 462 Td (harrisii). Cellular and Molecular Life Sciences, 2020, 77, 1847-1858.2.4 28

16328 Identification of Multidimensional Regulatory Modules Through Multi-Graph Matching With Network
Constraints. IEEE Transactions on Biomedical Engineering, 2020, 67, 987-998. 2.5 17

16329
Peripheral blood transcriptome analysis and development of classification model for diagnosing
antibody-mediated rejection vs accommodation in ABO-incompatible kidney transplant. American
Journal of Transplantation, 2020, 20, 112-124.

2.6 13

16330 Exploratory analysis of genetic variants influencing molecular traits in cerebral cortex of suicide
completers. American Journal of Medical Genetics Part B: Neuropsychiatric Genetics, 2020, 183, 26-37. 1.1 6

16331 Glucosinolate and phenylpropanoid biosynthesis are linked by proteasomeâ€•dependent degradation of
<scp>PAL</scp>. New Phytologist, 2020, 225, 154-168. 3.5 67

16332 Convergent functional genomics of cocaine misuse in humans and animal models. American Journal of
Drug and Alcohol Abuse, 2020, 46, 22-30. 1.1 12

16333 Hepatitis C Virus Entry: Protein Interactions and Fusion Determinants Governing Productive
Hepatocyte Invasion. Cold Spring Harbor Perspectives in Medicine, 2020, 10, a036830. 2.9 40

16334
Integrating genome-wide association study and methylation functional annotation data identified
candidate genes and pathways for schizophrenia. Progress in Neuro-Psychopharmacology and
Biological Psychiatry, 2020, 96, 109736.

2.5 7

16335 GPRC5A facilitates cell proliferation through cell cycle regulation and correlates with bone
metastasis in prostate cancer. International Journal of Cancer, 2020, 146, 1369-1382. 2.3 33

16336 Tuberculosis infection and lung adenocarcinoma: Mendelian randomization and pathway analysis of
genome-wide association study data from never-smoking Asian women. Genomics, 2020, 112, 1223-1232. 1.3 15

16337 Long non-coding RNA LncKdm2b regulates cortical neuronal differentiation by cis-activating Kdm2b.
Protein and Cell, 2020, 11, 161-186. 4.8 31



903

Citation Report

# Article IF Citations

16338 Gene expression profiling and identification of hub genes in Nellore cattle with different marbling
score levels. Genomics, 2020, 112, 873-879. 1.3 31

16339
Syndecanâ€•4 involves in the pathogenesis of rheumatoid arthritis by regulating the inflammatory
response and apoptosis of fibroblastâ€•like synoviocytes. Journal of Cellular Physiology, 2020, 235,
1746-1758.

2.0 22

16340 Gene expression during genital morphogenesis in the ground beetle Carabus maiyasanus. Insect
Science, 2020, 27, 975-986. 1.5 4

16341 FA-SAT ncRNA interacts with PKM2 protein: depletionÂ of this complex inducesÂ a switch from cell
proliferation to apoptosis. Cellular and Molecular Life Sciences, 2020, 77, 1371-1386. 2.4 10

16342 Transcriptome profiling of muscle in Nelore cattle phenotypically divergent for the ribeye muscle
area. Genomics, 2020, 112, 1257-1263. 1.3 13

16343 Sensational MicroRNAs: Neurosensory Roles of the MicroRNA-183 Family. Molecular Neurobiology,
2020, 57, 358-371. 1.9 21

16344 Characterization of seminal plasma proteomic alterations associated with the IVF and rescueâ€•ICSI
pregnancy in assisted reproduction. Andrology, 2020, 8, 407-420. 1.9 6

16345 MazF activation causes ACA sequence-independent and selective alterations in RNA levels in
Escherichia coli. Archives of Microbiology, 2020, 202, 105-114. 1.0 2

16346 Exosomal miR-1246 in serum as a potential biomarker for early diagnosis of gastric cancer.
International Journal of Clinical Oncology, 2020, 25, 89-99. 1.0 79

16347 New insights on human essential genes based on integrated analysis and the construction of the
HEGIAP web-based platform. Briefings in Bioinformatics, 2020, 21, 1397-1410. 3.2 51

16348 Identification of Key Pro-Survival Proteins in Isolated Colonic Goblet Cells of Winnie, a Murine Model
of Spontaneous Colitis. Inflammatory Bowel Diseases, 2020, 26, 80-92. 0.9 5

16349 Prognostic Markers Identification in Glioma by Gene Expression Profile Analysis. Journal of
Computational Biology, 2020, 27, 81-90. 0.8 19

16350
Combination of Gentiana rhodantha and Gerbera anandria in the BL02 formula as therapeutics to
non-small cell lung carcinoma acting via Rap1/cdc42 signaling: A transcriptomics/ bio-informatics
biological validation approach. Pharmacological Research, 2020, 155, 104415.

3.1 6

16351 scRCMF: Identification of Cell Subpopulations and Transition States From Single-Cell Transcriptomes.
IEEE Transactions on Biomedical Engineering, 2020, 67, 1418-1428. 2.5 13

16352 Construction of Novel DNA Methylation-Based Prognostic Model to Predict Survival in Glioblastoma.
Journal of Computational Biology, 2020, 27, 718-728. 0.8 37

16353 Identification of Differentially Expressed Genes Associated with Lymph Node Tuberculosis by the
Bioinformatic Analysis Based on a Microarray. Journal of Computational Biology, 2020, 27, 121-130. 0.8 7

16354 Coordinated DNA Methylation and Gene Expression Data for Identification of the Critical Genes
Associated with Childhood Atopic Asthma. Journal of Computational Biology, 2020, 27, 109-120. 0.8 10

16355 Regulatory annotation of genomic intervals based on tissue-specific expression QTLs. Bioinformatics,
2020, 36, 690-697. 1.8 9



904

Citation Report

# Article IF Citations

16356 Statistical genomics in rare cancer. Seminars in Cancer Biology, 2020, 61, 1-10. 4.3 15

16357 Reactive microglia and astrocytes in neonatal intraventricular hemorrhage model are blocked by
mesenchymal stem cells. Glia, 2020, 68, 178-192. 2.5 31

16358 Reactivation of super-enhancers by KLF4 in human Head and Neck Squamous Cell Carcinoma. Oncogene,
2020, 39, 262-277. 2.6 15

16359 High-throughput sequencing reveals biofluid exosomal miRNAs associated with immunity in pigs.
Bioscience, Biotechnology and Biochemistry, 2020, 84, 53-62. 0.6 12

16360 Identification of Multiple Sclerosis key genetic factors through multi-staged data mining. Multiple
Sclerosis and Related Disorders, 2020, 39, 101446. 0.9 4

16361 Global transcriptome analysis of porcine oocytes in correlation with follicle size. Molecular
Reproduction and Development, 2020, 87, 102-114. 1.0 5

16362 Identification of Potential Gene Signatures Related to Sleep Deprivation. Journal of Computational
Biology, 2020, 27, 904-913. 0.8 1

16363 Lactate Efflux From Intervertebral Disc Cells Is Required for Maintenance of Spine Health. Journal of
Bone and Mineral Research, 2020, 35, 550-570. 3.1 46

16364 Identification of key molecular targets that correlate with breast cancer through bioinformatic
methods. Journal of Gene Medicine, 2020, 22, e3141. 1.4 10

16365 Histidine Phosphorylation. Methods in Molecular Biology, 2020, , . 0.4 2

16366
Quantitative proteomics indicate a strong correlation of mitotic phospho-/dephosphorylation with
non-structured regions of substrates. Biochimica Et Biophysica Acta - Proteins and Proteomics, 2020,
1868, 140295.

1.1 5

16367
Chronic exposure to venlafaxine and increased water temperature reversibly alters microRNA in
zebrafish gonads (Danio rerio). Comparative Biochemistry and Physiology Part D: Genomics and
Proteomics, 2020, 33, 100634.

0.4 16

16368 Identification and analysis of 35 genes associated with vitamin D deficiency: A systematic review to
identify genetic variants. Journal of Steroid Biochemistry and Molecular Biology, 2020, 196, 105516. 1.2 22

16369 Epigenetics evaluation of the oncogenic mechanisms of two closely related bovine and human
deltaretroviruses: A system biology study. Microbial Pathogenesis, 2020, 139, 103845. 1.3 11

16370 Proinflammatory status-stratified blood transcriptome profiling of civilian women with PTSD.
Psychoneuroendocrinology, 2020, 111, 104491. 1.3 12

16371 Identification of Biomolecular Information in Rotenone-Induced Cellular Model of Parkinson's
Disease by Public Microarray Data Analysis. Journal of Computational Biology, 2020, 27, 888-903. 0.8 4

16372 Analysis of Gene Expression in Bladder Cancer: Possible Involvement of Mitosis and Complement and
Coagulation Cascades Signaling Pathway. Journal of Computational Biology, 2020, 27, 987-998. 0.8 26

16373 Overexpression of CDCA5, KIF4A, TPX2, and FOXM1 Coregulated Cell Cycle and Promoted
Hepatocellular Carcinoma Development. Journal of Computational Biology, 2020, 27, 965-974. 0.8 14



905

Citation Report

# Article IF Citations

16374 Effect of simulated microgravity and ionizing radiation on expression profiles of miRNA, lncRNA, and
mRNA in human lymphoblastoid cells. Life Sciences in Space Research, 2020, 24, 1-8. 1.2 17

16375 Cross-Linkable Semi-Rigid 6FDA-Based Polyimide Hollow Fiber Membranes for Sour Natural Gas
Purification. Industrial &amp; Engineering Chemistry Research, 2020, 59, 5333-5339. 1.8 19

16376 A transcriptomic study of selenium against liver injury induced by beta-cypermethrin in mice by
RNA-seq. Functional and Integrative Genomics, 2020, 20, 343-353. 1.4 3

16377 Cancer-associated fibroblast-derived WNT2 increases tumor angiogenesis in colon cancer.
Angiogenesis, 2020, 23, 159-177. 3.7 174

16378 Human Endometrial Transcriptome and Progesterone Receptor Cistrome Reveal Important Pathways
and Epithelial Regulators. Journal of Clinical Endocrinology and Metabolism, 2020, 105, e1419-e1439. 1.8 52

16379 Differential metabolic and multi-tissue transcriptomic responses to fructose consumption among
genetically diverse mice. Biochimica Et Biophysica Acta - Molecular Basis of Disease, 2020, 1866, 165569. 1.8 21

16380 Landscape and Regulation of m6A and m6Am Methylome across Human and Mouse Tissues. Molecular
Cell, 2020, 77, 426-440.e6. 4.5 179

16381
High-mobility group nucleosomal binding domain 2 protects against microcephaly by maintaining
global chromatin accessibility during corticogenesis. Journal of Biological Chemistry, 2020, 295,
468-480.

1.6 10

16382 Temporal gene expression changes after acute and delayed ventral root avulsion-reimplantation.
Restorative Neurology and Neuroscience, 2020, 38, 23-40. 0.4 0

16383 Weighted Gene Coexpression Network Analysis Reveals the Critical lncRNAs and mRNAs in
Development of Hirschsprung's Disease. Journal of Computational Biology, 2020, 27, 1115-1129. 0.8 8

16384 A Sphingosine-1-Phosphate Modulator Ameliorates Polycystic Kidney Disease in Han:SPRD Rats.
American Journal of Nephrology, 2020, 51, 1-10. 1.4 10

16385 Twoâ€•dayâ€•treatment of Activinâ€•A leads to transient change in SVâ€•HFO osteoblast gene expression and
reduction in matrix mineralization. Journal of Cellular Physiology, 2020, 235, 4865-4877. 2.0 4

16386 Impaired vascular smooth muscle cell force-generating capacity and phenotypic deregulation in
Marfan Syndrome mice. Biochimica Et Biophysica Acta - Molecular Basis of Disease, 2020, 1866, 165587. 1.8 25

16387 Expression profiling of wingedâ€• and winglessâ€•destined pea aphid embryos implicates insulin/insulin
growth factor signaling in morph differences. Evolution & Development, 2020, 22, 257-268. 1.1 18

16388 Bovine milk transcriptome analysis reveals microRNAs and RNU2 involved in mastitis. FEBS Journal,
2020, 287, 1899-1918. 2.2 30

16389 BTN3A2 serves as a prognostic marker and favors immune infiltration in tripleâ€•negative breast cancer.
Journal of Cellular Biochemistry, 2020, 121, 2643-2654. 1.2 22

16390 Identification of key microRNAs and hub genes in nonâ€•smallâ€•cell lung cancer using integrative
bioinformatics and functional analyses. Journal of Cellular Biochemistry, 2020, 121, 2690-2703. 1.2 18

16391 A prognostic eightâ€•gene expression signature for patients with breast cancer receiving adjuvant
chemotherapy. Journal of Cellular Biochemistry, 2020, 121, 3923-3934. 1.2 13



906

Citation Report

# Article IF Citations

16392
siRNA-mediated knockdown of sperm-associated antigen 11a (Spag11a) mRNA in epididymal primary
epithelial cells affects proliferation: a transcriptome analyses. Cell and Tissue Research, 2020, 379,
601-612.

1.5 3

16393 Screening and Identification of Key Biomarkers in Pancreatic Cancer: Evidence from Bioinformatic
Analysis. Journal of Computational Biology, 2020, 27, 1079-1091. 0.8 2

16394 High Salt Intake Worsens Aortic Dissection in Mice. Arteriosclerosis, Thrombosis, and Vascular
Biology, 2020, 40, 189-205. 1.1 22

16395 Systems-level analysis identifies key regulators driving epileptogenesis in temporal lobe epilepsy.
Genomics, 2020, 112, 1768-1780. 1.3 15

16396
Differential expression of transcripts with potential relevance to chlorantraniliprole response in
the Colorado potato beetle, Leptinotarsa decemlineata. Archives of Insect Biochemistry and
Physiology, 2020, 103, e21642.

0.6 8

16397 Decoding the complexities of human malaria through systems immunology. Immunological Reviews,
2020, 293, 144-162. 2.8 17

16398 Epigenetic transgenerational inheritance of parent-of-origin allelic transmission of outcross
pathology and sperm epimutations. Developmental Biology, 2020, 458, 106-119. 0.9 32

16399 Predicting the Lung Squamous Cell Carcinoma Diagnosis and Prognosis Markers by Unique DNA
Methylation and Gene Expression Profiles. Journal of Computational Biology, 2020, 27, 1041-1054. 0.8 3

16400 The power of cooperation: Experimental and computational approaches in the functional
characterization of bacterial sRNAs. Molecular Microbiology, 2020, 113, 603-612. 1.2 27

16401 A NACâ€•type transcription factor confers aluminium resistance by regulating cell wallâ€•associated
receptor kinase 1 and cell wall pectin. Plant, Cell and Environment, 2020, 43, 463-478. 2.8 63

16402 A prognostic five longâ€“noncoding RNA signature for patients with rectal cancer. Journal of Cellular
Biochemistry, 2020, 121, 3854-3860. 1.2 7

16403 Transcript profiling of bovine embryos implicates specific transcription factors in the
maternal-to-embryo transition. Biology of Reproduction, 2020, 102, 671-679. 1.2 20

16404 Screening of Prognosis-Related Genes in Primary Breast Carcinoma Using Genomic Expression Data.
Journal of Computational Biology, 2020, 27, 1030-1040. 0.8 3

16405 MALDI imaging directed laser ablation tissue microsampling for data independent acquisition
proteomics. Journal of Mass Spectrometry, 2020, 55, e4475. 0.7 5

16406 ChIPâ€•seq analysis of <i>Brucella</i> reveals transcriptional regulation of GntR. Journal of Basic
Microbiology, 2020, 60, 149-157. 1.8 5

16407 Potential mechanisms underlying embryonic developmental toxicity caused by benzo[a]pyrene in
Japanese medaka (Oryzias latipes). Chemosphere, 2020, 242, 125243. 4.2 10

16408 Dose and time effects of solarâ€•simulated ultraviolet radiation on the <i>inÂ vivo</i> human skin
transcriptome. British Journal of Dermatology, 2020, 182, 1458-1468. 1.4 27

16409 The <i>Lhx4</i> homeobox transcript in the rat pineal gland: Adrenergic regulation and impact on
transcripts encoding melatoninâ€•synthesizing enzymes. Journal of Pineal Research, 2020, 68, e12616. 3.4 14



907

Citation Report

# Article IF Citations

16410 Genomeâ€•wide association study for age at puberty in young Nelore bulls. Journal of Animal Breeding
and Genetics, 2020, 137, 234-244. 0.8 18

16411 Cellulose defects in the Arabidopsis secondary cell wall promote early chloroplast development.
Plant Journal, 2020, 101, 156-170. 2.8 21

16412 Expression of a dominantâ€•negative AtNEETâ€•H89C protein disrupts ironâ€“sulfur metabolism and iron
homeostasis in Arabidopsis. Plant Journal, 2020, 101, 1152-1169. 2.8 41

16413 Screening of significant biomarkers related with prognosis of liver cancer by lncRNAâ€•associated
ceRNAs analysis. Journal of Cellular Physiology, 2020, 235, 2464-2477. 2.0 32

16414 Serum Small Extracellular Vesicles Proteome of Tuberculosis Patients Demonstrated Deregulated
Immune Response. Proteomics - Clinical Applications, 2020, 14, e1900062. 0.8 15

16415 Long-term adaptive evolution of Shewanella oneidensis MR-1 for establishment of high concentration
Cr(VI) tolerance. Frontiers of Environmental Science and Engineering, 2020, 14, 1. 3.3 15

16416 Insights into Fibroblast Plasticity. American Journal of Pathology, 2020, 190, 206-221. 1.9 23

16417 Unraveling what makes a monoclonal antibody difficultâ€•toâ€•express: From intracellular accumulation
to incomplete folding and degradation via ERAD. Biotechnology and Bioengineering, 2020, 117, 5-16. 1.7 26

16418 microRNAs in sudden hearing loss. Laryngoscope, 2020, 130, E416-E422. 1.1 21

16419 Proteome characterization of small extracellular vesicles from spared nerve injury model of
neuropathic pain. Journal of Proteomics, 2020, 211, 103540. 1.2 19

16420 A network analysis revealed the essential and common downstream proteins related to inguinal
hernia. PLoS ONE, 2020, 15, e0226885. 1.1 3

16421 Genes associated with body weight gain and feed intake identified by meta-analysis of the mesenteric
fat from crossbred beef steers. PLoS ONE, 2020, 15, e0227154. 1.1 9

16422 Integrated Metabolomics and Transcriptomics Suggest the Global Metabolic Response to
2-Aminoacrylate Stress in Salmonella enterica. Metabolites, 2020, 10, 12. 1.3 11

16423 Identification of circRNAâ€“miRNA networks for exploring an underlying prognosis strategy for breast
cancer. Epigenomics, 2020, 12, 101-125. 1.0 31

16424 Data-Mining Approach on Transcriptomics and Methylomics Placental Analysis Highlights Genes in
Fetal Growth Restriction. Frontiers in Genetics, 2019, 10, 1292. 1.1 13

16425 Naturally Produced Lovastatin Modifies the Histology and Proteome Profile of Goat Skeletal Muscle.
Animals, 2020, 10, 72. 1.0 5

16426 Folate inhibits miR-27a-3p expression during cervical carcinoma progression and oncogenic activity in
human cervical cancer cells. Biomedicine and Pharmacotherapy, 2020, 122, 109654. 2.5 9

16427 BCOR-coupled H2A monoubiquitination represses a subset of androgen receptor target genes
regulating prostate cancer proliferation. Oncogene, 2020, 39, 2391-2407. 2.6 9



908

Citation Report

# Article IF Citations

16428 Biomimetic smoking robot for in vitro inhalation exposure compatible with microfluidic organ chips.
Nature Protocols, 2020, 15, 183-206. 5.5 30

16429 A Transcriptome-Wide Association Study Identifies Novel Candidate Susceptibility Genes for Pancreatic
Cancer. Journal of the National Cancer Institute, 2020, 112, 1003-1012. 3.0 59

16430
Widespread Dysregulation of Long Noncoding Genes Associated With Fatty Acid Metabolism, Cell
Division, and Immune Response Gene Networks in Xenobiotic-exposed Rat Liver. Toxicological Sciences,
2020, 174, 291-310.

1.4 13

16431 MicroRNA-19b predicts widespread pain and posttraumatic stress symptom risk in a sex-dependent
manner following trauma exposure. Pain, 2020, 161, 47-60. 2.0 23

16432 The chromatin remodeler Snf2h is essential for oocyte meiotic cell cycle progression. Genes and
Development, 2020, 34, 166-178. 2.7 21

16433 Are We Meeting the Promise of Endotypes and Precision Medicine in Asthma?. Physiological Reviews,
2020, 100, 983-1017. 13.1 62

16434 Innate signaling within the central nervous system recruits protective neutrophils. Acta
Neuropathologica Communications, 2020, 8, 2. 2.4 13

16435 Integrated analysis of a ceRNA network reveals potential prognostic lncRNAs in gastric cancer.
Cancer Medicine, 2020, 9, 1798-1817. 1.3 43

16436 Dynamic transcriptome, accessible genome, and PGR cistrome profiles in the human myometrium. FASEB
Journal, 2020, 34, 2252-2268. 0.2 13

16437 lncRNA Sensing of a Viral Suppressor of RNAi Activates Non-canonical Innate Immune Signaling in
Drosophila. Cell Host and Microbe, 2020, 27, 115-128.e8. 5.1 44

16438 Integrative network analysis identifies cell-specific trans regulators of m6A. Nucleic Acids Research,
2020, 48, 1715-1729. 6.5 55

16439 BPC transcription factors and a Polycomb Group protein confine the expression of the ovule identity
gene <i>SEEDSTICK</i> in Arabidopsis. Plant Journal, 2020, 102, 582-599. 2.8 34

16440 The Dynamic Transcriptional Cell Atlas of Testis Development during Human Puberty. Cell Stem Cell,
2020, 26, 262-276.e4. 5.2 155

16441 Epigenetic regulation of IFITM1 expression in lipopolysaccharide-stimulated human mesenchymal
stromal cells. Stem Cell Research and Therapy, 2020, 11, 16. 2.4 10

16442 Hallmarks and Determinants of Oncogenic Translation Revealed by Ribosome Profiling in Models of
Breast Cancer. Translational Oncology, 2020, 13, 452-470. 1.7 7

16443 Architecture of The Human Ape1 Interactome Defines Novel Cancers Signatures. Scientific Reports,
2020, 10, 28. 1.6 22

16444 Drugs used to treat bipolar disorder act via microRNAs to regulate expression of genes involved in
neurite outgrowth. Journal of Psychopharmacology, 2020, 34, 370-379. 2.0 15

16445 Retinal pigment epithelium degeneration caused by aggregation of PRPF31 and the role of HSP70 family
of proteins. Molecular Medicine, 2020, 26, 1. 1.9 45



909

Citation Report

# Article IF Citations

16446 Identification and characterization of genes frequently responsive to Xanthomonas oryzae pv. oryzae
and Magnaporthe oryzae infections in rice. BMC Genomics, 2020, 21, 21. 1.2 10

16447 Schistosomal extracellular vesicleâ€•enclosed miRNAs modulate host T helper cell differentiation.
EMBO Reports, 2020, 21, e47882. 2.0 60

16448 Quantitative Proteome Responses to Oncolytic Reovirus in GM-CSF- and M-CSF-Differentiated Bone
Marrow-Derived Cells. Journal of Proteome Research, 2020, 19, 708-718. 1.8 4

16449 Scleral ossicles: angiogenic scaffolds, a novel biomaterial for regenerative medicine applications.
Biomaterials Science, 2020, 8, 413-425. 2.6 6

16450 Wholeâ€•genome analysis uncovers recurrent <i>IKZF1</i> inactivation and aberrant cell adhesion in
blastic plasmacytoid dendritic cell neoplasm. Genes Chromosomes and Cancer, 2020, 59, 295-308. 1.5 14

16451 Glycated Plasma Proteins as More Sensitive Markers for Glycemic Control in Type 1 Diabetes.
Proteomics - Clinical Applications, 2020, 14, 1900104. 0.8 13

16452 Silencing of TXNIP Alleviated Oxidative Stress Injury by Regulating MAPKâ€“Nrf2 Axis in Ischemic Stroke.
Neurochemical Research, 2020, 45, 428-436. 1.6 28

16453 MicroRNA-129-5p suppresses nasopharyngeal carcinoma lymphangiogenesis and lymph node metastasis
by targeting ZIC2. Cellular Oncology (Dordrecht), 2020, 43, 249-261. 2.1 26

16454 Applications of disease pathways in biology and medicine. , 2020, , 629-668. 3

16455 TMT-labeled quantitative proteomic analyses on the longissimus dorsi to identify the proteins
underlying intramuscular fat content in pigs. Journal of Proteomics, 2020, 213, 103630. 1.2 37

16456 Phosphoproteomic analysis reveals Akt isoform-specific regulation of cytoskeleton proteins in human
temporal lobe epilepsy with hippocampal sclerosis. Neurochemistry International, 2020, 134, 104654. 1.9 7

16457 Omic approaches to decipher the molecular mechanisms of fibrosis, and design new anti-fibrotic
strategies. Seminars in Cell and Developmental Biology, 2020, 101, 161-169. 2.3 11

16458 Comparison of the toxic mechanism of T-2 toxin and deoxynivalenol on human chondrocytes by
microarray and bioinformatics analysis. Toxicology Letters, 2020, 321, 61-68. 0.4 12

16459 Combinatorial action of NFâ€“Y and TALE at embryonic enhancers defines distinct gene expression
programs during zygotic genome activation in zebrafish. Developmental Biology, 2020, 459, 161-180. 0.9 8

16460 Automated Spatially Targeted Optical Microproteomics (autoSTOMP) to Determine Protein Complexity
of Subcellular Structures. Analytical Chemistry, 2020, 92, 2005-2010. 3.2 13

16461 Evaluation of Tumor Interstitial Fluid-Extraction Methods for Proteome Analysis: Comparison of
Biopsy Elution versus Centrifugation. Journal of Proteome Research, 2020, 19, 2598-2605. 1.8 4

16462 GeVIR is a continuous gene-level metric that uses variant distribution patterns to prioritize disease
candidate genes. Nature Genetics, 2020, 52, 35-39. 9.4 32

16463 Single-cell analysis of human adipose tissue identifies depot- and disease-specific cell types. Nature
Metabolism, 2020, 2, 97-109. 5.1 272



910

Citation Report

# Article IF Citations

16464 Combined EGFR and ROCK Inhibition in Triple-negative Breast Cancer Leads to Cell Death Via Impaired
Autophagic Flux. Molecular and Cellular Proteomics, 2020, 19, 261-277. 2.5 14

16465 Genome-wide analysis identifies <i>cis</i>-acting elements regulating mRNA polyadenylation and
translation during vertebrate oocyte maturation. Rna, 2020, 26, 324-344. 1.6 23

16466 ShinyGO: a graphical gene-set enrichment tool for animals and plants. Bioinformatics, 2020, 36,
2628-2629. 1.8 1,793

16467 Multi-omics reveals functional genomic and metabolic mechanisms of milk production and quality in
dairy cows. Bioinformatics, 2020, 36, 2530-2537. 1.8 28

16468 Longitudinal RNA-Seq Analysis of the Repeatability of Gene Expression and Splicing in Human Platelets
Identifies a Platelet<i>SELP</i>Splice QTL. Circulation Research, 2020, 126, 501-516. 2.0 39

16469 Rat liver epigenome programing by perinatal exposure to 2,2â€²,4â€²4â€²-tetrabromodiphenyl ether.
Epigenomics, 2020, 12, 235-249. 1.0 13

16470 CREPT Promotes Melanoma Progression Through Accelerated Proliferation and Enhanced Migration
by RhoA-Mediated Actin Filaments and Focal Adhesion Formation. Cancers, 2020, 12, 33. 1.7 10

16471 Newborn and childhood differential DNA methylation and liver fat in school-age children. Clinical
Epigenetics, 2020, 12, 3. 1.8 12

16472 Overexpressing PLOD family genes predict poor prognosis in gastric cancer. Journal of Cancer, 2020,
11, 121-131. 1.2 32

16473 Surface coatings alter transcriptional responses to silver nanoparticles following oral exposure.
NanoImpact, 2020, 17, 100205. 2.4 4

16474 miRNA-150-5p promotes hepatic stellate cell proliferation and sensitizes hepatocyte apoptosis during
liver fibrosis. Epigenomics, 2020, 12, 53-67. 1.0 25

16475 Evaluation of miRNA Expression Profiles in Schizophrenia Using Principal-Component Analysis-Based
Unsupervised Feature Extraction Method. Journal of Computational Biology, 2020, 27, 1253-1263. 0.8 7

16476 eQTL Analysis. Methods in Molecular Biology, 2020, , . 0.4 4

16477 Global variability analysis of mRNA and protein concentrations across and within human tissues. NAR
Genomics and Bioinformatics, 2020, 2, lqz010. 1.5 40

16478 Bioinformatic profiling identifies a platinumâ€•resistantâ€“related risk signature for ovarian cancer.
Cancer Medicine, 2020, 9, 1242-1253. 1.3 8

16479 Ferulin C triggers potent PAK1 and p21-mediated anti-tumor effects in breast cancer by inhibiting
Tubulin polymerization in vitro and in vivo. Pharmacological Research, 2020, 152, 104605. 3.1 27

16480 Gene expression and DNA methylation changes in BeWo cells dependent on tumor necrosis factor-Î± and
insulin-like growth factor-I. Human Cell, 2020, 33, 37-46. 1.2 3

16481 DMSO impairs the transcriptional program for maternal-to-embryonic transition by altering histone
acetylation. Biomaterials, 2020, 230, 119604. 5.7 14



911

Citation Report

# Article IF Citations

16482 Amelioration of non-alcoholic steatohepatitis by Qushi Huayu decoction is associated with inhibition
of the intestinal mitogen-activated protein kinase pathway. Phytomedicine, 2020, 66, 153135. 2.3 29

16483 Critical microRNAs and regulatory motifs in cleft palate identified by a conserved miRNAâ€“TFâ€“gene
network approach in humans and mice. Briefings in Bioinformatics, 2020, 21, 1465-1478. 3.2 30

16484 Identification of Acute Pancreatitis-Related Genes and Pathways by Integrated Bioinformatics Analysis.
Digestive Diseases and Sciences, 2020, 65, 1720-1732. 1.1 10

16485 Screening of Critical Genes Involved in Metastasis and Prognosis of High-Grade Serous Ovarian
Cancer by Gene Expression Profile Data. Journal of Computational Biology, 2020, 27, 1104-1114. 0.8 10

16486 The RASâ€•PI3Kâ€•AKTâ€•NFâ€•ÎºB pathway transcriptionally regulates the expression of BCL2 family and IAP family
genes and inhibits apoptosis in fibrous epulis. Journal of Clinical Laboratory Analysis, 2020, 34, e23102. 0.9 14

16487 Genome-Scale Model-Based Identification of Metabolite Indicators for Early Detection of Kidney
Toxicity. Toxicological Sciences, 2020, 173, 293-312. 1.4 5

16488 Identification of the key differentially expressed genes and pathways involved in neutrophilia. Innate
Immunity, 2020, 26, 270-284. 1.1 1

16489 Genome-wide identification and characterization of long non-coding RNAs during differentiation of
visceral preadipocytes in rabbit. Functional and Integrative Genomics, 2020, 20, 409-419. 1.4 2

16490 Identification of PtdIns(3,4)P2 effectors in human platelets using quantitative proteomics. Biochimica
Et Biophysica Acta - Molecular and Cell Biology of Lipids, 2020, 1865, 158575. 1.2 6

16491 Characterization of a 4 lncRNAs-based prognostic risk scoring system in adults with acute myeloid
leukemia. Leukemia Research, 2020, 88, 106261. 0.4 13

16492 Essential Current Concepts in Stem Cell Biology. Learning Materials in Biosciences, 2020, , . 0.2 2

16493 Statistical genetic concepts in psychiatric genomics. , 2020, , 103-116. 0

16494
Rational drug design, synthesis, and biological evaluation of novel chiral
tetrahydronaphthalene-fused spirooxindole as MDM2-CDK4 dual inhibitor against glioblastoma. Acta
Pharmaceutica Sinica B, 2020, 10, 1492-1510.

5.7 56

16495 Proteomics and molecular network analyses reveal that the interaction between the TATâ€“DCF1 peptide
and TAF6 induces an antitumor effect in glioma cells. Molecular Omics, 2020, 16, 73-82. 1.4 4

16496 Transcriptome profiling of inÂ vitro-matured oocytes from a korean native cow (hanwoo) after
cysteamine supplementation. Animal Biotechnology, 2020, 32, 1-12. 0.7 1

16497 Sex-specific and opposite modulatory aspects revealed by PPI network and pathway analysis of ischemic
stroke in humans. PLoS ONE, 2020, 15, e0227481. 1.1 3

16498 Molecular evidence for adaptive evolution of olfactory-related genes in cervids. Genes and Genomics,
2020, 42, 355-360. 0.5 2

16499 CD155 contributes to the mesenchymal phenotype of tripleâ€•negative breast cancer. Cancer Science,
2020, 111, 383-394. 1.7 19



912

Citation Report

# Article IF Citations

16500 Translation of gastric disease progression at gene level expression. Journal of Cancer, 2020, 11,
520-532. 1.2 7

16501 TBX2 Identified as a Potential Predictor of Bone Metastasis in Lung Adenocarcinoma via Integrated
Bioinformatics Analyses and Verification of Functional Assay. Journal of Cancer, 2020, 11, 388-402. 1.2 8

16502 Integrating Biology With Rat Genomic Tools. , 2020, , 811-825. 0

16503 Lipopolysaccharide-dependent transcriptional regulation of PU.1 in microglial cells. Molecular and
Cellular Toxicology, 2020, 16, 51-61. 0.8 0

16504 The coding and non-coding transcriptional landscape of subependymal giant cell astrocytomas. Brain,
2020, 143, 131-149. 3.7 24

16505 The inÂ vitro effect of orexin a on the porcine myometrial transcriptomic profile during the
early-implantation period. Theriogenology, 2020, 143, 157-167. 0.9 4

16506
Î”Np63Î± is a super enhancer-enriched master factor controlling the basal-to-luminal differentiation
transcriptional program and gene regulatory networks in nasopharyngeal carcinoma.
Carcinogenesis, 2020, 41, 1282-1293.

1.3 17

16507 Seed-Stored mRNAs that Are Specifically Associated to Monosomes Are Translationally Regulated
during Germination. Plant Physiology, 2020, 182, 378-392. 2.3 51

16508 Common Regulatory Targets of NFIA, NFIX and NFIB during Postnatal Cerebellar Development.
Cerebellum, 2020, 19, 89-101. 1.4 16

16509 Adenovirus in the omics era â€“ a multipronged strategy. FEBS Letters, 2020, 594, 1879-1890. 1.3 8

16510
Cross-disorder analysis of endometriosis and its comorbid diseases reveals shared genes and
molecular pathways and proposes putative biomarkers of endometriosis. Reproductive BioMedicine
Online, 2020, 40, 305-318.

1.1 8

16511 Angiotensin peptide synthesis and cyclic nucleotide modulation in sympathetic stellate ganglia.
Journal of Molecular and Cellular Cardiology, 2020, 138, 234-243. 0.9 6

16512 Can Transcriptomic Profiles from Cancer Cell Lines Be Used for Toxicity Assessment?. Chemical
Research in Toxicology, 2020, 33, 271-280. 1.7 18

16513 Quantitative Analysis of in Vivo Methionine Oxidation of the Human Proteome. Journal of Proteome
Research, 2020, 19, 624-633. 1.8 39

16514 Differential roles of human PUS10 in miRNA processing and tRNA pseudouridylation. Nature Chemical
Biology, 2020, 16, 160-169. 3.9 68

16515 Genome-wide evolution of wobble base-pairing nucleotides of branchpoint motifs with increasing
organismal complexity. RNA Biology, 2020, 17, 311-324. 1.5 1

16516 Paclitaxel Induces Sex-biased Behavioral Deficits and Changes in Gene Expression in Mouse Prefrontal
Cortex. Neuroscience, 2020, 426, 168-178. 1.1 20

16517 AAV-miR-204 Protects from Retinal Degeneration by Attenuation of Microglia Activation and
Photoreceptor Cell Death. Molecular Therapy - Nucleic Acids, 2020, 19, 144-156. 2.3 28



913

Citation Report

# Article IF Citations

16518 Analysis of Î²-catenin gene mutations and gene expression in liver tumours of C57BL/10J mice produced
by chronic administration of sodium phenobarbital. Toxicology, 2020, 430, 152343. 2.0 5

16519 Transcriptional memory inherited from donor cells is a developmental defect of bovine cloned
embryos. FASEB Journal, 2020, 34, 1637-1651. 0.2 27

16520 Toxicity testing in the 21st century: progress in the past decade and future perspectives. Archives of
Toxicology, 2020, 94, 1-58. 1.9 209

16521 Identification of Key Genes and Signaling Pathways Associated with the Progression of Gastric
Cancer. Pathology and Oncology Research, 2020, 26, 1903-1919. 0.9 18

16522 Transcriptomic analysis of patients with immune thrombocytopenia treated with eltrombopag.
Platelets, 2020, 31, 993-1000. 1.1 10

16523 Proteomic Insights into Endometrial Receptivity and Embryoâ€•Endometrial Epithelium Interaction for
Implantation Reveal Critical Determinants of Fertility. Proteomics, 2020, 20, e1900250. 1.3 21

16524 Mitochondrial carnitine palmitoyltransferase 2 is involved in NÎµ-(carboxymethyl)-lysine-mediated
diabetic nephropathy. Pharmacological Research, 2020, 152, 104600. 3.1 16

16525 Serum exosomal microRNA transcriptome profiling in subacute spinal cord injured rats. Genomics,
2020, 112, 2092-2105. 1.3 16

16526 1,3-Dicaffeoylquinic acid targeting 14-3-3 tau suppresses human breast cancer cell proliferation and
metastasis through IL6/JAK2/PI3K pathway. Biochemical Pharmacology, 2020, 172, 113752. 2.0 26

16527 Dysregulated Fc gamma receptorâ€“mediated phagocytosis pathway in Alzheimer's disease:
network-based gene expression analysis. Neurobiology of Aging, 2020, 88, 24-32. 1.5 28

16528 Sustained perfusion of revascularized bioengineered livers heterotopically transplanted into
immunosuppressed pigs. Nature Biomedical Engineering, 2020, 4, 437-445. 11.6 38

16529
Bilateral ureteral obstruction is rapidly accompanied by ER stress and activation of autophagic
degradation of IMCD proteins, including AQP2. American Journal of Physiology - Renal Physiology,
2020, 318, F135-F147.

1.3 5

16530
Noteworthy prognostic value of phospholipase C delta genes in early stage pancreatic ductal
adenocarcinoma patients after pancreaticoduodenectomy and potential molecular mechanisms.
Cancer Medicine, 2020, 9, 859-871.

1.3 12

16531 Molecular profiling of thymoma with myasthenia gravis: Risk factors of developing myasthenia gravis
in thymoma patients. Lung Cancer, 2020, 139, 157-164. 0.9 10

16532 Structural basis for the dimerization of Gemin5 and its role in protein recruitment and translation
control. Nucleic Acids Research, 2020, 48, 788-801. 6.5 19

16533 Par6 regulates cell cycle progression through enhancement of Akt/PI3K/GSKâ€•3Î² signaling pathway
activation in glioma. FASEB Journal, 2020, 34, 1481-1496. 0.2 9

16534 Circadian regulation and molecular role of the <i>Bsx</i> homeobox gene in the adult pineal gland.
Journal of Pineal Research, 2020, 68, e12629. 3.4 10

16535 Gene expression signature of antidepressant treatment response/non-response in Flinders Sensitive
Line rats subjected to maternal separation. European Neuropsychopharmacology, 2020, 31, 69-85. 0.3 9



914

Citation Report

# Article IF Citations

16536 p53-induced ARVCF modulates the splicing landscape and supports the tumor suppressive function of
p53. Oncogene, 2020, 39, 2202-2211. 2.6 5

16537
A Selfâ€•Organizing Map of the Fathead Minnow Liver Transcriptome to Identify Consistent
Toxicogenomic Patterns across Chemical Fingerprints. Environmental Toxicology and Chemistry,
2020, 39, 526-537.

2.2 2

16538 Mutations that prevent caspase cleavage of RIPK1 cause autoinflammatory disease. Nature, 2020, 577,
103-108. 13.7 198

16539 Genetic merit for fertility alters the bovine uterine luminal fluid proteomeâ€ . Biology of
Reproduction, 2020, 102, 730-739. 1.2 10

16540 <i>PABPC1</i> relevant bioinformatic profiling and prognostic value in gliomas. Future Oncology,
2020, 16, 4279-4288. 1.1 14

16541 Salvianolic acid A attenuated myocardial infarctionâ€“induced apoptosis and inflammation by activating
Trx. Naunyn-Schmiedeberg's Archives of Pharmacology, 2020, 393, 991-1002. 1.4 30

16542 MS/MS in silico subtraction-based proteomic profiling as an approach to facilitate disease gene
discovery: application to lens development and cataract. Human Genetics, 2020, 139, 151-184. 1.8 12

16544
Rare copy number variants in individuals at clinical high risk for psychosis: Enrichment of
synaptic/brainâ€•related functional pathways. American Journal of Medical Genetics Part B:
Neuropsychiatric Genetics, 2020, 183, 140-151.

1.1 0

16545 RNA-RNA Interactomes of ProQ and Hfq Reveal Overlapping and Competing Roles. Molecular Cell, 2020,
77, 411-425.e7. 4.5 173

16546
Comparative proteome and metabolome analyses of latex-exuding and non-exuding Taraxacum
koksaghyz roots provide insights into laticifer biology. Journal of Experimental Botany, 2020, 71,
1278-1293.

2.4 13

16547 Perlecan/Hspg2 deficiency impairs boneâ€™s calcium signaling and associated transcriptome in response
to mechanical loading. Bone, 2020, 131, 115078. 1.4 19

16548 Non-enzymatic Lysine Lactoylation of Glycolytic Enzymes. Cell Chemical Biology, 2020, 27, 206-213.e6. 2.5 114

16549 Brain Gene Expression Profiling of Individuals With Dual Diagnosis Who Died by Suicide. Journal of
Dual Diagnosis, 2020, 16, 177-190. 0.7 2

16550 Epitranscriptomic profiling in human placenta: N6â€•methyladenosine modification at the 5â€²â€•untranslated
region is related to fetal growth and preeclampsia. FASEB Journal, 2020, 34, 494-512. 0.2 24

16551 Network pharmacology and bioinformatics approach reveals the hypolipidemic mechanism of Dan Tian
Jiang Zhi pill. Medicinal Chemistry Research, 2020, 29, 243-254. 1.1 3

16552 A complex interplay between SAM synthetase and the epigenetic regulator SIN3 controls metabolism
and transcription. Journal of Biological Chemistry, 2020, 295, 375-389. 1.6 14

16553 Tigecycline resistance may be associated with dysregulated response to stress in Mycobacterium
abscessus. International Journal of Medical Microbiology, 2020, 310, 151380. 1.5 8

16554 NatB-Mediated N-Terminal Acetylation Affects Growth and Biotic Stress Responses. Plant Physiology,
2020, 182, 792-806. 2.3 44



915

Citation Report

# Article IF Citations

16555 Distinct Patterns of mRNA and lncRNA Expression Differences Between Lung Squamous Cell
Carcinoma and Adenocarcinoma. Journal of Computational Biology, 2020, 27, 1067-1078. 0.8 14

16556 TCF19 Promotes Cell Proliferation through Binding to the Histone H3K4me3 Mark. Biochemistry, 2020,
59, 389-399. 1.2 20

16557 LGP2 virus sensor enhances apoptosis by upregulating apoptosis regulatory genes through
TRBP-bound miRNAs during viral infection. Nucleic Acids Research, 2020, 48, 1494-1507. 6.5 15

16558 Regulation of Tumor Initiation by the Mitochondrial Pyruvate Carrier. Cell Metabolism, 2020, 31,
284-300.e7. 7.2 103

16559 Blubber proteome response to repeated ACTH administration in a wild marine mammal. Comparative
Biochemistry and Physiology Part D: Genomics and Proteomics, 2020, 33, 100644. 0.4 6

16560 Genome-wide association study for carcass quality traits and growth in purebred and crossbred
pigs1. Journal of Animal Science, 2020, 98, . 0.2 23

16561
Genomeâ€•wide association study and genomic evaluation of feed efficiency traits in Japanese Black
cattle using singleâ€•step genomic best linear unbiased prediction method. Animal Science Journal, 2020,
91, e13316.

0.6 10

16562 Profiling of hydroxyureaâ€•treated <i>Î²</i>â€•thalassemia/ serum proteome through nanoâ€•LCâ€“ESIâ€“MS/ MS in
combination with microsolâ€•isoelectric focusing. Biomedical Chromatography, 2020, 34, e4753. 0.8 3

16563 Characterization of NCC-RbC-51, an RB cell line isolated from a metastatic site. Histochemistry and
Cell Biology, 2020, 153, 101-109. 0.8 6

16564 A natural bioactive feed additive alters expression of genes involved in inflammation in whole blood
of healthy Angus heifers. Innate Immunity, 2020, 26, 285-293. 1.1 2

16565
Exploring the long noncoding RNAs-based biomarkers and pathogenesis of malignant transformation
from dysplasia to oral squamous cell carcinoma by bioinformatics method. European Journal of
Cancer Prevention, 2020, 29, 174-181.

0.6 9

16566 Towards Improving Skin Cancer Diagnosis by Integrating Microarray and RNA-Seq Datasets. IEEE
Journal of Biomedical and Health Informatics, 2020, 24, 2119-2130. 3.9 16

16567 A genomeâ€•wide screen identifies genes that suppress the accumulation of spontaneous mutations in
young and aged yeast cells. Aging Cell, 2020, 19, e13084. 3.0 11

16568 Effects of left ventricular assist device on heart failure patients: A bioinformatics analysis. Artificial
Organs, 2020, 44, 577-583. 1.0 5

16569 Multi-Omics Analysis Identifies MGA as a Negative Regulator of the MYC Pathway in Lung
Adenocarcinoma. Molecular Cancer Research, 2020, 18, 574-584. 1.5 33

16570 Insulin Resistance in Apolipoprotein M Knockout Mice is Mediated by the Protein Kinase Akt Signaling
Pathway. Endocrine, Metabolic and Immune Disorders - Drug Targets, 2020, 20, 771-780. 0.6 3

16571 Identification of Therapeutic Targets and Prognostic Biomarkers Among CXC Chemokines in the Renal
Cell Carcinoma Microenvironment. Frontiers in Oncology, 2019, 9, 1555. 1.3 72

16572 The plasmaâ€•membrane polyamine transporter PUT3 is regulated by the Na<sup>+</sup>/H<sup>+</sup>
antiporter SOS1 and protein kinase SOS2. New Phytologist, 2020, 226, 785-797. 3.5 36



916

Citation Report

# Article IF Citations

16573 Identification of potential gene drivers of cutaneous squamous cell carcinoma. Medicine (United) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 742 Td (States), 2020, 99, e22257.0.4 6

16574 Utilizing Graph Database for Inferring Domain-Disease Associations. , 2020, , . 0

16575 Characterization and prognostic significance of alternative splicing events in lowerâ€•grade diffuse
gliomas. Journal of Cellular and Molecular Medicine, 2020, 24, 13171-13180. 1.6 4

16576 Blood pressure changes PVAT function and transcriptome: use of the mid-thoracic aorta coarcted rat.
American Journal of Physiology - Heart and Circulatory Physiology, 2020, 319, H1313-H1324. 1.5 4

16577 Guanxinshutong Alleviates Atherosclerosis by Suppressing Oxidative Stress and Proinflammation in
ApoE<sup>âˆ’/âˆ’</sup> Mice. Evidence-based Complementary and Alternative Medicine, 2020, 2020, 1-13. 0.5 3

16578
The Effect of Hedysarum multijugum Maxim.-Chuanxiong rhizoma Compound on Ischemic Stroke: A
Research Based on Network and Experimental Pharmacology. Oxidative Medicine and Cellular
Longevity, 2020, 2020, 1-24.

1.9 29

16579 A Functional Genomic Screen Identifies the Deubiquitinase USP11 as a Novel Transcriptional Regulator
of ERÎ± in Breast Cancer. Cancer Research, 2020, 80, 5076-5088. 0.4 18

16580 Identification of Parkinsonâ€™s disease-related pathways and potential risk factors. Journal of
International Medical Research, 2020, 48, 030006052095719. 0.4 6

16581 Prognostic Score-based Clinical Factors and Metabolism-related Biomarkers for Predicting the
Progression of Hepatocellular Carcinoma. Evolutionary Bioinformatics, 2020, 16, 117693432095157. 0.6 1

16582 Integrated analysis identifies a pathway-related competing endogenous RNA network in the
progression of pancreatic cancer. BMC Cancer, 2020, 20, 958. 1.1 11

16583
Herbal pair Huangqin-Baishao: mechanisms underlying inflammatory bowel disease by combined system
pharmacology and cell experiment approach. BMC Complementary Medicine and Therapies, 2020, 20,
292.

1.2 8

16584 Long non-coding RNA LPP-AS2 promotes glioma tumorigenesis via miR-7-5p/EGFR/PI3K/AKT/c-MYC feedback
loop. Journal of Experimental and Clinical Cancer Research, 2020, 39, 196. 3.5 41

16585 Influence of rehydration on transcriptome during resuscitation of desiccated Pseudomonas putida
KT2440. Annals of Microbiology, 2020, 70, . 1.1 4

16586 Serum protein biomarkers for juvenile dermatomyositis: a pilot study. BMC Rheumatology, 2020, 4, 52. 0.6 21

16587
Development and Validation of a Novel DNA Methylation-Driven Gene Based Molecular Classification
and Predictive Model for Overall Survival and Immunotherapy Response in Patients With
Glioblastoma: A Multiomic Analysis. Frontiers in Cell and Developmental Biology, 2020, 8, 576996.

1.8 10

16588
Accelerating Onset of Puberty Through Modification of Early Life Nutrition Induces Modest but
Persistent Changes in Bull Sperm DNA Methylation Profiles Post-puberty. Frontiers in Genetics, 2020,
11, 945.

1.1 15

16589 Plant miRNAs Reduce Cancer Cell Proliferation by Targeting MALAT1 and NEAT1: A Beneficial
Cross-Kingdom Interaction. Frontiers in Genetics, 2020, 11, 552490. 1.1 16

16590 Genome-Wide Characterization of Host Transcriptional and Epigenetic Alterations During HIV
Infection of T Lymphocytes. Frontiers in Immunology, 2020, 11, 2131. 2.2 6



917

Citation Report

# Article IF Citations

16591 Identification of PLOD Family Genes as Novel Prognostic Biomarkers for Hepatocellular Carcinoma.
Frontiers in Oncology, 2020, 10, 1695. 1.3 25

16592 Identification of TYROBP and C1QB as Two Novel Key Genes With Prognostic Value in Gastric Cancer by
Network Analysis. Frontiers in Oncology, 2020, 10, 1765. 1.3 27

16593 Characterization of Clozapine-Responsive Human T Cells. Journal of Immunology, 2020, 205, 2375-2390. 0.4 9

16594 The Lipid Handling Capacity of Subcutaneous Fat Is Programmed by mTORC2 during Development. Cell
Reports, 2020, 33, 108223. 2.9 13

16595 A Specialized Niche in the Pancreatic Microenvironment Promotes Endocrine Differentiation.
Developmental Cell, 2020, 55, 150-162.e6. 3.1 37

16596
Integrated network pharmacology and molecular docking strategy to explore the mechanism of
medicinal and edible Astragali Radixâ€•Atractylodis Macrocephalae Rhizoma acting on pneumonia via
immunomodulation. Journal of Food Biochemistry, 2020, 44, e13510.

1.2 5

16597 Inhibition of aquaporin-1 prevents myocardial remodeling by blocking the transmembrane transport
of hydrogen peroxide. Science Translational Medicine, 2020, 12, . 5.8 39

16598 TOP2A and CENPF are synergistic master regulators activated in cervical cancer. BMC Medical
Genomics, 2020, 13, 145. 0.7 21

16599 Temporal Proteomic Analysis of Herpes Simplex Virus 1 Infection Reveals Cell-Surface Remodeling via
pUL56-Mediated GOPC Degradation. Cell Reports, 2020, 33, 108235. 2.9 29

16600 Aberrant expression of NKL homeobox genes HMX2 and HMX3 interferes with cell differentiation in
acute myeloid leukemia. PLoS ONE, 2020, 15, e0240120. 1.1 7

16601 Chilling Stress Triggers VvAgo1-Mediated miRNA-Like RNA Biogenesis in Volvariella volvacea. Frontiers
in Microbiology, 2020, 11, 523593. 1.5 8

16602 Chemical and molecular bases of dome formation in human colorectal cancer cells mediated by
sulphur compounds from Cucumis melo var. conomon. FEBS Open Bio, 2020, 10, 2640-2655. 1.0 2

16603 SMAGP knockdown inhibits the malignant phenotypes of glioblastoma cells by inactivating the PI3K/Akt
pathway. Archives of Biochemistry and Biophysics, 2020, 695, 108628. 1.4 6

16604 Gene network analysis of efflux pump proteins in Shigella spp.. Gene Reports, 2020, 21, 100839. 0.4 2

16605 Hypothalamic and Cell-Specific Transcriptomes Unravel a Dynamic Neuropil Remodeling in
Leptin-Induced and Typical Pubertal Transition in Female Mice. IScience, 2020, 23, 101563. 1.9 10

16606 Multi-Biomarker Prediction Models for Multiple Infection Episodes Following Blunt Trauma. IScience,
2020, 23, 101659. 1.9 7

16607 Transcriptional landscape of cholangiocarcinoma revealed by weighted gene coexpression network
analysis. Briefings in Bioinformatics, 2021, 22, . 3.2 46

16608 Proteomics of Non-human Primate Plasma after Partial-body Radiation with Minimal Bone Marrow
Sparing. Health Physics, 2020, 119, 621-632. 0.3 20



918

Citation Report

# Article IF Citations

16609 High concordance between hippocampal transcriptome of the mouse intraâ€•amygdala kainic acid model
and human temporal lobe epilepsy. Epilepsia, 2020, 61, 2795-2810. 2.6 17

16610 Utility of Extrapolating Human S1500+ Genes to the Whole Transcriptome: Tunicamycin Case Study.
Bioinformatics and Biology Insights, 2020, 14, 117793222095274. 1.0 5

16611 YAP and TAZ maintain PROX1 expression in the developing lymphatic and lymphovenous valves in
response to VEGF-C signaling. Development (Cambridge), 2020, 147, . 1.2 28

16612 NFIA differentially controls adipogenic and myogenic gene program through distinct pathways to
ensure brown and beige adipocyte differentiation. PLoS Genetics, 2020, 16, e1009044. 1.5 20

16613 A genome-wide association analysis for body, udder, and leg conformation traits recorded in
Murciano-Granadina goats. Journal of Dairy Science, 2020, 103, 11605-11617. 1.4 12

16614
Identification of the Significant Genes Regulated by Estrogen Receptor in Estrogen Receptor-Positive
Breast Cancer and Their Expression Pattern Changes When Tamoxifen or Fulvestrant Resistance
Occurs. Frontiers in Genetics, 2020, 11, 538734.

1.1 14

16615 Selective Stimulation of Duplicated Atlantic Salmon MHC Pathway Genes by Interferon-Gamma.
Frontiers in Immunology, 2020, 11, 571650. 2.2 3

16616 Skeletal Muscle Immunometabolism in Women With Polycystic Ovary Syndrome: A Meta-Analysis.
Frontiers in Physiology, 2020, 11, 573505. 1.3 10

16617 Uveal Melanoma-Derived Extracellular Vesicles Display Transforming Potential and Carry Protein
Cargo Involved in Metastatic Niche Preparation. Cancers, 2020, 12, 2923. 1.7 25

16618 Unique and Specific m6A RNA Methylation in Mouse Embryonic and Postnatal Cerebral Cortices. Genes,
2020, 11, 1139. 1.0 5

16619 The Anaerobic Product Ethanol Promotes Autophagy-Dependent Submergence Tolerance in
Arabidopsis. International Journal of Molecular Sciences, 2020, 21, 7361. 1.8 10

16620 New insights into genetic instability of an industrial CHO cell line by orthogonal omics. Biochemical
Engineering Journal, 2020, 164, 107799. 1.8 3

16621 Establishment of a low-tumorigenic MDCK cell line and study of differential molecular networks.
Biologicals, 2020, 68, 112-121. 0.5 10

16622 Patterns of immune infiltration in stable and raptured abdominal aortic aneurysms: A
gene-expression-based retrospective study. Gene, 2020, 762, 145056. 1.0 13

16623 Targeting AGTR1/NF-ÎºB/CXCR4 axis by miR-155 attenuates oncogenesis in glioblastoma. Neoplasia, 2020, 22,
497-510. 2.3 21

16624 Expression of the Neuronal tRNA n-Tr20 Regulates Synaptic Transmission and Seizure Susceptibility.
Neuron, 2020, 108, 193-208.e9. 3.8 38

16625 Neuropeptides Modulate Local Astrocytes to Regulate Adult Hippocampal Neural Stem Cells. Neuron,
2020, 108, 349-366.e6. 3.8 42

16626 Compound Dan Zhi tablet attenuates experimental ischemic stroke via inhibiting platelet activation
and thrombus formation. Phytomedicine, 2020, 79, 153330. 2.3 15



919

Citation Report

# Article IF Citations

16627 Menthol in electronic cigarettes: A contributor to respiratory disease?. Toxicology and Applied
Pharmacology, 2020, 407, 115238. 1.3 30

16628 Serum exosomal microRNA transcriptome profiling in subacute spinal cord injured rats. Genomics,
2020, 112, 5086-5100. 1.3 8

16629 Heterogeneous adaptation of cysteine reactivity to a covalent oncometabolite. Journal of Biological
Chemistry, 2020, 295, 13410-13418. 1.6 7

16630 Transcriptional Expressions of CXCL9/10/12/13 as Prognosis Factors in Breast Cancer. Journal of
Oncology, 2020, 2020, 1-15. 0.6 11

16631
Neural Network Deconvolution Method for Resolving Pathway-Level Progression of Tumor Clonal
Expression Programs With Application to Breast Cancer Brain Metastases. Frontiers in Physiology,
2020, 11, 1055.

1.3 3

16632 Functional Analysis of the teosinte branched 1 Gene in the Tetraploid Switchgrass (Panicum virgatum) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 542 Td (L.) by CRISPR/Cas9-Directed Mutagenesis. Frontiers in Plant Science, 2020, 11, 572193.1.7 10

16633 Sappanone A Prevents Left Ventricular Dysfunction in a Rat Myocardial Ischemia Reperfusion Injury
Model. International Journal of Molecular Sciences, 2020, 21, 6935. 1.8 7

16634 An investigation into the molecular basis of cancer comorbidities in coronavirus infection. FEBS
Open Bio, 2020, 10, 2363-2374. 1.0 10

16635 Translocation of Viable Gut Microbiota to Mesenteric Adipose Drives Formation of Creeping Fat in
Humans. Cell, 2020, 183, 666-683.e17. 13.5 211

16636 Ambient Temperature is A Strong Selective Factor Influencing Human Development and Immunity.
Genomics, Proteomics and Bioinformatics, 2020, 18, 489-500. 3.0 5

16637 Genome resequencing data for Iranian local dogs and wolves. BMC Research Notes, 2020, 13, 436. 0.6 0

16638 Immune response and endocytosis pathways are associated with the resilience against Alzheimerâ€™s
disease. Translational Psychiatry, 2020, 10, 332. 2.4 33

16639 &lt;p&gt;Long Non-Coding RNAs in Brown Adipose Tissue&lt;/p&gt;. Diabetes, Metabolic Syndrome and
Obesity: Targets and Therapy, 2020, Volume 13, 3193-3204. 1.1 9

16640
Impact of Sustained Transforming Growth Factor-Î² Receptor Inhibition on Chromatin Accessibility and
Gene Expression in Cultured Human Endometrial MSC. Frontiers in Cell and Developmental Biology,
2020, 8, 567610.

1.8 15

16641 Three Genes Predict Prognosis in Microenvironment of Ovarian Cancer. Frontiers in Genetics, 2020, 11,
990. 1.1 8

16642 Metabolic Health Status Contributes to Transcriptome Alternation in Human Visceral Adipose Tissue
During Obesity. Obesity, 2020, 28, 2153-2162. 1.5 10

16643 Risk Y-haplotypes and pathogenic variants of Arab-ancestry boys with autism by an exome-wide
association study. Molecular Biology Reports, 2020, 47, 7623-7632. 1.0 7

16644 Replication Stress Induces Global Chromosome Breakage in the Fragile X Genome. Cell Reports, 2020,
32, 108179. 2.9 33



920

Citation Report

# Article IF Citations

16645 Mutations disrupting neuritogenesis genes confer risk for cerebral palsy. Nature Genetics, 2020, 52,
1046-1056. 9.4 96

16646 An integrated multi-omics approach identifies epigenetic alterations associated with Alzheimerâ€™s
disease. Nature Genetics, 2020, 52, 1024-1035. 9.4 191

16647 Circadian mutant mice with obesity and metabolic syndrome are resilient to cardiovascular disease.
American Journal of Physiology - Heart and Circulatory Physiology, 2020, 319, H1097-H1111. 1.5 8

16648
The C. elegans GATA transcription factor elt-2 mediates distinct transcriptional responses and
opposite infection outcomes towards different Bacillus thuringiensis strains. PLoS Pathogens, 2020,
16, e1008826.

2.1 22

16649 Identification of hub genes and discovery of promising compounds in gastric cancer based on
bioinformatics analysis. Biomarkers in Medicine, 2020, 14, 1069-1084. 0.6 4

16650 COL2A1 Is a Novel Biomarker of Melanoma Tumor Repopulating Cells. Biomedicines, 2020, 8, 360. 1.4 8

16651 Cancer-associated fibroblasts of the prostate promote a compliant and more invasive phenotype in
benign prostate epithelial cells. Materials Today Bio, 2020, 8, 100073. 2.6 7

16652 Suppressed ERâ€•associated degradation by intraglomerular cross talk between mesangial cells and
podocytes causes podocyte injury in diabetic kidney disease. FASEB Journal, 2020, 34, 15577-15590. 0.2 16

16653 Identification of the significant pathways of Banxia Houpu decoction in the treatment of depression
based on network pharmacology. PLoS ONE, 2020, 15, e0239843. 1.1 7

16654 EAT-UpTF: Enrichment Analysis Tool for Upstream Transcription Factors of a Group of Plant Genes.
Frontiers in Genetics, 2020, 11, 566569. 1.1 5

16655 Epigenome-wide DNA methylation profiling of portal vein tumor thrombosis (PVTT) tissues in
hepatocellular carcinoma patients. Neoplasia, 2020, 22, 630-643. 2.3 11

16656 PASS-DIA: A Data-Independent Acquisition Approach for Discovery Studies. Analytical Chemistry, 2020,
92, 14466-14475. 3.2 19

16657 Biological and Clinical Changes in a Pediatric Series Treated with Off-Label JAK Inhibitors.
International Journal of Molecular Sciences, 2020, 21, 7767. 1.8 18

16658 Comprehensive analysis of the expression and prognostic value of CXC chemokines in colorectal
cancer. International Immunopharmacology, 2020, 89, 107077. 1.7 20

16659 Coexpression Module Construction by Weighted Gene Coexpression Network Analysis and Identify
Potential Prognostic Markers of Breast Cancer. Cancer Biotherapy and Radiopharmaceuticals, 2020, , . 0.7 1

16660 The Role of N6-Methyladenosine Methylation in the Progression of Endometrial Cancer. Cancer
Biotherapy and Radiopharmaceuticals, 2022, 37, 737-749. 0.7 6

16661 Integrative Analyses of Genes Associated with Fulminant Type 1 Diabetes. Journal of Immunology
Research, 2020, 2020, 1-10. 0.9 8

16662

Singleâ€•Cell Transcriptomics of Engineered Cardiac Tissues From Patientâ€•Specific Induced Pluripotent
Stem Cellâ€“Derived Cardiomyocytes Reveals Abnormal Developmental Trajectory and Intrinsic
Contractile Defects in Hypoplastic Right Heart Syndrome. Journal of the American Heart Association,
2020, 9, e016528.

1.6 30



921

Citation Report

# Article IF Citations

16663 Predicted functional interactome of Caenorhabditis elegans and a web tool for the functional
interpretation of differentially expressed genes. Biology Direct, 2020, 15, 20. 1.9 3

16664 Automated feature extraction from population wearable device data identified novel loci associated
with sleep and circadian rhythms. PLoS Genetics, 2020, 16, e1009089. 1.5 13

16665 Cross-Generational Effects and Non-random Developmental Response to Temperature Variation in
Paramecium. Frontiers in Cell and Developmental Biology, 2020, 8, 584219. 1.8 4

16666
Serum Proteomics Reveals Alterations in Protease Activity, Axon Guidance, and Visual
Phototransduction Pathways in Infants With In Utero Exposure to Zika Virus Without Congenital Zika
Syndrome. Frontiers in Cellular and Infection Microbiology, 2020, 10, 577819.

1.8 10

16667
Transcriptome Profiling of Human Monocyte-Derived Macrophages Upon CCL2 Neutralization Reveals
an Association Between Activation of Innate Immune Pathways and Restriction of HIV-1 Gene
Expression. Frontiers in Immunology, 2020, 11, 2129.

2.2 7

16668 How Reversible Are the Effects of Fumed Silica on Macrophages? A Proteomics-Informed View.
Nanomaterials, 2020, 10, 1939. 1.9 7

16669
Gene Expression Changes in the Ventral Tegmental Area of Male Mice with Alternative Social Behavior
Experience in Chronic Agonistic Interactions. International Journal of Molecular Sciences, 2020, 21,
6599.

1.8 8

16670 Assessing the Direct Binding of Ark-Like E3 RING Ligases to Ubiquitin and Its Implication on Their
Protein Interaction Network. Molecules, 2020, 25, 4787. 1.7 2

16671 Is hull cleaning wastewater a potential source of developmental toxicity on coastal non-target
organisms?. Aquatic Toxicology, 2020, 227, 105615. 1.9 9

16672 LINC01133 contribute to epithelial ovarian cancer metastasis by regulating miR-495-3p/TPD52 axis.
Biochemical and Biophysical Research Communications, 2020, 533, 1088-1094. 1.0 13

16673 Quantitative Proteomics Analysis of Lytic KSHV Infection in Human Endothelial Cells Reveals Targets
of Viral Immune Modulation. Cell Reports, 2020, 33, 108249. 2.9 27

16674 Dendritic Cells and Microglia Have Non-redundant Functions in the Inflamed Brain with Protective
Effects of Type 1 cDCs. Cell Reports, 2020, 33, 108291. 2.9 39

16675 Trans-omic Analysis Reveals ROS-Dependent Pentose Phosphate Pathway Activation after
High-Frequency Electrical Stimulation in C2C12 Myotubes. IScience, 2020, 23, 101558. 1.9 16

16676 Genome-wide association study of smoking trajectory and meta-analysis of smoking status in 842,000
individuals. Nature Communications, 2020, 11, 5302. 5.8 59

16677 Mechanism of action biomarkers predicting response to AKT inhibition in the I-SPY 2 breast cancer
trial. Npj Breast Cancer, 2020, 6, 48. 2.3 21

16678 Regulation of circadian rhythm and sleep by <i>miRâ€•375â€•timeless</i> interaction in <i>Drosophila</i>.
FASEB Journal, 2020, 34, 16536-16551. 0.2 14

16679 Common gene signatures and key pathways in hypopharyngeal and esophageal squamous cell
carcinoma. Medicine (United States), 2020, 99, e22434. 0.4 12

16680 Lack of PPARÎ²/Î´-Inactivated SGK-1 Is Implicated in Liver Carcinogenesis. BioMed Research International,
2020, 2020, 1-11. 0.9 8



922

Citation Report

# Article IF Citations

16681 Identification of Potential Hub Genes and Therapeutic Drugs in Malignant Pleural Mesothelioma by
Integrated Bioinformatics Analysis. Oncology Research and Treatment, 2020, 43, 656-671. 0.8 8

16682 Expression of mitochondrial protein genes encoded by nuclear and mitochondrial genomes correlate
with energy metabolism in dairy cattle. BMC Genomics, 2020, 21, 720. 1.2 15

16683 Kinase shRNA screening reveals that TAOK3 enhances microtubule-targeted drug resistance of breast
cancer cells via the NF-ÎºB signaling pathway. Cell Communication and Signaling, 2020, 18, 164. 2.7 14

16684 Bioinformatic gene analysis for potential therapeutic targets of Huntingtonâ€™s disease in
pre-symptomatic and symptomatic stage. Journal of Translational Medicine, 2020, 18, 388. 1.8 8

16685 Global Analyses of Expressed Piwi-Interacting RNAs in Gastric Cancer. International Journal of
Molecular Sciences, 2020, 21, 7656. 1.8 8

16686 Slow-Freezing Cryopreservation Ensures High Ovarian Tissue Quality Followed by In Vivo and In Vitro
Methods and Is Safe for Fertility Preservation. Medicina (Lithuania), 2020, 56, 547. 0.8 5

16687 Direct reprogramming of human umbilical vein- and peripheral blood-derived endothelial cells into
hepatic progenitor cells. Nature Communications, 2020, 11, 5292. 5.8 16

16688 p53 directly represses human LINE1 transposons. Genes and Development, 2020, 34, 1439-1451. 2.7 58

16689 Pan-cancer analysis of differential DNA methylation patterns. BMC Medical Genomics, 2020, 13, 154. 0.7 7

16690
Evidence-Based Complementary and Alternative Medicine Exploring Active Components and Mechanism
of Jinhua Qinggan Granules in Treatment of COVID-19 Based on Virus-Host Interaction. Natural
Product Communications, 2020, 15, 1934578X2094721.

0.2 4

16691 Evaluation of the potential role of long non-coding RNA LINC00961 in luminal breast cancer: a
caseâ€“control and systems biology study. Cancer Cell International, 2020, 20, 478. 1.8 4

16692 Global gene expression profile of periodontal ligament cells submitted to mechanical loading: A
systematic review. Archives of Oral Biology, 2020, 118, 104884. 0.8 13

16693 FKBP-related ncRNA-mRNA axis in breast cancer. Genomics, 2020, 112, 4595-4607. 1.3 13

16694 Cross-Species RNA-Seq Study Comparing Transcriptomes of Enriched Osteocyte Populations in the Tibia
and Skull. Frontiers in Endocrinology, 2020, 11, 581002. 1.5 8

16695
Differential Profile of Systemic Extracellular Vesicles From Sporadic and Familial Alzheimerâ€™s Disease
Leads to Neuroglial and Endothelial Cell Degeneration. Frontiers in Aging Neuroscience, 2020, 12,
587989.

1.7 16

16696 Global Analysis of the Human RNA Degradome Reveals Widespread Decapped and Endonucleolytic
Cleaved Transcripts. International Journal of Molecular Sciences, 2020, 21, 6452. 1.8 3

16697
Network Pharmacology Approach to Investigate the Preventive Mechanism of Hunan Expert Group
Recommended Chinese Medicine Prevention No. 2 Prescription Against COVID-19. Digital Chinese
Medicine, 2020, 3, 116-132.

0.5 1

16698
Integrative analysis of genomic alteration, immune cells infiltration and prognosis of lung squamous
cell carcinoma (LUSC) to identify smoking-related biomarkers. International Immunopharmacology,
2020, 89, 107053.

1.7 11



923

Citation Report

# Article IF Citations

16699 A sleep-like state in <i>Hydra</i> unravels conserved sleep mechanisms during the evolutionary
development of the central nervous system. Science Advances, 2020, 6, . 4.7 53

16700 Reconstruction of lncRNA-miRNA-mRNA network based on competitive endogenous RNA reveals
functional lncRNAs in skin cutaneous melanoma. BMC Cancer, 2020, 20, 927. 1.1 14

16701 Borrelia burgdorferi-Induced Changes in the Class II Self-Immunopeptidome Displayed on HLA-DR
Molecules Expressed by Dendritic Cells. Frontiers in Medicine, 2020, 7, 568. 1.2 9

16702 Comprehensive analysis of the immunological landscape of pituitary adenomas: implications of
immunotherapy for pituitary adenomas. Journal of Neuro-Oncology, 2020, 149, 473-487. 1.4 18

16703 The lysine demethylase KDM4A controls the cell-cycle expression of replicative canonical histone
genes. Biochimica Et Biophysica Acta - Gene Regulatory Mechanisms, 2020, 1863, 194624. 0.9 7

16704 An empirical bayesian approach for testing gene expression fold change and its application in
detecting global dosage effects. NAR Genomics and Bioinformatics, 2020, 2, lqaa072. 1.5 0

16705 A multi-objective based PSO approach for inferring pathway activity utilizing protein interactions.
Multimedia Tools and Applications, 2020, 80, 30283. 2.6 2

16706 Orphan response regulator Rv3143 increases antibiotic sensitivity by regulating cell wall permeability
in Mycobacterium smegmatis. Archives of Biochemistry and Biophysics, 2020, 692, 108522. 1.4 8

16707 Current state and future perspective of cardiovascular medicines derived from natural products. ,
2020, 216, 107698. 41

16708
Disruption of the Oxidative Pentose Phosphate Pathway Stimulates High-Yield Production Using
Resting Corynebacterium glutamicum in the Absence of External Electron Acceptors. Applied and
Environmental Microbiology, 2020, 86, .

1.4 2

16709 A Multi-Omics Approach Identifies Key Regulatory Pathways Induced by Long-Term Zinc
Supplementation in Human Primary Retinal Pigment Epithelium. Nutrients, 2020, 12, 3051. 1.7 15

16710 The 3D genomic landscape of differential response to EGFR/HER2 inhibition in endocrine-resistant
breast cancer cells. Biochimica Et Biophysica Acta - Gene Regulatory Mechanisms, 2020, 1863, 194631. 0.9 10

16711 Î³-Aminobutyric acid (GABA) activates neuronal cells by inducing the secretion of exosomes from
intestinal cells. Food and Function, 2020, 11, 9285-9290. 2.1 19

16712 Identification of HN252 as a potent inhibitor of protein phosphatase PPM1B. Journal of Cellular and
Molecular Medicine, 2020, 24, 13463-13471. 1.6 7

16713
Identification of the Key Genes Involved in the Effect of Folic Acid on Endothelial Progenitor Cell
Transcriptome of Patients with Type 1 Diabetes. Computational and Mathematical Methods in Medicine,
2020, 2020, 1-7.

0.7 1

16714 Improved Human Age Prediction by Using Gene Expression Profiles From Multiple Tissues. Frontiers in
Genetics, 2020, 11, 1025. 1.1 14

16715 Transcriptome-Based Network Analysis Unveils Eight Immune-Related Genes as Molecular Signatures in
the Immunomodulatory Subtype of Triple-Negative Breast Cancer. Frontiers in Oncology, 2020, 10, 1787. 1.3 25

16716
Intracellular calcium current disorder and disease phenotype in OBSCN mutant iPSC-based
cardiomyocytes in arrhythmogenic right ventricular cardiomyopathy. Theranostics, 2020, 10,
11215-11229.

4.6 17



924

Citation Report

# Article IF Citations

16717 Transcriptomic profiling of long non-coding RNAs in non-virus associated hepatocellular carcinoma.
Cell Biochemistry and Biophysics, 2020, 78, 465-474. 0.9 3

16718 Shared Signature of Recent Positive Selection on the <i>TSBP1â€“BTNL2â€“HLA-DRA</i> Genes in Five Native
Populations from North Borneo. Genome Biology and Evolution, 2020, 12, 2245-2257. 1.1 2

16719 Gene expression analysis reveals a pitfall in the molecular research of prostate tumors relevant to
Gleason score. Journal of Bioinformatics and Computational Biology, 2020, 18, 2050032. 0.3 0

16720 A comparative analysis of chromatin accessibility in cattle, pig, and mouse tissues. BMC Genomics,
2020, 21, 698. 1.2 43

16721 Comparative transcriptome analysis reveals that PCK1 is a potential gene affecting IMF deposition in
buffalo. BMC Genomics, 2020, 21, 710. 1.2 21

16722

Expression differences of miR-142-5p between treatment-naÃ¯ve chronic myeloid leukemia patients
responding and non-responding to imatinib therapy suggest a link to oncogenic ABL2, SRI, cKIT and
MCL1 signaling pathways critical for development of therapy resistance. Experimental Hematology and
Oncology, 2020, 9, 26.

2.0 23

16723
Hepatocyte-intrinsic type I interferon signaling reprograms metabolism and reveals a novel
compensatory mechanism of the tryptophan-kynurenine pathway in viral hepatitis. PLoS Pathogens,
2020, 16, e1008973.

2.1 6

16724 Identification of common signatures in idiopathic pulmonary fibrosis and lung cancer using gene
expression modeling. BMC Cancer, 2020, 20, 986. 1.1 10

16725 Comparative transcriptomic profiling of myxomatous mitral valve disease in the cavalier King Charles
spaniel. BMC Veterinary Research, 2020, 16, 350. 0.7 10

16726 iMOKA: k-mer based software to analyze large collections of sequencing data. Genome Biology, 2020,
21, 261. 3.8 8

16727 Multiple Isolated Transcription Factors Act as Switches and Contribute to Species Uniqueness. Genes,
2020, 11, 1148. 1.0 4

16728 Network Pharmacology Analysis to Uncover the Potential Mechanisms of Lycium barbarum on
Colorectal Cancer. Interdisciplinary Sciences, Computational Life Sciences, 2020, 12, 515-525. 2.2 8

16729 Prediction of functional regulatory elements of bipolar disorder via data integration analysis.
Journal of Affective Disorders Reports, 2020, 1, 100015. 0.9 1

16730 Characterization of Metabolic Patterns in Mouse Oocytes during Meiotic Maturation. Molecular Cell,
2020, 80, 525-540.e9. 4.5 74

16731 Epigenome-wide association study for transgenerational disease sperm epimutation biomarkers
following ancestral exposure to jet fuel hydrocarbons. Reproductive Toxicology, 2020, 98, 61-74. 1.3 5

16732 LncRNA<i>Platr22</i>promotes super-enhancer activity and stem cell pluripotency. Journal of
Molecular Cell Biology, 2021, 13, 295-313. 1.5 13

16733 Prediction of survival rate and effect of drugs on cancer patients with somatic mutations of genes:
An AIâ€•based approach. Chemical Biology and Drug Design, 2020, 96, 1005-1019. 1.5 4

16734 LRRK2 mediates microglial neurotoxicity via NFATc2 in rodent models of synucleinopathies. Science
Translational Medicine, 2020, 12, . 5.8 49



925

Citation Report

# Article IF Citations

16735 A deconvolution method and its application in analyzing the cellular fractions in acute myeloid
leukemia samples. BMC Genomics, 2020, 21, 652. 1.2 8

16736 Pancreatic Tissue Proteomics Unveils Key Proteins, Pathways, and Networks Associated with Type 1
Diabetes. Proteomics - Clinical Applications, 2020, 14, e2000053. 0.8 8

16737 Identification of Hub Genes and Key Pathways Associated with Peripheral T-cell Lymphoma. Current
Medical Science, 2020, 40, 885-899. 0.7 7

16738 The Interaction of the Tumor Suppressor FAM46C with p62 and FNDC3 Proteins Integrates Protein and
Secretory Homeostasis. Cell Reports, 2020, 32, 108162. 2.9 24

16739
Global transcriptome study of Dip2B-deficient mouse embryonic lung fibroblast reveals its important
roles in cell proliferation and development. Computational and Structural Biotechnology Journal,
2020, 18, 2381-2390.

1.9 8

16740 Multi-omics analysis revealed crucial genes and pathways associated with black carp antiviral innate
immunity. Fish and Shellfish Immunology, 2020, 106, 724-732. 1.6 6

16741 Progressive Proteome Changes in the Myocardium of a Pig Model for Duchenne Muscular Dystrophy.
IScience, 2020, 23, 101516. 1.9 18

16742 Identification of candidate microRNAs from Ostreid herpesvirus-1 (OsHV-1) and their potential role in
the infection of Pacific oysters (Crassostrea gigas). Molecular Immunology, 2020, 126, 153-164. 1.0 1

16743 Suppression of DDX39B sensitizes ovarian cancer cells to DNA-damaging chemotherapeutic agents via
destabilizing BRCA1 mRNA. Oncogene, 2020, 39, 7051-7062. 2.6 18

16744 Polygenic risk for autism spectrum disorder affects left amygdala activity and negative emotion in
schizophrenia. Translational Psychiatry, 2020, 10, 322. 2.4 8

16745 PQM-1 controls hypoxic survival via regulation of lipid metabolism. Nature Communications, 2020, 11,
4627. 5.8 16

16746 Chromatin accessibility landscape and regulatory network of high-altitude hypoxia adaptation.
Nature Communications, 2020, 11, 4928. 5.8 43

16747 Identification of PIEZO1 as a potential prognostic marker in gliomas. Scientific Reports, 2020, 10, 16121. 1.6 39

16748 Insights Into the Mechanism of Anticancer Drug Imatinib Revealed Through Multi-Omic Analyses in
Yeast. OMICS A Journal of Integrative Biology, 2020, 24, 667-678. 1.0 6

16749 The genetic map of diabetic nephropathy: evidence from a systematic review and meta-analysis of
genetic association studies. CKJ: Clinical Kidney Journal, 2020, 13, 768-781. 1.4 31

16750
Positive Selection and Gene Expression Analyses from Salivary Glands Reveal Discrete Adaptations
within the Ecologically Diverse Bat Family Phyllostomidae. Genome Biology and Evolution, 2020, 12,
1419-1428.

1.1 7

16751 Identification of the collagen family as prognostic biomarkers and immune-associated targets in
gastric cancer. International Immunopharmacology, 2020, 87, 106798. 1.7 17

16752 Comprehensive analysis of protein expression levels and phosphorylation levels in host skin in
response to tick (Haemaphysalis longicornis) bite. Journal of Proteomics, 2020, 226, 103898. 1.2 3



926

Citation Report

# Article IF Citations

16753 Identifying potential functional lncRNAs in metabolic syndrome by constructing a
lncRNAâ€“miRNAâ€“mRNA network. Journal of Human Genetics, 2020, 65, 927-938. 1.1 4

16754 Regulated IFN signalling preserves the stemness of intestinal stem cells by restricting differentiation
into secretory-cell lineages. Nature Cell Biology, 2020, 22, 919-926. 4.6 21

16755 Imprecise DNMT1 activity coupled with neighbor-guided correction enables robust yet flexible
epigenetic inheritance. Nature Genetics, 2020, 52, 828-839. 9.4 69

16756
Comparative Transcriptome Analysis Reveals the Potential Cardiovascular Protective Targets of the
Thyroid Hormone Metabolite 3-Iodothyronamine (3-T1AM). BioMed Research International, 2020, 2020,
1-10.

0.9 3

16757 Sub-fertility in crossbred bulls: deciphering testicular level transcriptomic alterations between zebu
(Bos indicus) and crossbred (Bos taurus x Bos indicus) bulls. BMC Genomics, 2020, 21, 502. 1.2 14

16758 Mechanisms of Spica Prunellae against thyroid-associated Ophthalmopathy based on network
pharmacology and molecular docking. BMC Complementary Medicine and Therapies, 2020, 20, 229. 1.2 11

16759
Dietary plant extracts modulate gene expression profiles in alveolar macrophages of pigs
experimentally infected with porcine reproductive and respiratory syndrome virus. Journal of Animal
Science and Biotechnology, 2020, 11, 74.

2.1 5

16760 Development of a Nomogram With Alternative Splicing Signatures for Predicting the Prognosis of
Glioblastoma: A Study Based on Large-Scale Sequencing Data. Frontiers in Oncology, 2020, 10, 1257. 1.3 6

16761 Nanotherapy delivery of c-myc inhibitor targets Protumor Macrophages and preserves Antitumor
Macrophages in Breast Cancer. Theranostics, 2020, 10, 7510-7526. 4.6 27

16762
NFAT activating protein with ITAM motif 1 (NFAM1) is upregulated on circulating monocytes in
coronary artery disease and potentially correlated with monocyte chemotaxis. Atherosclerosis, 2020,
307, 39-51.

0.4 3

16763
Influence of short-term exposure to high light on photosynthesis and proteins involved in
photo-protective processes in tomato leaves. Environmental and Experimental Botany, 2020, 179,
104198.

2.0 13

16764 BMAL1 Associates with NOP58 in the Nucleolus and Contributes to Pre-rRNA Processing. IScience, 2020,
23, 101151. 1.9 13

16765 The prognostic value of six survival-related genes in bladder cancer. Cell Death Discovery, 2020, 6, 58. 2.0 7

16766 Epigenetic hallmarks of age-related macular degeneration are recapitulated in a photosensitive mouse
model. Human Molecular Genetics, 2020, 29, 2611-2624. 1.4 10

16767 MYB30 Orchestrates Systemic Reactive Oxygen Signaling and Plant Acclimation. Plant Physiology, 2020,
184, 666-675. 2.3 54

16768 DeepUEP: Prediction of Urine Excretory Proteins Using Deep Learning. IEEE Access, 2020, 8,
100251-100261. 2.6 3

16769 Identification of BBX proteins as rate-limiting cofactors of HY5. Nature Plants, 2020, 6, 921-928. 4.7 96

16770 Long-term and transgenerational phenotypic, transcriptional and metabolic effects in rabbit males
born following vitrified embryo transfer. Scientific Reports, 2020, 10, 11313. 1.6 16



927

Citation Report

# Article IF Citations

16771 Kir2.1 Interactome Mapping Uncovers PKP4 as a Modulator of the Kir2.1-Regulated Inward Rectifier
Potassium Currents. Molecular and Cellular Proteomics, 2020, 19, 1436-1449. 2.5 18

16772 Robust and accurate deconvolution of tumor populations uncovers evolutionary mechanisms of
breast cancer metastasis. Bioinformatics, 2020, 36, i407-i416. 1.8 7

16773 MutCombinator: identification of mutated peptides allowing combinatorial mutations using
nucleotide-based graph search. Bioinformatics, 2020, 36, i203-i209. 1.8 1

16774 CircRNA ZNF609 in peripheral blood leukocytes acts as a protective factor and a potential biomarker
for coronary artery disease. Annals of Translational Medicine, 2020, 8, 741-741. 0.7 27

16775 Leucine-Rich Diet Modulates the Metabolomic and Proteomic Profile of Skeletal Muscle during Cancer
Cachexia. Cancers, 2020, 12, 1880. 1.7 17

16776 Identification of distinct transcriptome signatures of human adipose tissue from fifteen depots.
European Journal of Human Genetics, 2020, 28, 1714-1725. 1.4 32

16777 Identification of novel biomarkers correlated with prostate cancer progression by an integrated
bioinformatic analysis. Medicine (United States), 2020, 99, e21158. 0.4 4

16778 Toxicity of TiO2 Nanoparticles: Validation of Alternative Models. International Journal of Molecular
Sciences, 2020, 21, 4855. 1.8 10

16779 Analyzing Functional Pathways and constructing gene-gene network for Narcolepsy based on
candidate genes. International Journal of Medical Sciences, 2020, 17, 1508-1514. 1.1 2

16780 S-phase Enriched Non-coding RNAs Regulate Gene Expression and Cell Cycle Progression. Cell Reports,
2020, 31, 107629. 2.9 11

16781 G-Protein-Coupled Receptor SRBC-48 Protects against Dendrite Degeneration and Reduced Longevity
Due to Infection. Cell Reports, 2020, 31, 107662. 2.9 7

16782 Interplay between Liver X Receptor and Hypoxia Inducible Factor 1Î± Potentiates Interleukin-1Î² Production
in Human Macrophages. Cell Reports, 2020, 31, 107665. 2.9 39

16783
Prediction of biomarker signatures and therapeutic agents from blood sample against Pancreatic
Ductal Adenocarcinoma (PDAC): A network-based study. Informatics in Medicine Unlocked, 2020, 19,
100346.

1.9 4

16784 Impact of high dietary plant protein with or without marine ingredients in gut mucosa proteome of
gilthead seabream (Sparus aurata, L.). Journal of Proteomics, 2020, 216, 103672. 1.2 14

16785 YAP1 Inhibition in HUVECs Is Associated with Released Exosomes and Increased Hepatocarcinoma
Invasion and Metastasis. Molecular Therapy - Nucleic Acids, 2020, 21, 86-97. 2.3 26

16786 Identification of the Combinatorial Effect of miRNA Family Regulatory Network in Different Growth
Patterns of GC. Molecular Therapy - Oncolytics, 2020, 17, 531-546. 2.0 13

16787 Critical Role for P53 in Regulating the Cell Cycle of Ground State Embryonic Stem Cells. Stem Cell
Reports, 2020, 14, 175-183. 2.3 22

16788 The differential expression patterns and co-expression networks of paralogs as an indicator of the
TNM stages of lung adenocarcinoma and squamous cell carcinoma. Genomics, 2020, 112, 4115-4124. 1.3 2



928

Citation Report

# Article IF Citations

16789 Molecular Dynamics Simulation-assisted Ionic Liquid Screening for Deep Coverage Proteome Analysis.
Molecular and Cellular Proteomics, 2020, 19, 1724-1737. 2.5 24

16790 A synonymous <i>UPF3B</i> variant causing a speech disorder implicates NMD as a regulator of
neurodevelopmental disorder gene networks. Human Molecular Genetics, 2020, 29, 2568-2578. 1.4 9

16791 C9orf72-associated SMCR8 protein binds in the ubiquitin pathway and with proteins linked with
neurological disease. Acta Neuropathologica Communications, 2020, 8, 110. 2.4 15

16792 Transcriptome Characterization of Repressed Embryonic Myogenesis Due to Maternal Calorie
Restriction. Frontiers in Cell and Developmental Biology, 2020, 8, 527. 1.8 2

16793 Accurate Detection of HPV Integration Sites in Cervical Cancer Samples Using the Nanopore MinION
Sequencer Without Error Correction. Frontiers in Genetics, 2020, 11, 660. 1.1 23

16794 Association of CXCL13 and Immune Cell Infiltration Signature in Clear Cell Renal Cell Carcinoma.
International Journal of Medical Sciences, 2020, 17, 1610-1624. 1.1 16

16795
The gain-of-function allele <i>bamA</i> <sub> <i>E470K</i> </sub> bypasses the essential requirement
for BamD in Î²-barrel outer membrane protein assembly. Proceedings of the National Academy of
Sciences of the United States of America, 2020, 117, 18737-18743.

3.3 23

16796 Identification of potential blood biomarkers for early diagnosis of Alzheimerâ€™s disease through RNA
sequencing analysis. Alzheimer's Research and Therapy, 2020, 12, 87. 3.0 48

16797
Comparative transcriptome expression analysis in susceptible and resistant potato (Solanum) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 427 Td (tuberosum) cultivars to common scab (Streptomyces scabies) revealed immune priming responses in

the incompatible interaction. PLoS ONE, 2020, 15, e0235018.
1.1 8

16798 Early urinary protein changes during tumor formation in a NuTu-19 tail vein injection rat model.
Scientific Reports, 2020, 10, 11709. 1.6 2

16799 Streptococcus pneumoniaemetal homeostasis alters cellular metabolism. Metallomics, 2020, 12,
1416-1427. 1.0 13

16800 The<i>Thermus thermophilus</i>DEAD-box protein Hera is a general RNA binding protein and plays a key
role in tRNA metabolism. Rna, 2020, 26, 1557-1574. 1.6 3

16801 Clinical impact of the lung tissue transcriptome in a teenager with multifocal invasive mucinous
adenocarcinomaâ€”a case report. Translational Lung Cancer Research, 2020, 9, 793-802. 1.3 3

16802 Epigenomic programming in early fetal brain development. Epigenomics, 2020, 12, 1053-1070. 1.0 9

16803 Integrated Analysis of Prognostic and Immune Associated Integrin Family in Ovarian Cancer. Frontiers
in Genetics, 2020, 11, 705. 1.1 23

16804 Drug Repositioning for Noonan and LEOPARD Syndromes by Integrating Transcriptomics With a
Structure-Based Approach. Frontiers in Pharmacology, 2020, 11, 927. 1.6 9

16805 Diet Composition Affects Liver and Mammary Tissue Transcriptome in Primiparous Holstein Dairy
Cows. Animals, 2020, 10, 1191. 1.0 0

16806 Actin Polymerization and ESCRT Trigger Recruitment of the Fusogens Syntaxin-2 and EFF-1 to Promote
Membrane Repair in C.Â elegans. Developmental Cell, 2020, 54, 624-638.e5. 3.1 20



929

Citation Report

# Article IF Citations

16807
Comparative proteomic analysis of SLC13A5 knockdown reveals elevated ketogenesis and enhanced
cellular toxic response to chemotherapeutic agents in HepG2 cells. Toxicology and Applied
Pharmacology, 2020, 402, 115117.

1.3 9

16808 Network-based identification of biomarkers for colon adenocarcinoma. BMC Cancer, 2020, 20, 668. 1.1 5

16809 Maternal Priming of Offspring Immune System in Drosophila. G3: Genes, Genomes, Genetics, 2020, 10,
165-175. 0.8 17

16810
&lt;p&gt;A Four Gene-Based Risk Score System Associated with Chemoradiotherapy Response and Tumor
Recurrence in Rectal Cancer by Co-Expression Network Analysis&lt;/p&gt;. OncoTargets and Therapy,
2020, Volume 13, 6721-6733.

1.0 7

16811 TfR1 Extensively Regulates the Expression of Genes Associated with Ion Transport and Immunity.
Current Medical Science, 2020, 40, 493-501. 0.7 6

16812 Body-size Scaling is Related to Gut Microbial Diversity, Metabolism and Dietary Niche of Arboreal
Folivorous Flying Squirrels. Scientific Reports, 2020, 10, 7809. 1.6 9

16813 The seed water content as a time-independent physiological trait during germination in wild tree
species such as Ceiba aesculifolia. Scientific Reports, 2020, 10, 10429. 1.6 6

16814 Effects of repetitive Iodine thyroid blocking on the foetal brain and thyroid in rats: a systems biology
approach. Scientific Reports, 2020, 10, 10839. 1.6 2

16815 Influence of species and processing parameters on recovery and content of brain tissueâ€•derived
extracellular vesicles. Journal of Extracellular Vesicles, 2020, 9, 1785746. 5.5 72

16816 Inflammation and lymphocyte infiltration are associated with shorter survival in patients with
high-grade glioma. OncoImmunology, 2020, 9, 1779990. 2.1 28

16817 Identification of long non-coding RNAs in the early growth stage of Holstein mammary gland. , 2020,
87, 214-222. 1

16818 Microbiomeâ€“host co-oscillation patterns in remodeling of colonic homeostasis during adaptation to
a high-grain diet in a sheep model. Animal Microbiome, 2020, 2, 22. 1.5 11

16819 Different Responsiveness of Alveolar Bone and Long Bone to <scp>Epithelialâ€•Mesenchymal
Interactionâ€•Related</scp> Factor. JBMR Plus, 2020, 4, e10382. 1.3 11

16820 Proteome-Wide Alterations of Asymmetric Arginine Dimethylation Associated With Pancreatic Ductal
Adenocarcinoma Pathogenesis. Frontiers in Cell and Developmental Biology, 2020, 8, 545934. 1.8 5

16821 Machine Learning Based Network Analysis Determined Clinically Relevant miRNAs in Breast Cancer.
Frontiers in Genetics, 2020, 11, 615864. 1.1 8

16822
Molecular Correlates of Hemorrhage and Edema Volumes Following Human Intracerebral
Hemorrhage Implicate Inflammation, Autophagy, mRNA Splicing, and T Cell Receptor Signaling.
Translational Stroke Research, 2021, 12, 754-777.

2.3 24

16823 An Integrating Immune-Related Signature to Improve Prognosis of Hepatocellular Carcinoma.
Computational and Mathematical Methods in Medicine, 2020, 2020, 1-13. 0.7 7

16824 Comprehensive Analysis of ATP6V1s Family Members in Renal Clear Cell Carcinoma With Prognostic
Values. Frontiers in Oncology, 2020, 10, 567970. 1.3 11



930

Citation Report

# Article IF Citations

16825 Elevated levels of extracellular vesicles in progranulinâ€•deficient mice and FTDâ€•<i>GRN</i> Patients.
Annals of Clinical and Translational Neurology, 2020, 7, 2433-2449. 1.7 8

16826 ACVR2B antagonism as a countermeasure to multiâ€•organ perturbations in metastatic colorectal
cancer cachexia. Journal of Cachexia, Sarcopenia and Muscle, 2020, 11, 1779-1798. 2.9 26

16827 Comprehensive Multi-omics Analysis Reveals Mitochondrial Stress as a Central Biological Hub for
Spaceflight Impact. Cell, 2020, 183, 1185-1201.e20. 13.5 161

16828 BCG Vaccination Induces Long-Term Functional Reprogramming of Human Neutrophils. Cell Reports,
2020, 33, 108387. 2.9 152

16829 Tracing the footsteps of autophagy in computational biology. Briefings in Bioinformatics, 2021, 22, . 3.2 13

16830 NR2F1 regulates regional progenitor dynamics in the mouse neocortex and cortical gyrification in
BBSOAS patients. EMBO Journal, 2020, 39, e104163. 3.5 49

16831 Large-Scale Phosphoproteomic Study of Arabidopsis Membrane Proteins Reveals Early Signaling Events
in Response to Cold. International Journal of Molecular Sciences, 2020, 21, 8631. 1.8 19

16832
Exploring the Proteomic Alterations from Untreated and Cryoablation and Irradiation Treated Giant
Cell Tumors of Bone Using Liquid-Chromatography Tandem Mass Spectrometry. Molecules, 2020, 25,
5355.

1.7 1

16833 Inhibition of Embryonic HSP 90 Function Promotes Variation of Cold Tolerance in Zebrafish. Frontiers
in Genetics, 2020, 11, 541944. 1.1 8

16834 Potential Diagnostic and Prognostic Utility of miR-141, miR-181b1, and miR-23b in Breast Cancer.
International Journal of Molecular Sciences, 2020, 21, 8589. 1.8 19

16835 Role of the JAK-STAT Pathway in Bovine Mastitis and Milk Production. Animals, 2020, 10, 2107. 1.0 23

16836 Proteomic Insights into Senescence of Testicular Peritubular Cells from a Nonhuman Primate Model.
Cells, 2020, 9, 2498. 1.8 7

16837 A Novel Mechanism of Monoethylhexyl Phthalate in Lipid Accumulation via Inhibiting Fatty Acid
Beta-Oxidation on Hepatic Cells. Environmental Science &amp; Technology, 2020, 54, 15925-15934. 4.6 20

16838
Network Pharmacology-Based Strategy to Investigate Pharmacological Mechanisms of Qiaoshao
Formula for Treatment of Premature Ejaculation. Evidence-based Complementary and Alternative
Medicine, 2020, 2020, 1-13.

0.5 3

16839 Construction and Validation of Predictive Model to Identify Critical Genes Associated with Advanced
Kidney Disease. International Journal of Genomics, 2020, 2020, 1-12. 0.8 4

16840 Multi-Omics Analysis of the Effect of cAMP on Actinorhodin Production in Streptomyces coelicolor.
Frontiers in Bioengineering and Biotechnology, 2020, 8, 595552. 2.0 6

16841
Global Gene Expression Profiling Reveals Isorhamnetin Induces Hepatic-Lineage Specific
Differentiation in Human Amniotic Epithelial Cells. Frontiers in Cell and Developmental Biology, 2020,
8, 578036.

1.8 12

16842 Caspase-3 Cleaves Extracellular Vesicle Proteins During Auditory Brainstem Development. Frontiers in
Cellular Neuroscience, 2020, 14, 573345. 1.8 11



931

Citation Report

# Article IF Citations

16843 Tumor Derived SIGLEC Family Genes May Play Roles in Tumor Genesis, Progression, and Immune
Microenvironment Regulation. Frontiers in Oncology, 2020, 10, 586820. 1.3 17

16844
Mutant Kras as a Biomarker Plays a Favorable Role in FL118-Induced Apoptosis, Reactive Oxygen Species
(ROS) Production and Modulation of Survivin, Mcl-1 and XIAP in Human Bladder Cancer. Cancers, 2020,
12, 3413.

1.7 12

16845 Bioinformatic Reconstruction and Analysis of Gene Networks Related to Glucose Variability in
Diabetes and Its Complications. International Journal of Molecular Sciences, 2020, 21, 8691. 1.8 23

16846 TL1Aâ€“DR3 Plasma Levels Are Predictive of HIV-1 Disease Control, and DR3 Costimulation Boosts
HIV-1â€“Specific T Cell Responses. Journal of Immunology, 2020, 205, 3348-3357. 0.4 3

16847 Integrative omics analysis reveals relationships of genes with synthetic lethal interactions through a
pan-cancer analysis. Computational and Structural Biotechnology Journal, 2020, 18, 3243-3254. 1.9 4

16848 Transcriptome Analysis Illuminates a Hub Role of <i>SREBP2</i> in Cholesterol Metabolism by
Î±-Mangostin. ACS Omega, 2020, 5, 31126-31136. 1.6 10

16849
High-resolution mouse subventricular zone stem-cell niche transcriptome reveals features of lineage,
anatomy, and aging. Proceedings of the National Academy of Sciences of the United States of America,
2020, 117, 31448-31458.

3.3 39

16850 Dynamic analysis of m6A methylation spectroscopy during progression and reversal of hepatic
fibrosis. Epigenomics, 2020, 12, 1707-1723. 1.0 22

16851 SUCLA2 mutations cause global protein succinylation contributing to the pathomechanism of a
hereditary mitochondrial disease. Nature Communications, 2020, 11, 5927. 5.8 35

16852
Exploring the Possible Mechanism and Drug Targets of Huang-Qi-Gui-Zhi-Wu-Wu Decoction for the
Treatment of Chemotherapy-Induced Peripheral Neuropathy on Network Pharmacology. Evidence-based
Complementary and Alternative Medicine, 2020, 2020, 1-12.

0.5 10

16853
Extracellular vesicles from young womenâ€™s breast cancer patients drive increased invasion of
non-malignant cells via the Focal Adhesion Kinase pathway: a proteomic approach. Breast Cancer
Research, 2020, 22, 128.

2.2 21

16854 Identification of microRNAs enriched in exosomes in human pericardial fluid of patients with atrial
fibrillation based on bioinformatic analysis. Journal of Thoracic Disease, 2020, 12, 5617-5627. 0.6 19

16855 Comprehensive Genomic Profile of Heterogeneous Long Follow-Up Triple-Negative Breast Cancer and
Its Clinical Characteristics Shows DNA Repair Deficiency Has Better Prognostic. Genes, 2020, 11, 1367. 1.0 5

16856 The SUMO E3 ligase CBX4 is identified as a poor prognostic marker of gastric cancer through
multipronged OMIC analyses. Genes and Diseases, 2021, 8, 827-837. 1.5 8

16858 HP1Î³ regulates H3K36 methylation and pluripotency in embryonic stem cells. Nucleic Acids Research,
2020, 48, 12660-12674. 6.5 9

16859
Use of bioinformatic analyses in identifying characteristic genes and mechanisms active in the
progression of idiopathic thrombocytopenic purpura in individuals with different phenotypes.
Journal of International Medical Research, 2020, 48, 030006052097143.

0.4 1

16860 Characteristics of cytokines in the sciatic nerve stumps and DRGs after rat sciatic nerve crush injury.
Military Medical Research, 2020, 7, 57. 1.9 9

16861 Comprehensive analysis of the prognosis for chromobox family in gastric cancer. Journal of
Gastrointestinal Oncology, 2020, 11, 932-951. 0.6 10



932

Citation Report

# Article IF Citations

16862 &lt;p&gt;Identification and Validation of MSX1 as a Key Candidate for Progestin Resistance in
Endometrial Cancer&lt;/p&gt;. OncoTargets and Therapy, 2020, Volume 13, 11669-11688. 1.0 15

16863 Proteomics analysis of serum small extracellular vesicles for the longitudinal study of a
glioblastoma multiforme mouse model. Scientific Reports, 2020, 10, 20498. 1.6 13

16864 Regulation of microRNAs in high-fat diet induced hyperlipidemic hamsters. Scientific Reports, 2020, 10,
20549. 1.6 10

16865 Early Transcriptomic Response to OxLDL in Human Retinal Pigment Epithelial Cells. International
Journal of Molecular Sciences, 2020, 21, 8818. 1.8 8

16866 Extreme enrichment of VNTR-associated polymorphicity in human subtelomeres: genes with most
VNTRs are predominantly expressed in the brain. Translational Psychiatry, 2020, 10, 369. 2.4 15

16867 A Combined Systemic Strategy for Overcoming Cisplatin Resistance in Head and Neck Cancer: From
Target Identification to Drug Discovery. Cancers, 2020, 12, 3482. 1.7 6

16868 Blood Cell DNA Methylation of Aging-Related Ubiquitination Gene DZIP3 Can Predict the Onset of Early
Stage Colorectal Cancer. Frontiers in Oncology, 2020, 10, 544330. 1.3 7

16869 Reactivation of Atrium Genes Is a Primer for Heart Infarction or Regeneration. Frontiers in
Cardiovascular Medicine, 2020, 7, 575275. 1.1 1

16870 ATP-Dependent Chromatin Remodeler CHD9 Controls the Proliferation of Embryonic Stem Cells in a
Cell Culture Condition-Dependent Manner. Biology, 2020, 9, 428. 1.3 4

16871 Muscle Stem Cell-Derived Extracellular Vesicles Reverse Hydrogen Peroxide-Induced Mitochondrial
Dysfunction in Mouse Myotubes. Cells, 2020, 9, 2544. 1.8 11

16872
Genomics and lipidomics analysis of the biotechnologically important oleaginous red yeast
Rhodotorula glutinis ZHK provides new insights into its lipid and carotenoid metabolism. BMC
Genomics, 2020, 21, 834.

1.2 16

16873 Redox Regulator GLRX Is Associated With Tumor Immunity in Glioma. Frontiers in Immunology, 2020, 11,
580934. 2.2 17

16874
Protein Feâ€“S Centers as a Molecular Target of Toxicity of a Complex Transition Metal Oxide
Nanomaterial with Downstream Impacts on Metabolism and Growth. Environmental Science &amp;
Technology, 2020, 54, 15257-15266.

4.6 9

16875 The Network of Interactions Between Classical Swine Fever Virus Nonstructural Protein p7 and Host
Proteins. Frontiers in Microbiology, 2020, 11, 597893. 1.5 5

16876 Lysine demethylase 7a regulates murine anterior-posterior development by modulating the
transcription of Hox gene cluster. Communications Biology, 2020, 3, 725. 2.0 7

16877 A genome-wide association study for clinical mastitis in the dual-purpose German Black Pied cattle
breed. Journal of Dairy Science, 2020, 103, 10289-10298. 1.4 14

16878 Empagliflozin Inhibits Basal and IL-1Î²-Mediated MCP-1/CCL2 and Endothelin-1 Expression in Human
Proximal Tubular Cells. International Journal of Molecular Sciences, 2020, 21, 8189. 1.8 19

16879 BMP signaling: at the gate between activated melanocyte stem cells and differentiation. Genes and
Development, 2020, 34, 1713-1734. 2.7 35



933

Citation Report

# Article IF Citations

16880 CENPE, PRC1, TTK, and PLK4 May Play Crucial Roles in the Osteosarcoma Progression. Technology in
Cancer Research and Treatment, 2020, 19, 153303382097327. 0.8 4

16881 Molecular targets of Yangyin Fuzheng Jiedu Prescription in the treatment of hepatocellular
carcinoma based on network pharmacology analysis. Cancer Cell International, 2020, 20, 540. 1.8 7

16882 Transcriptomic profiling across the nonalcoholic fatty liver disease spectrum reveals gene
signatures for steatohepatitis and fibrosis. Science Translational Medicine, 2020, 12, . 5.8 205

16883 Reprogramming of synovial macrophage metabolism by synovial fibroblasts under inflammatory
conditions. Cell Communication and Signaling, 2020, 18, 188. 2.7 31

16884 The fibronectin type-III (FNIII) domain of ATF7IP contributes to efficient transcriptional silencing
mediated by the SETDB1 complex. Epigenetics and Chromatin, 2020, 13, 52. 1.8 13

16885 Transcriptome Sequencing and Comparative Analysis of Amphoteric ESCs and PGCs in Chicken (Gallus) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 542 Td (gallus). Animals, 2020, 10, 2228.1.0 2

16886 Epigenetic Patterns in Five-Year-Old Children Exposed to a Low Glycemic Index Dietary Intervention
during Pregnancy: Results from the ROLO Kids Study. Nutrients, 2020, 12, 3602. 1.7 11

16887 Initial response of ovarian tissue transcriptome to vitrification or microwave-assisted dehydration in
the domestic cat model. BMC Genomics, 2020, 21, 828. 1.2 6

16888 &lt;p&gt;Expression and Bioinformatics-Based Functional Analysis of UAP1 in Lung
Adenocarcinoma&lt;/p&gt;. Cancer Management and Research, 2020, Volume 12, 12111-12121. 0.9 11

16889 Application of the RBBP9 Serine Hydrolase Inhibitor, ML114, Decouples Human Pluripotent Stem Cell
Proliferation and Differentiation. International Journal of Molecular Sciences, 2020, 21, 8983. 1.8 1

16890 The Microfluidic Environment Reveals a Hidden Role of Self-Organizing Extracellular Matrix in
Hepatic Commitment and Organoid Formation of hiPSCs. Cell Reports, 2020, 33, 108453. 2.9 26

16891 Epigenetic activation of a RAS/MYC axis in H3.3K27M-driven cancer. Nature Communications, 2020, 11,
6216. 5.8 35

16892
Informatics Inference of Exercise-Induced Modulation of Brain Pathways Based on Cerebrospinal Fluid
Micro-RNAs in Myalgic Encephalomyelitis/Chronic Fatigue Syndrome. Network and Systems Medicine,
2020, 3, 142-158.

2.7 2

16893
Transcriptome and proteome profiling reveal complementary scavenger and immune features of rat
liver sinusoidal endothelial cells and liver macrophages. BMC Molecular and Cell Biology, 2020, 21,
85.

1.0 21

16894 LAD1 expression is associated with the metastatic potential of colorectal cancer cells. BMC Cancer,
2020, 20, 1180. 1.1 12

16895 Phosphorylation of Ykt6 SNARE Domain Regulates Its Membrane Recruitment and Activity.
Biomolecules, 2020, 10, 1560. 1.8 6

16896 Comprehensive Transcriptomic Analysis Identifies ST8SIA1 as a Survival-Related Sialyltransferase Gene
in Breast Cancer. Genes, 2020, 11, 1436. 1.0 10

16897 Involvement of MicroRNA-1-FAM83A Axis Dysfunction in the Growth and Motility of Lung Cancer Cells.
International Journal of Molecular Sciences, 2020, 21, 8833. 1.8 8



934

Citation Report

# Article IF Citations

16898 Caenorhabditis elegans homologue of Fam210 is required for oogenesis and reproduction. Journal of
Genetics and Genomics, 2020, 47, 694-704. 1.7 8

16899
Comparative structural insight into prefoldin subunints of archaea and eukaryotes with special
emphasis on unexplored prefoldin of Plasmodium falciparum. Journal of Biomolecular Structure and
Dynamics, 2020, , 1-15.

2.0 1

16900 A functional network construction method to interpret the pathological process of colorectal
cancer. International Journal of Data Mining and Bioinformatics, 2020, 23, 251. 0.1 2

16901 Zika virus depletes neural stem cells and evades selective autophagy by suppressing the Fanconi anemia
protein <scp>FANCC</scp>. EMBO Reports, 2020, 21, e49183. 2.0 17

16902
&lt;p&gt;Prediction of Targets of Curculigoside A in Osteoporosis and Rheumatoid Arthritis Using
Network Pharmacology and Experimental Verification&lt;/p&gt;. Drug Design, Development and
Therapy, 2020, Volume 14, 5235-5250.

2.0 36

16903 Oncology and Pharmacogenomics Insights in Polycystic Ovary Syndrome: An Integrative Analysis.
Frontiers in Endocrinology, 2020, 11, 585130. 1.5 16

16904 Improvement of Disease Resistance in Livestock: Application of Immunogenomics and CRISPR/Cas9
Technology. Animals, 2020, 10, 2236. 1.0 15

16905 A Customizable Analysis Flow in Integrative Multi-Omics. Biomolecules, 2020, 10, 1606. 1.8 14

16906 Muscle progenitor specification and myogenic differentiation are associated with changes in
chromatin topology. Nature Communications, 2020, 11, 6222. 5.8 28

16907 Pronounced Plastic and Evolutionary Responses to Unpredictable Thermal Fluctuations in Drosophila
simulans. Frontiers in Genetics, 2020, 11, 555843. 1.1 9

16908 Proteomic Characterization of Synaptosomes from Human Substantia Nigra Indicates Altered
Mitochondrial Translation in Parkinsonâ€™s Disease. Cells, 2020, 9, 2580. 1.8 16

16909 TTK, CDC25A, and ESPL1 as Prognostic Biomarkers for Endometrial Cancer. BioMed Research
International, 2020, 2020, 1-13. 0.9 12

16910 An Educational Bioinformatics Project to Improve Genome Annotation. Frontiers in Microbiology,
2020, 11, 577497. 1.5 6

16911
DNA Damage Induces Dynamic Associations of BRD4/P-TEFb With Chromatin and Modulates Gene
Transcription in a BRD4-Dependent and -Independent Manner. Frontiers in Molecular Biosciences, 2020,
7, 618088.

1.6 5

16912 Combining bioinformatics techniques to explore the molecular mechanisms involved in pancreatic
cancer metastasis and prognosis. Journal of Cellular and Molecular Medicine, 2020, 24, 14128-14138. 1.6 19

16913 Network Pharmacology-Based Study on the Mechanism of Scutellariae Radix for Hepatocellular
Carcinoma Treatment. Evidence-based Complementary and Alternative Medicine, 2020, 2020, 1-12. 0.5 2

16914 Transcriptional Activation of MYC-Induced Genes by GCN5 Promotes B-cell Lymphomagenesis. Cancer
Research, 2020, 80, 5543-5553. 0.4 21

16915 Transcriptome analysis identifies putative multi-gene signature distinguishing benign and malignant
pancreatic head mass. Journal of Translational Medicine, 2020, 18, 420. 1.8 10



935

Citation Report

# Article IF Citations

16916 Transferrin Receptor Functionally Marks Thermogenic Adipocytes. Frontiers in Cell and
Developmental Biology, 2020, 8, 572459. 1.8 11

16917 A phosphorylation-regulated eIF3d translation switch mediates cellular adaptation to metabolic
stress. Science, 2020, 370, 853-856. 6.0 68

16918 Avian phenotypic convergence is subject to low genetic constraints based on genomic evidence. BMC
Evolutionary Biology, 2020, 20, 147. 3.2 2

16919 The Polycomb group protein Ring1 regulates dorsoventral patterning of the mouse telencephalon.
Nature Communications, 2020, 11, 5709. 5.8 18

16920 Persistent epigenetic reprogramming of sweet taste by diet. Science Advances, 2020, 6, . 4.7 31

16921 Identification of biomarkers and pathways in hypertensive nephropathy based on the ceRNA regulatory
network. BMC Nephrology, 2020, 21, 476. 0.8 8

16922 Regulation of Ptch1 by miR-342-5p and FoxO3 Induced Autophagy Involved in Renal Fibrosis. Frontiers in
Bioengineering and Biotechnology, 2020, 8, 583318. 2.0 11

16923 Role of miRNAs in Sigmoid Colon Cancer: A Search for Potential Biomarkers. Cancers, 2020, 12, 3311. 1.7 3

16924 Effects of High-Fat Diet Induced Obesity and Fructooligosaccharide Supplementation on Cardiac
Protein Expression. Nutrients, 2020, 12, 3404. 1.7 2

16925 Proteomic Analysis of Exosome-Like Vesicles Isolated From Saliva of the Tick Haemaphysalis
longicornis. Frontiers in Cellular and Infection Microbiology, 2020, 10, 542319. 1.8 21

16926 Identification of Potential Core Genes Associated With the Progression of Stomach Adenocarcinoma
Using Bioinformatic Analysis. Frontiers in Genetics, 2020, 11, 517362. 1.1 11

16927 Sex-Dependent Molecular Mechanisms of Lipotoxic Injury in Brain Microvasculature: Implications for
Dementia. International Journal of Molecular Sciences, 2020, 21, 8146. 1.8 7

16928 Rumen epithelial transcriptome and microbiome profiles of rumen epithelium and contents of beef
cattle with and without liver abscesses. Journal of Animal Science, 2020, 98, . 0.2 10

16929 Comparative analysis of differentially abundant proteins quantified by LCâ€“MS/MS between flash
frozen and laser microdissected OCT-embedded breast tumor samples. Clinical Proteomics, 2020, 17, 40. 1.1 2

16930 The Neocortical Progenitor Specification Program Is Established through Combined Modulation of
SHH and FGF Signaling. Journal of Neuroscience, 2020, 40, 6872-6887. 1.7 17

16931 Mastication Affects Transcriptomes of Mouse Microglia. Anticancer Research, 2020, 40, 4719-4727. 0.5 4

16932 The Impact of the Deepwater Horizon Oil Spill upon Lung Healthâ€”Mouse Model-Based RNA-Seq
Analyses. International Journal of Environmental Research and Public Health, 2020, 17, 5466. 1.2 4

16933 ceRNA network development and tumour-infiltrating immune cell analysis of metastatic breast cancer
to bone. Journal of Bone Oncology, 2020, 24, 100304. 1.0 17



936

Citation Report

# Article IF Citations

16934 Relating the composition and interface interactions in the hard corona of gold nanoparticles to the
induced response mechanisms in living cells. Nanoscale, 2020, 12, 17450-17461. 2.8 17

16935 Transcriptome analysis reveals a protective role of liver X receptor alpha against silica
particle-induced experimental silicosis. Science of the Total Environment, 2020, 747, 141531. 3.9 10

16936 Hnf4a Is Required for the Development of Cdh6-Expressing Progenitors into Proximal Tubules in the
Mouse Kidney. Journal of the American Society of Nephrology: JASN, 2020, 31, 2543-2558. 3.0 51

16937 Transcriptome Profiling and Differential Gene Expression in Canine Microdissected Anagen and
Telogen Hair Follicles and Interfollicular Epidermis. Genes, 2020, 11, 884. 1.0 8

16938 TGFâ€•Î²â€•induced IGFBPâ€•3 is a key paracrine factor from activated pericytes that promotes colorectal cancer
cell migration and invasion. Molecular Oncology, 2020, 14, 2609-2628. 2.1 18

16939 In vitro stem cell modelling demonstrates a proofâ€•ofâ€•concept for excess functional mutant TIMP3 as
the cause of S orsby f undus d ystrophy. Journal of Pathology, 2020, 252, 138-150. 2.1 10

16940 In Silico Drug Repositioning Using Omics Data: The Potential and Pitfalls. , 2020, , 929-947. 0

16941
Identification of Differentially Expressed Genes Associated with Extracellular Matrix Degradation
and Inflammatory Regulation in Calcific Tendinopathy Using RNA Sequencing. Calcified Tissue
International, 2020, 107, 489-498.

1.5 7

16942 Marginal Zone Formation Requires ACKR3 Expression on B Cells. Cell Reports, 2020, 32, 107951. 2.9 13

16943 Translational Components Contribute to Acclimation Responses to High Light, Heat, and Cold in
Arabidopsis. IScience, 2020, 23, 101331. 1.9 48

16944
Systematic biological and proteomics strategies to explore the regulation mechanism of Shoutai Wan
on recurrent spontaneous Abortion's biological network. Journal of Ethnopharmacology, 2020, 263,
113156.

2.0 12

16945 Genome-wide DNA methylation analysis identifies promoter hypermethylation in canine malignant
melanoma. Research in Veterinary Science, 2020, 132, 521-526. 0.9 7

16946 Effects of oxygen concentrations on developmental competence and transcriptomic profile of yak
oocytes. Zygote, 2020, 28, 459-469. 0.5 5

16947 Intraarticular injection of liposomal adenosine reduces cartilage damage in established murine and
rat models of osteoarthritis. Scientific Reports, 2020, 10, 13477. 1.6 18

16948 Network-based modeling of drug effects on disease module in systemic sclerosis. Scientific Reports,
2020, 10, 13393. 1.6 9

16949 Cognitive Phenotype and Differential Gene Expression in a Hippocampal Homologue in Two Species of
Frog. Integrative and Comparative Biology, 2020, 60, 1007-1023. 0.9 11

16950 Effects of Amifostine Pre-treatment on miRNA, lncRNA, and mRNA Profiles in the Hypothalamus of Mice
Exposed to 60Co Gamma Radiation. Health Physics, 2020, 119, 297-305. 0.3 3

16951 Integrative Analysis of Proteome and Transcriptome Dynamics during Bacillus subtilis Spore Revival.
MSphere, 2020, 5, . 1.3 24



937

Citation Report

# Article IF Citations

16952 Mammary transcriptome reveals cell maintenance and protein turnover support milk synthesis in
early-lactation cows. Physiological Genomics, 2020, 52, 435-450. 1.0 5

16953 Genome-wide characterization of copy number variations in the host genome in genetic resistance to
Marekâ€™s disease using next generation sequencing. BMC Genetics, 2020, 21, 77. 2.7 2

16954 Discovery of Molecular DNA Methylation-Based Biomarkers through Genome-Wide Analysis of
Response Patterns to BCG for Bladder Cancer. Cells, 2020, 9, 1839. 1.8 11

16955 Splicing Factor Transcript Abundance in Saliva as a Diagnostic Tool for Breast Cancer. Genes, 2020, 11,
880. 1.0 5

16956
Gga-miR-3525 Targets PDLIM3 through the MAPK Signaling Pathway to Regulate the Proliferation and
Differentiation of Skeletal Muscle Satellite Cells. International Journal of Molecular Sciences, 2020,
21, 5573.

1.8 22

16957 Mitoregulin Controls Î²-Oxidation in Human and Mouse Adipocytes. Stem Cell Reports, 2020, 14, 590-602. 2.3 31

16958 Exome sequencing links <i>CEP120</i> mutation to maternally derived aneuploid conception risk.
Human Reproduction, 2020, 35, 2134-2148. 0.4 15

16959
Suppression of Dynamical Network Biomarker Signals at the Predisease State (<i>Mibyou</i>) before
Metabolic Syndrome in Mice by a Traditional Japanese Medicine (Kampo Formula) Bofutsushosan.
Evidence-based Complementary and Alternative Medicine, 2020, 2020, 1-9.

0.5 12

16960 Whole-blood transcriptome profiling reveals signatures of metformin and its therapeutic response.
PLoS ONE, 2020, 15, e0237400. 1.1 16

16961
Identification of key differentially expressed genes between ER-positive/HER2-negative breast cancer
and ER-negative/ HER2-negative breast cancer using integrated bioinformatics analysis. Gland Surgery,
2020, 9, 661-675.

0.5 2

16962 Lasting and Sex-Dependent Impact of Maternal Immune Activation on Molecular Pathways of the
Amygdala. Frontiers in Neuroscience, 2020, 14, 774. 1.4 25

16963 Transition to naÃ¯ve human pluripotency mirrors pan-cancer DNA hypermethylation. Nature
Communications, 2020, 11, 3671. 5.8 17

16964 Gene biomarker discovery at different stages of Alzheimer using gene co-expression network
approach. Scientific Reports, 2020, 10, 12210. 1.6 39

16965 Low iron-induced small RNA BrrF regulates central metabolism and oxidative stress responses in
Burkholderia cenocepacia. PLoS ONE, 2020, 15, e0236405. 1.1 11

16966
<scp>miRNA</scp> profiling of biliary intraepithelial neoplasia reveals stepwise tumorigenesis in
distal cholangiocarcinoma via the <scp>miR</scp>â€•451a/<scp>ATF2</scp> axis. Journal of Pathology,
2020, 252, 239-251.

2.1 18

16967 A DNA methylation signature discriminates between excellent and non-response to lithium in patients
with bipolar disorder type 1. Scientific Reports, 2020, 10, 12239. 1.6 21

16968
Single-Cell Transcriptomic Profiling of Vascular Smooth Muscle Cell Phenotype Modulation in
Marfan Syndrome Aortic Aneurysm. Arteriosclerosis, Thrombosis, and Vascular Biology, 2020, 40,
2195-2211.

1.1 126

16969 Impact of Local Alloimmunity and Recipient Cells in Transplant Arteriosclerosis. Circulation
Research, 2020, 127, 974-993. 2.0 17



938

Citation Report

# Article IF Citations

16970 The Secretome Analysis of Activated Human Renal Fibroblasts Revealed Beneficial Effect of the
Modulation of the Secreted Peptidyl-Prolyl Cis-Trans Isomerase A in Kidney Fibrosis. Cells, 2020, 9, 1724. 1.8 6

16971 Heat Diffusion Kernel Algorithm-Based Interpretation of the Disease Intervention Mechanism for DHA.
Genes, 2020, 11, 754. 1.0 0

16972 IFNs Drive Development of Novel IL-15â€“Responsive Macrophages. Journal of Immunology, 2020, 205,
1113-1124. 0.4 6

16973
Transcriptome Analyses of Immune System Behaviors in Primary Polyp of Coral Acropora digitifera
Exposed to the Bacterial Pathogen Vibrio coralliilyticus under Thermal Loading. Marine
Biotechnology, 2020, 22, 748-759.

1.1 15

16974
Weighed Gene Coexpression Network Analysis Screens the Potential Long Noncoding RNAs and Genes
Associated with Progression of Coronary Artery Disease. Computational and Mathematical Methods
in Medicine, 2020, 2020, 1-14.

0.7 6

16975 hsaâ€•miRâ€•106bâ€•5p participates in the development of chronic thromboembolic pulmonary hypertension via
targeting matrix metalloproteinase 2. Pulmonary Circulation, 2020, 10, 1-10. 0.8 8

16976 A Parkinson's disease Circ <scp>RNA</scp> s Resource reveals a link between circ <scp>SLC</scp> 8A1
and oxidative stress. EMBO Molecular Medicine, 2020, 12, e11942. 3.3 93

16977 Elucidation of Mechanisms of Topotecan-Induced Cell Death in Human Breast MCF-7 Cancer Cells by
Gene Expression Analysis. Frontiers in Genetics, 2020, 11, 775. 1.1 12

16978
Absence of Plekhg5 Results in Myelin Infoldings Corresponding to an Impaired Schwann Cell
Autophagy, and a Reduced T-Cell Infiltration Into Peripheral Nerves. Frontiers in Cellular
Neuroscience, 2020, 14, 185.

1.8 3

16979 Response of Brassica napus to Plasmodiophora brassicae Involves Salicylic Acid-Mediated Immunity: An
RNA-Seq-Based Study. Frontiers in Plant Science, 2020, 11, 1025. 1.7 42

16980 Ancient Homozygosity Segments in West African DjallonkÃ© Sheep Inform on the Genomic Impact of
Livestock Adaptation to the Environment. Animals, 2020, 10, 1178. 1.0 7

16981 Exploring Drug Treatment Patterns Based on the Action of Drug and Multilayer Network Model.
International Journal of Molecular Sciences, 2020, 21, 5014. 1.8 22

16982 Liver DNA methylation and transcriptome between 1- and 3-year-old grass carp. Aquaculture and
Fisheries, 2020, , . 1.2 0

16983 TET1 and 5-Hydroxymethylation Preserve the Stem Cell State of Mouse Trophoblast. Stem Cell Reports,
2020, 15, 1301-1316. 2.3 14

16984
Analysis of Differentially Expressed Genes and Molecular Pathways in Familial Hypercholesterolemia
Involved in Atherosclerosis: A Systematic and Bioinformatics Approach. Frontiers in Genetics, 2020, 11,
734.

1.1 82

16985 Integrated Bioinformatics Analysis Reveals Key Candidate Genes and Pathways Associated With Clinical
Outcome in Hepatocellular Carcinoma. Frontiers in Genetics, 2020, 11, 814. 1.1 11

16986 Transcriptional Modulation of Resistance against Xanthomonas oryzae pv. oryzae Korean Race K2 in
japonica Rice. Agronomy, 2020, 10, 960. 1.3 2

16987 Critical Roles of Translation Initiation and RNA Uridylation in Endogenous Retroviral Expression and
Neural Differentiation in Pluripotent Stem Cells. Cell Reports, 2020, 31, 107715. 2.9 21



939

Citation Report

# Article IF Citations

16988 Analysis of Local Chromatin States Reveals Gene Transcription Potential during Mouse Neural
Progenitor Cell Differentiation. Cell Reports, 2020, 32, 107953. 2.9 12

16989 Stochiometric quantification of the thiol redox proteome of macrophages reveals subcellular
compartmentalization and susceptibility to oxidative perturbations. Redox Biology, 2020, 36, 101649. 3.9 34

16990 A Flexible, Pooled CRISPR Library for Drug Development Screens. CRISPR Journal, 2020, 3, 211-222. 1.4 7

16991 The importance of the ZBED6â€•IGF2 axis for metabolic regulation in mouse myoblast cells. FASEB
Journal, 2020, 34, 10250-10266. 0.2 12

16992 Genome-Wide Identification and Analysis of Variants in Domestic and Wild Bactrian Camels Using
Whole-Genome Sequencing Data. International Journal of Genomics, 2020, 2020, 1-9. 0.8 8

16993
Identification of Potential Key Genes and Pathways in Enzalutamide-Resistant Prostate Cancer Cell
Lines: A Bioinformatics Analysis with Data from the Gene Expression Omnibus (GEO) Database. BioMed
Research International, 2020, 2020, 1-12.

0.9 4

16994 Transcriptome analysis of the uterus of hens laying eggs differing in cuticle deposition. BMC
Genomics, 2020, 21, 516. 1.2 16

16995 Detection of genes mutations in cerebrospinal fluid circulating tumor DNA from neoplastic
meningitis patients using next generation sequencing. BMC Cancer, 2020, 20, 690. 1.1 11

16996 Influence of the MUC1 Cell Surface Mucin on Gastric Mucosal Gene Expression Profiles in Response to
Helicobacter pylori Infection in Mice. Frontiers in Cellular and Infection Microbiology, 2020, 10, 343. 1.8 6

16997 sncRNA-1 Is a Small Noncoding RNA Produced by Mycobacterium tuberculosis in Infected Cells That
Positively Regulates Genes Coupled to Oleic Acid Biosynthesis. Frontiers in Microbiology, 2020, 11, 1631. 1.5 3

16998 Inflammatory Breast Carcinoma: Elevated microRNA miR-181b-5p and Reduced miR-200b-3p, miR-200c-3p,
and miR-203a-3p Expression as Potential Biomarkers with Diagnostic Value. Biomolecules, 2020, 10, 1059. 1.8 20

16999 Characteristics of Circular RNA Expression Profiles of Porcine Granulosa Cells in Healthy and Atretic
Antral Follicles. International Journal of Molecular Sciences, 2020, 21, 5217. 1.8 19

17000 Control of Early B Cell Development by the RNA N6-Methyladenosine Methylation. Cell Reports, 2020,
31, 107819. 2.9 77

17001 Dissecting Murine Muscle Stem Cell Aging through Regeneration Using Integrative Genomic Analysis.
Cell Reports, 2020, 32, 107964. 2.9 49

17002 Immunoprophylactic and immunotherapeutic control of hormone receptor-positive breast cancer.
Nature Communications, 2020, 11, 3819. 5.8 71

17003 Proteomic Study of the Survival and Resuscitation Mechanisms of Filamentous Persisters in an
Evolved Escherichia coli Population from Cyclic Ampicillin Treatment. MSystems, 2020, 5, . 1.7 23

17004 Circulating miRNA-3552 as a Potential Biomarker for Ischemic Stroke in Rats. BioMed Research
International, 2020, 2020, 1-12. 0.9 8

17005
Identification of potential hub genes associated with the pathogenesis and prognosis of
hepatocellular carcinoma via integrated bioinformatics analysis. Journal of International Medical
Research, 2020, 48, 030006052091001.

0.4 14



940

Citation Report

# Article IF Citations

17006 The genetic regulation of size variation in the transcriptome of the cerebrum in the chicken and its
role in domestication and brain size evolution. BMC Genomics, 2020, 21, 518. 1.2 8

17007 Identification of a Multiâ€“Long Noncoding RNA Signature for the Diagnosis of Type 1 Diabetes Mellitus.
Frontiers in Bioengineering and Biotechnology, 2020, 8, 553. 2.0 11

17008 Identification of Immune-Related Prognostic Biomarkers Based on the Tumor Microenvironment in 20
Malignant Tumor Types With Poor Prognosis. Frontiers in Oncology, 2020, 10, 1008. 1.3 11

17009 Discovery of a Vertebrate-Specific Factor that Processes Flagellar Glycolytic Enolase during Motile
Ciliogenesis. IScience, 2020, 23, 100992. 1.9 7

17010 A Cellular Stress Response Induced by the CRISPR-dCas9 Activation System Is Not Heritable Through
Cell Divisions. CRISPR Journal, 2020, 3, 188-197. 1.4 2

17011 Comparative microRNA Transcriptomes in Domestic Goats Reveal Acclimatization to High Altitude.
Frontiers in Genetics, 2020, 11, 809. 1.1 12

17012 Effect of ladostigil treatment of aging rats on gene expression in four brain areas associated with
regulation of memory. Neuropharmacology, 2020, 177, 108229. 2.0 8

17013 Histone deacetylase 3 controls lung alveolar macrophage development and homeostasis. Nature
Communications, 2020, 11, 3822. 5.8 22

17014 Vascular transcriptome landscape of<i>Trail</i><sup>âˆ’/âˆ’</sup>mice: Implications and therapeutic
strategies for diabetic vascular disease. FASEB Journal, 2020, 34, 9547-9562. 0.2 6

17015 PiggyBac mutagenesis and exome sequencing identify genetic driver landscapes and potential
therapeutic targets of EGFR-mutant gliomas. Genome Biology, 2020, 21, 181. 3.8 18

17016 Neospora caninum infection induces an isolate virulence-dependent pro-inflammatory gene expression
profile in bovine monocyte-derived macrophages. Parasites and Vectors, 2020, 13, 374. 1.0 10

17017 Unraveling the molecular pathobiology of vocal fold systemic dehydration using an in vivo rabbit
model. PLoS ONE, 2020, 15, e0236348. 1.1 10

17018 Identification of biomarkers associated with extracellular vesicles based on an integrative pan-cancer
bioinformatics analysis. Medical Oncology, 2020, 37, 79. 1.2 5

17019 Regulation of Social Stress and Neural Degeneration by Activity-Regulated Genes and Epigenetic
Mechanisms in Dopaminergic Neurons. Molecular Neurobiology, 2020, 57, 4500-4510. 1.9 4

17020 ATF4 Regulates MYB to Increase Î³-Globin in Response to Loss of Î²-Globin. Cell Reports, 2020, 32, 107993. 2.9 19

17021 The Dynamics of Transcriptional Activation by Hepatic Reprogramming Factors. Molecular Cell, 2020,
79, 660-676.e8. 4.5 42

17022 Osteogenic cocktail induces calcifications in human breast cancer cell line via placental alkaline
phosphatase expression. Scientific Reports, 2020, 10, 12669. 1.6 7

17023
Genomic Analysis of European Drosophila melanogaster Populations Reveals Longitudinal Structure,
Continent-Wide Selection, and Previously Unknown DNA Viruses. Molecular Biology and Evolution,
2020, 37, 2661-2678.

3.5 104



941

Citation Report

# Article IF Citations

17024
Comparison of the Hepatic Effects of Phenobarbital in Chimeric Mice Containing Either Rat or Human
Hepatocytes With Humanized Constitutive Androstane Receptor and Pregnane X Receptor Mice.
Toxicological Sciences, 2020, 177, 362-376.

1.4 10

17025 Transcriptomic analysis of the porcine anterior pituitary gland during the periâ€•implantation period.
Reproduction in Domestic Animals, 2020, 55, 1434-1445. 0.6 3

17026 Prediction of RNA Methylation Status From Gene Expression Data Using Classification and Regression
Methods. Evolutionary Bioinformatics, 2020, 16, 117693432091570. 0.6 3

17027 Identification of a Glucose Metabolism-related Signature for prediction of Clinical Prognosis in Clear
Cell Renal Cell Carcinoma. Journal of Cancer, 2020, 11, 4996-5006. 1.2 14

17028 Complex gene regulation between young and old soybean leaves in responses to manganese toxicity.
Plant Physiology and Biochemistry, 2020, 155, 231-242. 2.8 26

17029 Frequent Molecular Subtype Switching and Gene Expression Alterations in Lung and Pleural
Metastasis From Luminal Aâ€“Type Breast Cancer. JCO Precision Oncology, 2020, 4, 848-859. 1.5 7

17030 Variation in the response to exercise stimulation in Drosophila: marathon runner versus sprinter
genotypes. Journal of Experimental Biology, 2020, 223, . 0.8 2

17031 Genome-Wide DNA Methylation Profiles in Community Members Exposed to the World Trade Center
Disaster. International Journal of Environmental Research and Public Health, 2020, 17, 5493. 1.2 13

17032
Danon Disease-Associated LAMP-2 Deficiency Drives Metabolic Signature Indicative of Mitochondrial
Aging and Fibrosis in Cardiac Tissue and hiPSC-Derived Cardiomyocytes. Journal of Clinical Medicine,
2020, 9, 2457.

1.0 12

17033 Predicted yeast interactome and networkâ€•based interpretation of transcriptionally changed genes.
Yeast, 2020, 37, 573-583. 0.8 1

17034 Si-Miao-Yong-An Decoction attenuates isoprenaline-induced myocardial fibrosis in AMPK-driven
Akt/mTOR and TGF-Î²/SMAD3 pathways. Biomedicine and Pharmacotherapy, 2020, 130, 110522. 2.5 14

17035 Increased CSF Levels of Apolipoproteins and Complement Factors in Trigeminal Neuralgia Patientsâ€“In
Depth Proteomic Analysis Using Mass Spectrometry. Journal of Pain, 2020, 21, 1075-1084. 0.7 10

17036 Ccny knockout mice display an enhanced susceptibility to kainic acid-induced epilepsy.
Pharmacological Research, 2020, 160, 105100. 3.1 5

17037 CHOP and c-JUN up-regulate the mutant Z Î±1-antitrypsin, exacerbating its aggregation and liver
proteotoxicity. Journal of Biological Chemistry, 2020, 295, 13213-13223. 1.6 16

17038
Examining the co-expression, transcriptome clustering and variation using fuzzy cluster network of
testicular stem cells and pluripotent stem cells compared with other cell types. Computational
Biology and Chemistry, 2020, 85, 107227.

1.1 0

17039 tBHP treatment as a model for cellular senescence and pollution-induced skin aging. Mechanisms of
Ageing and Development, 2020, 190, 111318. 2.2 19

17040 Mutations in FAM50A suggest that Armfield XLID syndrome is a spliceosomopathy. Nature
Communications, 2020, 11, 3698. 5.8 38

17041 Transcriptomic analysis of Dubas bug (Ommatissus lybicus Bergevin) infestation to Date Palm.
Scientific Reports, 2020, 10, 11505. 1.6 5



942

Citation Report

# Article IF Citations

17042
Identification by TCGA database search of five genes that are aberrantly expressed and involved in
hepatocellular carcinoma potentially via DNA methylation changes. Environmental Health and
Preventive Medicine, 2020, 25, 31.

1.4 12

17043 Loss of Tdp-43 disrupts the axonal transcriptome of motoneurons accompanied by impaired axonal
translation and mitochondria function. Acta Neuropathologica Communications, 2020, 8, 116. 2.4 55

17044 Loss of progesterone receptor is associated with distinct tyrosine kinase profiles in breast cancer.
Breast Cancer Research and Treatment, 2020, 183, 585-598. 1.1 10

17045 Highly multiplexed quantitative proteomic and phosphoproteomic analyses in vascular smooth muscle
cell dedifferentiation. Analytica Chimica Acta, 2020, 1127, 163-173. 2.6 4

17046 One-step synthesis of hydrophilic microspheres for highly selective enrichment of N-linked
glycopeptides. Analytica Chimica Acta, 2020, 1130, 91-99. 2.6 13

17047 Shotgun proteome analysis of seminal plasma differentiate boars by reproductive performance.
Theriogenology, 2020, 157, 130-139. 0.9 10

17048 Specific targeting of IL-1Î² activity to CD8+ T cells allows for safe use as a vaccine adjuvant. Npj
Vaccines, 2020, 5, 64. 2.9 15

17049 HuR expression in adipose tissue mediates energy expenditure and acute thermogenesis independent of
UCP1 expression. Adipocyte, 2020, 9, 336-346. 1.3 8

17050 Common neural and transcriptional correlates of inhibitory control underlie emotion regulation
and memory control. Social Cognitive and Affective Neuroscience, 2020, 15, 523-536. 1.5 16

17051 Transcriptomic analysis of bone and fibrous tissue morphogenesis during digit tip regeneration in the
adult mouse. FASEB Journal, 2020, 34, 9740-9754. 0.2 11

17052 Structural and Functional Insights into a Lysine Deacylase in the Cyanobacterium
<i>Synechococcus</i> sp. PCC 7002. Plant Physiology, 2020, 184, 762-776. 2.3 6

17053
Identification of Differentially Expressed Genes and miRNAs Associated with Esophageal Squamous
Cell Carcinoma by Integrated Analysis of Microarray Data. BioMed Research International, 2020, 2020,
1-16.

0.9 5

17054
High Resolution Proteome of Lipid Droplets Isolated from the Pennate Diatom <i>Phaeodactylum
tricornutum</i> (<i>Bacillariophyceae</i>) Strain pt4 provides mechanistic insights into complex
intracellular coordination during nitrogen deprivation. Journal of Phycology, 2020, 56, 1642-1663.

1.0 15

17055 A genome-wide analysis of copy number variation in Murciano-Granadina goats. Genetics Selection
Evolution, 2020, 52, 44. 1.2 8

17056 The prognostic value of HGF-c-MET signaling pathway in Gastric Cancer: a study based on TCGA and
GEO databases. International Journal of Medical Sciences, 2020, 17, 1946-1955. 1.1 9

17057 HEARTBREAK Controls Post-translational Modification of INDEHISCENT to Regulate Fruit Morphology
in Capsella. Current Biology, 2020, 30, 3880-3888.e5. 1.8 5

17058 Analysis of hepatic transcriptome modulation exerted by Î³-conglutin from lupins in a
streptozotocin-induced diabetes model. Gene, 2020, 761, 145036. 1.0 8

17059 Interactomics Analyses of Wild-Type and Mutant A1CF Reveal Diverged Functions in Regulating
Cellular Lipid Metabolism. Journal of Proteome Research, 2020, 19, 3968-3980. 1.8 2



943

Citation Report

# Article IF Citations

17060 Predictive and prognostic value of EPIC1 in patients with breast cancer receiving neoadjuvant
chemotherapy. Therapeutic Advances in Medical Oncology, 2020, 12, 175883592094088. 1.4 3

17061 Complex III Inhibition-Induced Pulmonary Hypertension Affects the Mitochondrial Proteomic
Landscape. International Journal of Molecular Sciences, 2020, 21, 5683. 1.8 12

17062 Collagen 24 Î±1 Is Increased in Insulin-Resistant Skeletal Muscle and Adipose Tissue. International
Journal of Molecular Sciences, 2020, 21, 5738. 1.8 9

17063 Identification of potential prognostic small nucleolar RNA biomarkers for predicting overall survival
in patients with sarcoma. Cancer Medicine, 2020, 9, 7018-7033. 1.3 11

17064 A Three-Way Combinatorial CRISPR Screen for Analyzing Interactions among Druggable Targets. Cell
Reports, 2020, 32, 108020. 2.9 27

17065 The proteomic analysis of breast cell line exosomes reveals disease patterns and potential biomarkers.
Scientific Reports, 2020, 10, 13572. 1.6 81

17066 Deletion of DJ-1 in rats affects protein abundance and mitochondrial function at the synapse.
Scientific Reports, 2020, 10, 13719. 1.6 13

17067
Multiple Gene Expression Dataset Analysis Reveals Toll-Like Receptor Signaling Pathway is Strongly
Associated With Chronic Obstructive Pulmonary Disease Pathogenesis. COPD: Journal of Chronic
Obstructive Pulmonary Disease, 2020, 17, 684-698.

0.7 4

17068 Network construction of aberrantly expressed miRNAs and their target mRNAs in ventricular
myocardium with ischemiaâ€“reperfusion arrhythmias. Journal of Cardiothoracic Surgery, 2020, 15, 216. 0.4 5

17069 Genome-wide profiling of DNA methylation and gene expression identifies candidate genes for human
diabetic neuropathy. Clinical Epigenetics, 2020, 12, 123. 1.8 26

17070 Methylation-driven genes and their prognostic value in cervical squamous cell carcinoma. Annals of
Translational Medicine, 2020, 8, 868-868. 0.7 12

17071 Identification of critical genes in gastric cancer to predict prognosis using bioinformatics analysis
methods. Annals of Translational Medicine, 2020, 8, 884-884. 0.7 4

17072 The Gene Expression Profile of Uropathogenic Escherichia coli in Women with Uncomplicated Urinary
Tract Infections Is Recapitulated in the Mouse Model. MBio, 2020, 11, . 1.8 23

17073
Short communication: Time-dependent genetic parameters and single-step genome-wide association
analyses for predicted milk fatty acid composition in Ayrshire and Jersey dairy cattle. Journal of Dairy
Science, 2020, 103, 5263-5269.

1.4 7

17074 Diversification of CpG-Island Promoters Revealed by Comparative Analysis Between Human and Rhesus
Monkey Genomes. Mammalian Genome, 2020, 31, 240-251. 1.0 4

17075 Brachyury Is Associated with Glioma Differentiation and Response to Temozolomide.
Neurotherapeutics, 2020, 17, 2015-2027. 2.1 7

17076 The combination of coffee compounds attenuates early fibrosis-associated hepatocarcinogenesis in
mice: involvement of miRNA profile modulation. Journal of Nutritional Biochemistry, 2020, 85, 108479. 1.9 13

17077
Long-Term Cryopreservation Preserves Bloodâ€“Brain Barrier Phenotype of iPSC-Derived Brain
Microvascular Endothelial Cells and Three-Dimensional Microvessels. Molecular Pharmaceutics,
2020, 17, 3425-3434.

2.3 14



944

Citation Report

# Article IF Citations

17078 Distinct transcriptional programs of SOX2 in different types of small cell lung cancers. Laboratory
Investigation, 2020, 100, 1575-1588. 1.7 11

17079 Hybrid Genome Assembly and Evidence-Based Annotation of the Egg Parasitoid and Biological Control
Agent<i>Trichogramma brassicae</i>. G3: Genes, Genomes, Genetics, 2020, 10, 3533-3540. 0.8 14

17080 <i>S</i>-Palmitoylation as a Functional Regulator of Proteins Associated with Cisplatin Resistance in
Bladder Cancer. International Journal of Biological Sciences, 2020, 16, 2490-2505. 2.6 26

17081 Basophils prime group 2 innate lymphoid cells for neuropeptide-mediated inhibition. Nature
Immunology, 2020, 21, 1181-1193. 7.0 56

17082 A Molecular Test for Quantifying Functional Notch Signaling Pathway Activity in Human Cancer.
Cancers, 2020, 12, 3142. 1.7 17

17083 Differential regulation of extracellular matrix proteins in three recurrent liver metastases of a
single patient with colorectal cancer. Clinical and Experimental Metastasis, 2020, 37, 649-656. 1.7 4

17084 Î²-Catenin signaling dynamics regulate cell fate in differentiating neural stem cells. Proceedings of the
National Academy of Sciences of the United States of America, 2020, 117, 28828-28837. 3.3 29

17085 Network Pharmacology-Based Study on the Mechanism of Pinellia ternata in Asthma Treatment.
Evidence-based Complementary and Alternative Medicine, 2020, 2020, 1-12. 0.5 8

17086 The Notch Ligand Jagged1 Is Required for the Formation, Maintenance, and Survival of Hensen's Cells
in the Mouse Cochlea. Journal of Neuroscience, 2020, 40, 9401-9413. 1.7 14

17087 Runs of Homozygosity in Modern Chicken Revealed by Sequence Data. G3: Genes, Genomes, Genetics,
2020, 10, 4615-4623. 0.8 25

17088 Canonical Wnt Pathway Controls mESC Self-Renewal Through Inhibition of Spontaneous
Differentiation via Î²-Catenin/TCF/LEF Functions. Stem Cell Reports, 2020, 15, 646-661. 2.3 24

17089 The Dynamic Proteome of Oligodendrocyte Lineage Differentiation Features Planar Cell Polarity and
Macroautophagy Pathways. GigaScience, 2020, 9, . 3.3 10

17090
Analysis of 1,25-Dihydroxyvitamin D<sub>3</sub> Genomic Action Reveals Calcium-Regulating and
Calcium-Independent Effects in Mouse Intestine and Human Enteroids. Molecular and Cellular Biology,
2021, 41, .

1.1 18

17091 Defining the Functional Targets of Capâ€˜nâ€™collar Transcription Factors NRF1, NRF2, and NRF3.
Antioxidants, 2020, 9, 1025. 2.2 29

17092 Exosomal LGALS9 in the cerebrospinal fluid of glioblastoma patients suppressed dendritic cell antigen
presentation and cytotoxic T-cell immunity. Cell Death and Disease, 2020, 11, 896. 2.7 61

17093 Increased circulation time of Plasmodium falciparum underlies persistent asymptomatic infection in
the dry season. Nature Medicine, 2020, 26, 1929-1940. 15.2 91

17094 Coagulation factor V is a marker of tumor-infiltrating immune cells in breast cancer.
OncoImmunology, 2020, 9, 1824644. 2.1 17

17095 Continuous mitotic activity of primitive hematopoietic stem cells in adult mice. Journal of
Experimental Medicine, 2020, 217, . 4.2 25



945

Citation Report

# Article IF Citations

17096 Genome-wide detection of signatures of selection in indicine and Brazilian locally adapted taurine
cattle breeds using whole-genome re-sequencing data. BMC Genomics, 2020, 21, 624. 1.2 10

17097 De novo transcriptome assembly from the gonads of a scleractinian coral, Euphyllia ancora:
molecular mechanisms underlying scleractinian gametogenesis. BMC Genomics, 2020, 21, 732. 1.2 14

17098 Protein Profiling of Extracellular Vesicles Associated With Cisplatin Resistance in Lung Cancer.
Anticancer Research, 2020, 40, 5509-5516. 0.5 7

17099 Transcriptomic Insights into the Effect of Melatonin in Saccharomyces cerevisiae in the Presence and
Absence of Oxidative Stress. Antioxidants, 2020, 9, 947. 2.2 17

17100 Atlas of Musculoskeletal Stem Cells with the Soft and Hard Tissue Differentiation Architecture.
Advanced Science, 2020, 7, 2000938. 5.6 6

17101 Integrated Proteomic and Glycoproteomic Characterization of Human High-Grade Serous Ovarian
Carcinoma. Cell Reports, 2020, 33, 108276. 2.9 83

17102 Interactions between the microbiome and mating influence the femaleâ€™s transcriptional profile in
Drosophila melanogaster. Scientific Reports, 2020, 10, 18168. 1.6 14

17103 Distinct functions of tissue-resident and circulating memory Th2 cells in allergic airway disease.
Journal of Experimental Medicine, 2020, 217, . 4.2 72

17104 Activation of group 2 innate lymphoid cells alleviates aging-associated cognitive decline. Journal of
Experimental Medicine, 2020, 217, . 4.2 51

17105
Network Pharmacology-Based Strategy Reveals the Effects of Hedysarum multijugum Maxim.-Radix
Salviae Compound on Oxidative Capacity and Cardiomyocyte Apoptosis in Rats with Diabetic
Cardiomyopathy. BioMed Research International, 2020, 2020, 1-17.

0.9 2

17106 Genome-wide patterns of differentiation within and among U.S. commercial honey bee stocks. BMC
Genomics, 2020, 21, 704. 1.2 20

17107 Autoencoded DNA methylation data to predict breast cancer recurrence: Machine learning models
and gene-weight significance. Artificial Intelligence in Medicine, 2020, 110, 101976. 3.8 27

17108 Intracellular C4BPA Levels Regulate NF-ÎºB-Dependent Apoptosis. IScience, 2020, 23, 101594. 1.9 10

17109 Elevated blood urea nitrogen alters the transcriptome of equine embryos. Reproduction, Fertility and
Development, 2020, 32, 1239. 0.1 3

17110 Prioritizing disease biomarkers using functional module based network analysis: A multilayer
consensus driven scheme. Computers in Biology and Medicine, 2020, 126, 104023. 3.9 7

17111 RNA binding motif protein 10 suppresses lung cancer progression by controlling alternative splicing
of eukaryotic translation initiation factor 4H. EBioMedicine, 2020, 61, 103067. 2.7 27

17112 Protocol for Immuno-Enrichment of FLAG-Tagged Protein Complexes. STAR Protocols, 2020, 1, 100083. 0.5 6

17113 Juvenile hormone regulates brain-reproduction tradeoff in bumble bees but not in honey bees.
Hormones and Behavior, 2020, 126, 104844. 1.0 18



946

Citation Report

# Article IF Citations

17114 Whole transcriptome approach to evaluate the effect of aluminium hydroxide in ovine encephalon.
Scientific Reports, 2020, 10, 15240. 1.6 9

17115 P0049IDENTIFYING HUB GENES ASSOCIATED WITH CLINICAL CHARACTERISTICS IN IGA NEPHROPATHY
BYWGCNA. Nephrology Dialysis Transplantation, 2020, 35, . 0.4 0

17116 Oxidative Stress Responses and Nutrient Starvation in MCHM Treated <i>Saccharomyces cerevisiae</i>.
G3: Genes, Genomes, Genetics, 2020, 10, 4665-4678. 0.8 5

17117 CAGE-seq analysis of osteoblast derived from cleidocranial dysplasia human induced pluripotent stem
cells. Bone, 2020, 141, 115582. 1.4 2

17118 Identification of 31 loci for mammographic density phenotypes and their associations with breast
cancer risk. Nature Communications, 2020, 11, 5116. 5.8 29

17119 Effects of Isorhamnetin in Human Amniotic Epithelial Stem Cells in vitro and Its Cardioprotective
Effects in vivo. Frontiers in Cell and Developmental Biology, 2020, 8, 578197. 1.8 12

17120 Nonstructural Protein 1 of SARS-CoV-2 Is a Potent Pathogenicity Factor Redirecting Host Protein
Synthesis Machinery toward Viral RNA. Molecular Cell, 2020, 80, 1055-1066.e6. 4.5 152

17121 MicroRNA-200b/c-3p regulate epithelial plasticity and inhibit cutaneous wound healing by modulating
TGF-Î²-mediated RAC1 signaling. Cell Death and Disease, 2020, 11, 931. 2.7 18

17122 Comprehensive analysis of the expression of SLC30A family genes and prognosis in human gastric
cancer. Scientific Reports, 2020, 10, 18352. 1.6 13

17123 Cp1/cathepsin L is required for autolysosomal clearance in <i>Drosophila</i>. Autophagy, 2021, 17,
2734-2749. 4.3 9

17124 Systems pharmacology in combination with proteomics reveals underlying mechanisms of Xihuang pill
against triple-negative breast cancer. Bioengineered, 2020, 11, 1170-1188. 1.4 10

17125 Identification of Hub Genes and Potential Molecular Mechanisms in Patients with HBV-Associated
Acute Liver Failure. Evolutionary Bioinformatics, 2020, 16, 117693432094390. 0.6 3

17126
RNA Profiling Reveals a Common Mechanism of Histone Gene Downregulation and Complementary
Effects for Radioprotectants in Response to Ionizing Radiation. Dose-Response, 2020, 18,
155932582096843.

0.7 5

17127 YTHDF2 mediates the mRNA degradation of the tumor suppressors to induce AKT phosphorylation in
N6-methyladenosine-dependent way in prostate cancer. Molecular Cancer, 2020, 19, 152. 7.9 159

17128 &lt;p&gt;CBX3 Promotes Gastric Cancer Progression and Affects Factors Related to
Immunotherapeutic Responses&lt;/p&gt;. Cancer Management and Research, 2020, Volume 12, 10113-10125. 0.9 23

17129 PHF20 Promotes Glioblastoma Cell Malignancies Through a WISP1/BGN-Dependent Pathway. Frontiers
in Oncology, 2020, 10, 573318. 1.3 6

17130 The Long Noncoding RNA LOC441461 (STX17-AS1) Modulates Colorectal Cancer Cell Growth and
Motility. Cancers, 2020, 12, 3171. 1.7 13

17131
The integration of transcriptome-wide association study and mRNA expression profiling data to
identify candidate genes and gene sets associated with dental caries. Archives of Oral Biology, 2020,
118, 104863.

0.8 7



947

Citation Report

# Article IF Citations

17132 Transcriptome sequencing and histology reveal dosage compensation in the liver of triploid pre-smolt
Atlantic salmon. Scientific Reports, 2020, 10, 16836. 1.6 5

17133 Genetic analysis of the molecular regulation of electric fields-guided glia migration. Scientific
Reports, 2020, 10, 16821. 1.6 2

17134 Transcriptomic profile of Pea3 family members reveal regulatory codes for axon outgrowth and
neuronal connection specificity. Scientific Reports, 2020, 10, 18162. 1.6 6

17135 Dynamic transcriptional response of Saccharomyces cerevisiae cells to copper. Scientific Reports,
2020, 10, 18487. 1.6 8

17136 Clinical implications and nomogram prediction of long noncoding RNA FRGCA as diagnostic and
prognostic indicators in colon adenocarcinoma. Medicine (United States), 2020, 99, e22806. 0.4 1

17137 Investigating the Impact of Gene Cofunctionality in Predicting Gene Mutations of<i>E. coli</i>. IEEE
Access, 2020, 8, 167397-167410. 2.6 2

17138
Proteomic Profiling Reveals Roles of Stress Response, Ca<sup>2+</sup> Transient Dysregulation, and
Novel Signaling Pathways in Alcoholâ€•Induced Cardiotoxicity. Alcoholism: Clinical and Experimental
Research, 2020, 44, 2187-2199.

1.4 6

17139 Overexpression of PLIN1 Promotes Lipid Metabolism in Bovine Adipocytes. Animals, 2020, 10, 1944. 1.0 15

17140
Effects of low temperature on longevity and lipid metabolism in the marine rotifer Brachionus
koreanus. Comparative Biochemistry and Physiology Part A, Molecular &amp; Integrative Physiology,
2020, 250, 110803.

0.8 7

17141 Changes in circulating miRNA19a-3p precede insulin resistance programmed by intra-uterine growth
retardation in mice. Molecular Metabolism, 2020, 42, 101083. 3.0 12

17142 Proteomic and mitochondrial adaptations to early-life stress are distinct in juveniles and adults.
Neurobiology of Stress, 2020, 13, 100251. 1.9 17

17143 Mitochondrial translation and dynamics synergistically extend lifespan in <i>C. elegans</i> through
HLH-30. Journal of Cell Biology, 2020, 219, . 2.3 37

17144 The human fetal thymus generates invariant effector Î³Î´ T cells. Journal of Experimental Medicine, 2020,
217, . 4.2 57

17145 Single-cell profiling reveals an endothelium-mediated immunomodulatory pathway in the eye choroid.
Journal of Experimental Medicine, 2020, 217, . 4.2 55

17146 PRDM16 suppresses HIF-targeted gene expression in kidney cancer. Journal of Experimental Medicine,
2020, 217, . 4.2 33

17147 Characterization of Kinase Expression Related to Increased Migration of PC-3M Cells Using Global
Comparative Phosphoproteome Analysis. Cancer Genomics and Proteomics, 2020, 17, 543-553. 1.0 7

17148 microRNA Expression Profile in Single Hormone Receptor-Positive Breast Cancers Is Mainly Dependent
on HER2 Statusâ€”A Pilot Study. Diagnostics, 2020, 10, 617. 1.3 7

17149 Gaining Insight into Exclusive and Common Transcriptomic Features Linked to Drought and Salinity
Responses across Fruit Tree Crops. Plants, 2020, 9, 1059. 1.6 9



948

Citation Report

# Article IF Citations

17150 Transcriptome-Wide N6-Methyladenosine (m6A) Methylome Profiling of Heat Stress in Pak-choi
(Brassica rapa ssp. chinensis). Plants, 2020, 9, 1080. 1.6 33

17151 Gene Expression Profile of HDF in SMG Partially Overlaps with That in the NASA Twins Study. , 2020, , . 0

17152 HI-511 overcomes melanoma drug resistance <i>via</i> targeting AURKB and BRAF V600E. Theranostics,
2020, 10, 9721-9740. 4.6 19

17153 MARTX Toxin-Stimulated Interplay between Human Cells and Vibrio vulnificus. MSphere, 2020, 5, . 1.3 9

17154 microRNA-seq of cartilage reveals an overabundance of miR-140-3p which contains functional isomiRs.
Rna, 2020, 26, 1575-1588. 1.6 17

17155 Genetic Deletion of miR-430 Disrupts Maternal-Zygotic Transition and Embryonic Body Plan. Frontiers
in Genetics, 2020, 11, 853. 1.1 11

17156 Identification of Hydroxyproline-Containing Proteins and Hydroxylation of Proline Residues in Rice.
Frontiers in Plant Science, 2020, 11, 1207. 1.7 3

17157 miR-183/96/182 cluster is an important morphogenetic factor targeting <i>PAX6</i> expression in
differentiating human retinal organoids. Stem Cells, 2020, 38, 1557-1567. 1.4 26

17158 The inflammation-resolution promoting molecule resolvin-D1 prevents atrial proarrhythmic
remodelling in experimental right heart disease. Cardiovascular Research, 2021, 117, 1776-1789. 1.8 38

17159
Clinical, genomics and networking analyses of a high-altitude native American Ecuadorian patient
with congenital insensitivity to pain with anhidrosis: a case report. BMC Medical Genomics, 2020, 13,
113.

0.7 5

17160 Inhibition of glucose assimilation in Auxenochlorella protothecoides by light. Biotechnology for
Biofuels, 2020, 13, 146. 6.2 11

17161 The fusiform gyrus exhibits an epigenetic signature for Alzheimerâ€™s disease. Clinical Epigenetics, 2020,
12, 129. 1.8 17

17162 Gene co-expression network analysis to identify critical modules and candidate genes of
drought-resistance in wheat. PLoS ONE, 2020, 15, e0236186. 1.1 22

17163 Enrichment of microsomes from Chinese hamster ovary cells by subcellular fractionation for its use
in proteomic analysis. PLoS ONE, 2020, 15, e0237930. 1.1 4

17164 Shigella hijacks the exocyst to cluster macropinosomes for efficient vacuolar escape. PLoS
Pathogens, 2020, 16, e1008822. 2.1 23

17165 Milk somatic cell derived transcriptome analysis identifies regulatory genes and pathways during
lactation in Indian Sahiwal cattle (Bos indicus). Molecular Biology Reports, 2020, 47, 7029-7038. 1.0 2

17166 Combined Atoh1 and Neurod1 Deletion Reveals Autonomous Growth of Auditory Nerve Fibers.
Molecular Neurobiology, 2020, 57, 5307-5323. 1.9 19

17167 The impact of transcription inhibition during in vitro maturation on the proteome of bovine oocytesâ€ .
Biology of Reproduction, 2020, 103, 1000-1011. 1.2 13



949

Citation Report

# Article IF Citations

17168 A Preliminary Study on the Effect and Mechanism of Breviscapine for Improving Insulin Resistance in
HepG2 Cells. Journal of Cardiovascular Pharmacology, 2020, 76, 216-226. 0.8 2

17169 Diabetes Induced Alterations in Murine Vitreous Proteome Are Mitigated by IL-6 Trans-Signaling
Inhibition. , 2020, 61, 2. 7

17170
Expression profiling of WD40 family genes including DDB1- and CUL4- associated factor (DCAF) genes
in mice and human suggests important regulatory roles in testicular development and
spermatogenesis. BMC Genomics, 2020, 21, 602.

1.2 12

17171 Down-regulation of TRIB3 inhibits the progression of ovarian cancer via MEK/ERK signaling pathway.
Cancer Cell International, 2020, 20, 418. 1.8 15

17172 Polymorphism and Divergence of Novel Gene Expression Patterns in <i>Drosophila melanogaster</i>.
Genetics, 2020, 216, 79-93. 1.2 17

17173 Lymphocyte infiltration and key differentially expressed genes in the ulcerative colitis. Medicine
(United States), 2020, 99, e21997. 0.4 7

17174 An Important Role for DNMT3A-Mediated DNA Methylation in Cardiomyocyte Metabolism and
Contractility. Circulation, 2020, 142, 1562-1578. 1.6 38

17175 Transcriptome analysis in rhesus macaques infected with hepatitis E virus genotype 1/3 infections and
genotype 1 re-infection. PLoS ONE, 2020, 15, e0237618. 1.1 2

17176 Cancer cell line-specific protein profiles in extracellular vesicles identified by proteomics. PLoS ONE,
2020, 15, e0238591. 1.1 23

17177 Partially linear monotone methods with automatic variable selection and monotonicity direction
discovery. Statistics in Medicine, 2020, 39, 3549-3568. 0.8 0

17178
Identification of most influential co-occurring gene suites for gastrointestinal cancer using
biomedical literature mining and graph-based influence maximization. BMC Medical Informatics and
Decision Making, 2020, 20, 208.

1.5 2

17179 Pancreatic and intestinal endocrine cells in zebrafish share common transcriptomic signatures and
regulatory programmes. BMC Biology, 2020, 18, 109. 1.7 17

17180 Association between NPPA promoter methylation and hypertension: results from Gusu cohort and
replication in an independent sample. Clinical Epigenetics, 2020, 12, 133. 1.8 9

17181 Secretome Proteomic Approaches for Biomarker Discovery: An Update on Colorectal Cancer. Medicina
(Lithuania), 2020, 56, 443. 0.8 7

17182 The Role of miR-107 as a Potential Biomarker and Cellular Factor for Acute Aortic Dissection. DNA and
Cell Biology, 2020, 39, 1895-1906. 0.9 12

17183
Mass spectrometry-based analysis of formalin-fixed, paraffin-embedded distal cholangiocarcinoma
identifies stromal thrombospondin-2 as a potential prognostic marker. Journal of Translational
Medicine, 2020, 18, 343.

1.8 10

17184 Expression of genes involved in drug metabolism differs between perfusable 3D liver tissue and
conventional 2Dâ€•cultured hepatocellular carcinoma cells. FEBS Open Bio, 2020, 10, 1985-2002. 1.0 5

17185 A germ cellâ€•specific ageing pattern in otherwise healthy men. Aging Cell, 2020, 19, e13242. 3.0 27



950

Citation Report

# Article IF Citations

17186 Multi-omics profiling reveals microRNA-mediated insulin signaling networks. BMC Bioinformatics,
2020, 21, 389. 1.2 3

17187 Molecular differences across invasive lung adenocarcinoma morphological subgroups. Translational
Lung Cancer Research, 2020, 9, 1029-1040. 1.3 3

17188 Identification and Functional Analysis of Long Non-coding RNAs in Autism Spectrum Disorders.
Frontiers in Genetics, 2020, 11, 849. 1.1 5

17189 Mutational Landscape of Esophageal Squamous Cell Carcinoma in an Indian Cohort. Frontiers in
Oncology, 2020, 10, 1457. 1.3 21

17190 Transcriptomic Analyses of Myeloid-Derived Suppressor Cell Subsets in the Circulation of Colorectal
Cancer Patients. Frontiers in Oncology, 2020, 10, 1530. 1.3 7

17191 MicroRNA-Related Prognosis Biomarkers from High-Throughput Sequencing Data of Colorectal
Cancer. BioMed Research International, 2020, 2020, 1-12. 0.9 5

17192
Exploring the Mechanism of Action Compound-Xueshuantong Capsule in Diabetic Retinopathy
Treatment Based on Network Pharmacology. Evidence-based Complementary and Alternative Medicine,
2020, 2020, 1-12.

0.5 11

17193 Identification of common differentially expressed genes in Turner (45,X) and Klinefelter (47,XXY)
syndromes using bioinformatics analysis. Molecular Genetics &amp; Genomic Medicine, 2020, 8, e1503. 0.6 9

17194 The maternal microbiome modulates fetal neurodevelopment in mice. Nature, 2020, 586, 281-286. 13.7 280

17195
Prognostic effect of a novel long noncoding RNA signature and comparison with clinical staging
systems for patients with hepatitis B virusâ€•related hepatocellular carcinoma after hepatectomy.
Journal of Digestive Diseases, 2020, 21, 650-663.

0.7 5

17196 Latitudinal variation in climateâ€•associated genes imperils range edge populations. Molecular Ecology,
2020, 29, 4337-4349. 2.0 12

17197 Bioinformatic screening for candidate biomarkers and their prognostic values in endometrial cancer.
BMC Genetics, 2020, 21, 113. 2.7 3

17198 iTRAQ-based quantitative proteomic analysis of peripheral blood serum in piglets infected with
Actinobacillus pleuropneumoniae. AMB Express, 2020, 10, 121. 1.4 3

17199 Developmental stage-specific A-to-I editing pattern in the postnatal pineal gland of pigs (Sus scrofa).
Journal of Animal Science and Biotechnology, 2020, 11, 90. 2.1 6

17200 Tricarboxylic Acid Cycle Metabolites as Mediators of DNA Methylation Reprogramming in Bovine
Preimplantation Embryos. International Journal of Molecular Sciences, 2020, 21, 6868. 1.8 16

17201 Transcriptome analysis of the epididymis from <i>Plag1</i> deficient mice suggests dysregulation of
sperm maturation and extracellular matrix genes. Developmental Dynamics, 2020, 249, 1500-1513. 0.8 5

17202 Intermittent leucine pulses during continuous feeding alters novel components involved in skeletal
muscle growth of neonatal pigs. Amino Acids, 2020, 52, 1319-1335. 1.2 11

17203 Adiposeâ€•derived mesenchymal stem cells differentiate into pancreatic cancerâ€•associated fibroblasts
<i>inÂ vitro</i>. FEBS Open Bio, 2020, 10, 2268-2281. 1.0 39



951

Citation Report

# Article IF Citations

17204 Cardiac glycosides inhibit cancer through Na/K-ATPase-dependent cell death induction. Biochemical
Pharmacology, 2020, 182, 114226. 2.0 16

17205 Zeb2 regulates the balance between retinal interneurons and MÃ¼ller glia by inhibition of BMPâ€“Smad
signaling. Developmental Biology, 2020, 468, 80-92. 0.9 5

17206 Molecular Characterization of the Coproduced Extracellular Vesicles in HEK293 during Virus-Like
Particle Production. Journal of Proteome Research, 2020, 19, 4516-4532. 1.8 15

17207 Characterization of BRCA1-deficient premalignant tissues and cancers identifies Plekha5 as a tumor
metastasis suppressor. Nature Communications, 2020, 11, 4875. 5.8 24

17208 GADD34 is a modulator of autophagy during starvation. Science Advances, 2020, 6, . 4.7 39

17209 Prognostic biomarkers related to breast cancer recurrence identified based on Logit model analysis.
World Journal of Surgical Oncology, 2020, 18, 254. 0.8 17

17210 DRAM1 plays a tumor suppressor role in NSCLC cells by promoting lysosomal degradation of EGFR.
Cell Death and Disease, 2020, 11, 768. 2.7 17

17211 Pathway-specific model estimation for improved pathway annotation by network crosstalk. Scientific
Reports, 2020, 10, 13585. 1.6 16

17212 Moderate static magnetic fields enhance antitumor CD8+ T cell function by promoting mitochondrial
respiration. Scientific Reports, 2020, 10, 14519. 1.6 7

17213 Transcriptional analysis of cleft palate in TGFÎ²3 mutant mice. Scientific Reports, 2020, 10, 14940. 1.6 4

17214 Spliced genes in muscle from Nelore Cattle and their association with carcass and meat quality.
Scientific Reports, 2020, 10, 14701. 1.6 21

17215 Generation of GM-CSF-producing antigen-presenting cells that induce a cytotoxic T cell-mediated
antitumor response. OncoImmunology, 2020, 9, 1814620. 2.1 13

17216 Increased FOXL2 expression alters uterine structures and functionsâ€ . Biology of Reproduction, 2020,
103, 951-965. 1.2 5

17217 Study of the Mechanism of the Reyanning Mixture Involved in Treating Novel Coronavirus Pneumonia
Based on Network Pharmacology. Natural Product Communications, 2020, 15, 1934578X2095459. 0.2 0

17218 A conjoint analysis of epilepsy and migraine through network-and-pathway-based method. Annals of
Palliative Medicine, 2020, 9, 2642-2653. 0.5 5

17219 Preoperative Fasting and General Anaesthesia Alter the Plasma Proteome. Cancers, 2020, 12, 2439. 1.7 5

17220 Sulfiredoxinâ€•1 is a promising novel prognostic biomarker for hepatocellular carcinoma. Cancer
Medicine, 2020, 9, 8318-8332. 1.3 9

17221
Deep proteomics and phosphoproteomics reveal novel biological pathways perturbed by morphine,
morphineâ€•3â€•glucuronide and morphineâ€•6â€•glucuronide in human astrocytes. Journal of Neuroscience
Research, 2022, 100, 220-236.

1.3 10



952

Citation Report

# Article IF Citations

17223 Global exploration of the metabolic requirements of gallid alphaherpesvirus 1. PLoS Pathogens, 2020,
16, e1008815. 2.1 11

17224 Acetylation-dependent regulation of PD-L1 nuclear translocation dictates the efficacy of anti-PD-1
immunotherapy. Nature Cell Biology, 2020, 22, 1064-1075. 4.6 182

17225 The NK cell granule protein NKG7 regulates cytotoxic granule exocytosis and inflammation. Nature
Immunology, 2020, 21, 1205-1218. 7.0 110

17226 Metabolic labeling of RNA using multiple ribonucleoside analogs enables the simultaneous evaluation
of RNA synthesis and degradation rates. Genome Research, 2020, 30, 1481-1491. 2.4 20

17227 VEGF-C protects the integrity of the bone marrow perivascular niche in mice. Blood, 2020, 136,
1871-1883. 0.6 38

17228 GBAT: a gene-based association test for robust detection of trans-gene regulation. Genome Biology,
2020, 21, 211. 3.8 12

17229
Extensive Recombination Suppression and Epistatic Selection Causes Chromosome-Wide
Differentiation of a Selfish Sex Chromosome in <i>Drosophila pseudoobscura</i>. Genetics, 2020, 216,
205-226.

1.2 17

17230 Anti-Inflammatory Properties of Mineral-Balanced Deep Sea Water in In-Vitro and In-Vivo Models of
Inflamed Intestinal Epithelium. Applied Sciences (Switzerland), 2020, 10, 5183. 1.3 1

17231 Expression Analysis of Muscle-Specific miRNAs in Plasma-Derived Extracellular Vesicles from Patients
with Chronic Obstructive Pulmonary Disease. Diagnostics, 2020, 10, 502. 1.3 11

17232 Computational Analysis of the Global Effects of Ly6E in the Immune Response to Coronavirus
Infection Using Gene Networks. Genes, 2020, 11, 831. 1.0 6

17233 Performance Evaluation of an Independent Time Optimized Infrastructure for Big Data Analytics that
Maintains Symmetry. Symmetry, 2020, 12, 1274. 1.1 29

17234 Identification of a unique temporal signature in blood and BAL associated with IPF progression.
Scientific Reports, 2020, 10, 12049. 1.6 10

17235 Upregulation of METTL14 mediates the elevation of PERP mRNA N6 adenosine methylation promoting
the growth and metastasis of pancreatic cancer. Molecular Cancer, 2020, 19, 130. 7.9 140

17236 Experimental and Biological Insights from Proteomic Analyses of Extracellular Vesicle Cargos in
Normalcy and Disease. Advanced Biology, 2020, 4, e2000069. 3.0 8

17237 Heterotypic cellâ€“cell communication regulates glandular stem cell multipotency. Nature, 2020, 584,
608-613. 13.7 82

17238 Genomic profiling of the transcription factor Zfp148 and its impact on the p53 pathway. Scientific
Reports, 2020, 10, 14156. 1.6 5

17239 Distinct follicular and luteal transcriptional profiles in engineered human ectocervical tissue
dependent on menstrual cycle phase. Biology of Reproduction, 2020, 103, 487-496. 1.2 2

17240 Dual RNAâ€•sequencing analyses of a coral and its native symbiont during the establishment of symbiosis.
Molecular Ecology, 2020, 29, 3921-3937. 2.0 26



953

Citation Report

# Article IF Citations

17241 Combined transcriptome and proteome profiling of the pancreatic Î²-cell response to palmitate unveils
key pathways of Î²-cell lipotoxicity. BMC Genomics, 2020, 21, 590. 1.2 35

17242 Comparative analyses of alphaviral RNA:Protein complexes reveals conserved host-pathogen
interactions. PLoS ONE, 2020, 15, e0238254. 1.1 9

17243 Sperm DNA Hypomethylation Proximal to Reproduction Pathway Genes in Maturing Elite Norwegian
Red Bulls. Frontiers in Genetics, 2020, 11, 922. 1.1 9

17244 Target Analysis and Mechanism of Podophyllotoxin in the Treatment of Triple-Negative Breast Cancer.
Frontiers in Pharmacology, 2020, 11, 1211. 1.6 17

17245 Genome-Wide Assessment of Runs of Homozygosity in Chinese Wagyu Beef Cattle. Animals, 2020, 10,
1425. 1.0 22

17246 Distinct Alteration of Gene Expression Programs in the Small Intestine of Male and Female Mice in
Response to Ablation of Intestinal Fabp Genes. Genes, 2020, 11, 943. 1.0 6

17247 Sperm Proteome after Interaction with Reproductive Fluids in Porcine: From the Ejaculation to the
Fertilization Site. International Journal of Molecular Sciences, 2020, 21, 6060. 1.8 14

17248 Neurological manifestations of COVID-19: available evidences and a new paradigm. Journal of
NeuroVirology, 2020, 26, 619-630. 1.0 75

17249 Study on Intervention Mechanism of Yiqi Huayu Jiedu Decoction on ARDS Based on Network
Pharmacology. Evidence-based Complementary and Alternative Medicine, 2020, 2020, 1-16. 0.5 2

17250 Elucidation of the Mechanisms and Molecular Targets of Sanhuang Xiexin Decoction for Type 2
Diabetes Mellitus Based on Network Pharmacology. BioMed Research International, 2020, 2020, 1-13. 0.9 11

17251 m6A Reader: Epitranscriptome Target Prediction and Functional Characterization of
N6-Methyladenosine (m6A) Readers. Frontiers in Cell and Developmental Biology, 2020, 8, 741. 1.8 31

17252 Propofol Exposure Disturbs the Differentiation of Rodent Neural Stem Cells via an
miR-124-3p/Sp1/Cdkn1b Axis. Frontiers in Cell and Developmental Biology, 2020, 8, 838. 1.8 5

17253 Neurotropin Inhibits Lipid Accumulation by Maintaining Mitochondrial Function in Hepatocytes via
AMPK Activation. Frontiers in Physiology, 2020, 11, 950. 1.3 3

17254 The Mechanism of High-Output Cardiac Hypertrophy Arising From Potassium Channel Gain-of-Function
in CantÃº Syndrome. Function, 2020, 1, zqaa004. 1.1 18

17255 Transcriptomic analysis identifies Tollâ€•like and Nodâ€•like pathways and necroptosis in pulmonary
arterial hypertension. Journal of Cellular and Molecular Medicine, 2020, 24, 11409-11421. 1.6 28

17256
Identification and Characterization of MAPK Signaling Pathway Genes and Associated lncRNAs in the
Ileum of Piglets Infected by Clostridium perfringens Type C. BioMed Research International, 2020, 2020,
1-12.

0.9 5

17257 A novel neoantigen discovery approach based on chromatin high order conformation. BMC Medical
Genomics, 2020, 13, 62. 0.7 2

17258 Genome-wide identification of genes regulating DNA methylation using genetic anchors for causal
inference. Genome Biology, 2020, 21, 220. 3.8 27



954

Citation Report

# Article IF Citations

17259 Salmonella enterica serovar Typhimurium inhibits the innate immune response and promotes apoptosis
in a ribosomal/TRP53-dependent manner in swine neutrophils. Veterinary Research, 2020, 51, 105. 1.1 12

17260 Intracellular Cryptococcus neoformans disrupts the transcriptome profile of M1- and M2-polarized
host macrophages. PLoS ONE, 2020, 15, e0233818. 1.1 15

17261 Systems Analysis of Biliary Atresia Through Integration of High-Throughput Biological Data. Frontiers
in Physiology, 2020, 11, 966. 1.3 3

17262 Cytokineâ€•related genes play critical roles in extrafollicular growth of follicular lymphoma cells.
Hematological Oncology, 2020, 38, 673-679. 0.8 2

17263 Magnetic metal phenolic networks: expanding the application of a promising nanoprobe to
phosphoproteomics research. Chemical Communications, 2020, 56, 11299-11302. 2.2 26

17264 Novel insights into the disease transcriptome of human diabetic glomeruli and tubulointerstitium.
Nephrology Dialysis Transplantation, 2020, 35, 2059-2072. 0.4 28

17265 Co-expression Network Analysis Identifies Fourteen Hub Genes Associated with Prognosis in Clear
Cell Renal Cell Carcinoma. Current Medical Science, 2020, 40, 773-785. 0.7 3

17266 Mortality Risk Profiling of Staphylococcus aureus Bacteremia by Multi-omic Serum Analysis Reveals
Early Predictive and Pathogenic Signatures. Cell, 2020, 182, 1311-1327.e14. 13.5 58

17267 XRN2 interactome reveals its synthetic lethal relationship with PARP1 inhibition. Scientific Reports,
2020, 10, 14253. 1.6 8

17268 Coordinated regulation of Rel expression by MAP3K4, CBP, and HDAC6 controls phenotypic switching.
Communications Biology, 2020, 3, 475. 2.0 3

17269 Calcium Sets the Clock in Ameloblasts. Frontiers in Physiology, 2020, 11, 920. 1.3 5

17270 Selection Signatures Analysis Reveals Genes Associated with High-Altitude Adaptation in Tibetan Goats
from Nagqu, Tibet. Animals, 2020, 10, 1599. 1.0 21

17271 The Active Compounds and Therapeutic Mechanisms of Pentaherbs Formula for Oral and Topical
Treatment of Atopic Dermatitis Based on Network Pharmacology. Plants, 2020, 9, 1166. 1.6 14

17272
Genome-wide RNA-sequencing dataset reveals the prognostic value and potential molecular
mechanisms of lncRNA in non-homologous end joining pathway 1 in early stage Pancreatic Ductal
Adenocarcinoma. Journal of Cancer, 2020, 11, 5556-5567.

1.2 4

17273 BET, SRC, and BCL2 family inhibitors are synergistic drug combinations with PARP inhibitors in ovarian
cancer. EBioMedicine, 2020, 60, 102988. 2.7 27

17274 Membrane disruption, but not metabolic rewiring, is the key mechanism of anticancer-action of
FASN-inhibitors: a multi-omics analysis in ovarian cancer. Scientific Reports, 2020, 10, 14877. 1.6 13

17275 Clinical significance of long non-coding RNA DUXAP8 and its protein coding genes in hepatocellular
carcinoma. Journal of Cancer, 2020, 11, 6140-6156. 1.2 11

17276 Histone deacetylase HDA-1 modulates mitochondrial stress response and longevity. Nature
Communications, 2020, 11, 4639. 5.8 63



955

Citation Report

# Article IF Citations

17277 Identification of MTHFD2 as a novel prognosis biomarker in esophageal carcinoma patients based on
transcriptomic data and methylation profiling. Medicine (United States), 2020, 99, e22194. 0.4 9

17278
Comprehensive characteristics of somatic mutations in the normal tissues of patients with cancer
and existence of somatic mutant clones linked to cancer development. Journal of Medical Genetics,
2020, 58, jmedgenet-2020-106905.

1.5 6

17279 Sox17 Controls Emergence and Remodeling of Nestin-Expressing Coronary Vessels. Circulation
Research, 2020, 127, e252-e270. 2.0 19

17280 Construction and analysis of a competing endogenous RNA network to reveal potential prognostic
biomarkers for Oral Floor Squamous Cell Carcinoma. PLoS ONE, 2020, 15, e0238420. 1.1 1

17281 Establishment and transcriptomic features of an immortalized hepatic cell line of the Chinese tree
shrew. Applied Microbiology and Biotechnology, 2020, 104, 8813-8823. 1.7 6

17282 Early pregnancy-induced transcripts in peripheral blood immune cells in Bos indicus heifers. Scientific
Reports, 2020, 10, 13733. 1.6 21

17283
Integrative analysis of lncRNAs, miRNAs, and mRNAs-associated ceRNA network in a neonatal mouse
model of bronchopulmonary dysplasia. Journal of Maternal-Fetal and Neonatal Medicine, 2021, 34,
3234-3245.

0.7 3

17284 Engineered IL-10 variants elicit potent immunomodulatory effects at low ligand doses. Science
Signaling, 2020, 13, . 1.6 47

17285 RNA-seq analysis of galaninergic neurons from ventrolateral preoptic nucleus identifies expression
changes between sleep and wake. BMC Genomics, 2020, 21, 633. 1.2 2

17286 Systemic vitamin intake impacting tissue proteomes. Nutrition and Metabolism, 2020, 17, 73. 1.3 10

17287 Systemic Expression Analysis Reveals Prognostic Significance of WIPI3 in Hepatocellular Carcinoma.
Frontiers in Genetics, 2020, 11, 847. 1.1 5

17288 Insights into the Oxidative Stress Response of Salmonella enterica serovar Enteritidis Revealed by the
Next Generation Sequencing Approach. Antioxidants, 2020, 9, 849. 2.2 11

17289 Investigating the influence of perinatal nicotine and alcohol exposure on the genetic profiles of
dopaminergic neurons in the VTA using miRNAâ€“mRNA analysis. Scientific Reports, 2020, 10, 15016. 1.6 17

17290 Comparative proteomic profiling reveals mechanisms for early spinal cord vulnerability in CLN1
disease. Scientific Reports, 2020, 10, 15157. 1.6 10

17291 Identification of significant genes in nonâ€•small cell lung cancer by bioinformatics analyses.
Translational Cancer Research, 2020, 9, 4330-4340. 0.4 1

17292 Integrated Analyses of Mouse Stem Cell Transcriptomes Provide Clues for Stem Cell Maintenance and
Transdifferentiation. Frontiers in Genetics, 2020, 11, 563798. 1.1 3

17293 Identification of Signatures of Selection by Whole-Genome Resequencing of a Chinese Native Pig.
Frontiers in Genetics, 2020, 11, 566255. 1.1 20

17294
Genomic and Long-Term Transcriptomic Imprints Related to the Daptomycin Mechanism of Action
Occurring in Daptomycin- and Methicillin-Resistant Staphylococcus aureus Under Daptomycin
Exposure. Frontiers in Microbiology, 2020, 11, 1893.

1.5 9



956

Citation Report

# Article IF Citations

17295 The Impacts of Sortase A and the 4â€²-Phosphopantetheinyl Transferase Homolog Sfp on Streptococcus
mutans Extracellular Membrane Vesicle Biogenesis. Frontiers in Microbiology, 2020, 11, 570219. 1.5 12

17296 Mitochondrial Transfer by Human Mesenchymal Stromal Cells Ameliorates Hepatocyte Lipid Load in a
Mouse Model of NASH. Biomedicines, 2020, 8, 350. 1.4 19

17297
EZH2 reduction is an essential mechanoresponse for the maintenance of super-enhancer polarization
against compressive stress in human periodontal ligament stem cells. Cell Death and Disease, 2020, 11,
757.

2.7 9

17298 Chromatin remodeling in bovine embryos indicates species-specific regulation of genome activation.
Nature Communications, 2020, 11, 4654. 5.8 53

17299 Protein signatures of seminal plasma from bulls with contrasting frozen-thawed sperm viability.
Scientific Reports, 2020, 10, 14661. 1.6 35

17300 Re-analysis of Single Cell Transcriptome Reveals That the NR3C1-CXCL8-Neutrophil Axis Determines the
Severity of COVID-19. Frontiers in Immunology, 2020, 11, 2145. 2.2 84

17301 An Experimentally Defined Hypoxia Gene Signature in Glioblastoma and Its Modulation by Metformin.
Biology, 2020, 9, 264. 1.3 7

17302 Escherichia coli Increases its ATP Concentration in Weakly Acidic Environments Principally through
the Glycolytic Pathway. Genes, 2020, 11, 991. 1.0 22

17303 Endogenous retroviruses drive species-specific germline transcriptomes in mammals. Nature
Structural and Molecular Biology, 2020, 27, 967-977. 3.6 60

17304 Deficiency of pseudogene UPAT leads to hepatocellular carcinoma progression and forms a positive
feedback loop with ZEB1. Cancer Science, 2020, 111, 4102-4117. 1.7 6

17305 Identification of Metastasis-Associated Genes in Triple-Negative Breast Cancer Using Weighted Gene
Co-expression Network Analysis. Evolutionary Bioinformatics, 2020, 16, 117693432095486. 0.6 6

17306 Bioinformatic analysis reveals hub genes and pathways that promote melanoma metastasis. BMC
Cancer, 2020, 20, 863. 1.1 12

17307 Bioinformatics analysis reveals novel hub gene pathways associated with IgA nephropathy. European
Journal of Medical Research, 2020, 25, 40. 0.9 4

17308 Cocaine-mediated circadian reprogramming in the striatum through dopamine D2R and PPARÎ³
activation. Nature Communications, 2020, 11, 4448. 5.8 19

17309 Systems-level differential gene expression analysis reveals new genetic variants of oral cancer.
Scientific Reports, 2020, 10, 14667. 1.6 16

17310 Between-Generation Phenotypic and Epigenetic Stability in a Clonal Snail. Genome Biology and
Evolution, 2020, 12, 1604-1615. 1.1 3

17311
Transcript Assembly and Quantification by RNA-Seq Reveals Significant Differences in Gene Expression
and Genetic Variants in Mosquitoes of the Culex pipiens (Diptera: Culicidae) Complex. Journal of
Medical Entomology, 2021, 58, 139-145.

0.9 7

17312
The role of copy-number variation in the reinforcement of sexual isolation between the two European
subspecies of the house mouse. Philosophical Transactions of the Royal Society B: Biological Sciences,
2020, 375, 20190540.

1.8 15



957

Citation Report

# Article IF Citations

17313
Dramatic neurological and biological effects by botulinum neurotoxin type A on SH-SY5Y
neuroblastoma cells, beyond the blockade of neurotransmitter release. BMC Pharmacology &amp;
Toxicology, 2020, 21, 66.

1.0 3

17314 EGFR as a stable marker of prostate cancer dissemination to bones. British Journal of Cancer, 2020,
123, 1767-1774. 2.9 27

17315 A bioenergetic shift is required for spermatogonial differentiation. Cell Discovery, 2020, 6, 56. 3.1 21

17316
Circulation of gut-preactivated naÃ¯ve CD8<sup>+</sup>T cells enhances antitumor immunity in B
cell-defective mice. Proceedings of the National Academy of Sciences of the United States of America,
2020, 117, 23674-23683.

3.3 22

17317 Enhancing KDM5A and TLR activity improves the response to immune checkpoint blockade. Science
Translational Medicine, 2020, 12, . 5.8 34

17318 YAP and AP-1 Cooperate to Initiate Pancreatic Cancer Development from Ductal Cells in Mice. Cancer
Research, 2020, 80, 4768-4779. 0.4 27

17319 Multi-level consistent changes of the ECM pathway identified in a typical keratoconus twinâ€™s family by
multi-omics analysis. Orphanet Journal of Rare Diseases, 2020, 15, 227. 1.2 15

17320 The Cardiac Syndecan-2 Interactome. Frontiers in Cell and Developmental Biology, 2020, 8, 792. 1.8 7

17321 Genome-Wide Transcriptional Regulation of the Long Non-coding RNA Steroid Receptor RNA Activator
in Human Erythroblasts. Frontiers in Genetics, 2020, 11, 850. 1.1 6

17322 Identification of Pathways Associated with Placental Adaptation to Maternal Nutrient Restriction in
Sheep. Genes, 2020, 11, 1031. 1.0 5

17323 Transcriptional profiling analysis of OsDT11-mediated ABA-dependent signal pathway for drought
tolerance in rice. Plant Biotechnology Reports, 2020, 14, 613-626. 0.9 1

17324 The neuromuscular junction is a focal point of mTORC1 signaling in sarcopenia. Nature
Communications, 2020, 11, 4510. 5.8 98

17325 Adaptable haemodynamic endothelial cells for organogenesis and tumorigenesis. Nature, 2020, 585,
426-432. 13.7 145

17326
Genome-wide variation and transcriptional changes in diverse developmental processes underlie the
rapid evolution of seasonal adaptation. Proceedings of the National Academy of Sciences of the
United States of America, 2020, 117, 23960-23969.

3.3 53

17327 Induction of UCP1 and thermogenesis by a small molecule via AKAP1/PKA modulation. Journal of
Biological Chemistry, 2020, 295, 15054-15069. 1.6 9

17328 Pooled analysis of radiation hybrids identifies loci for growth and drug action in mammalian cells.
Genome Research, 2020, 30, 1458-1467. 2.4 6

17329
Cancer-Testis Gene Expression in Hepatocellular Carcinoma: Identification of Prognostic Markers and
Potential Targets for Immunotherapy. Technology in Cancer Research and Treatment, 2020, 19,
153303382094427.

0.8 4

17330 CD160 Plays a Protective Role During Chronic Infection by Enhancing Both Functionalities and
Proliferative Capacity of CD8+ T Cells. Frontiers in Immunology, 2020, 11, 2188. 2.2 16



958

Citation Report

# Article IF Citations

17331 Gene Expression Profiling Studies Using Microarray in Osteoarthritis: Genes in Common and Different
Conditions. Archivum Immunologiae Et Therapiae Experimentalis, 2020, 68, 28. 1.0 5

17332 The curvature of cucumber fruits is associated with spatial variation in auxin accumulation and
expression of a YUCCA biosynthesis gene. Horticulture Research, 2020, 7, 135. 2.9 10

17333 ReactomeGSA - Efficient Multi-Omics Comparative Pathway Analysis. Molecular and Cellular
Proteomics, 2020, 19, 2115-2125. 2.5 145

17334 Monitoring of XRN4 Targets Reveals the Importance of Cotranslational Decay during Arabidopsis
Development. Plant Physiology, 2020, 184, 1251-1262. 2.3 18

17335 Overexpression of miR-150-5p Alleviates Apoptosis in Sepsis-Induced Myocardial Depression. BioMed
Research International, 2020, 2020, 1-10. 0.9 24

17336 Novel genes associated with folic acid-mediated metabolism in mouse: A bioinformatics study. PLoS
ONE, 2020, 15, e0238940. 1.1 4

17337 The Utility of Resolving Asthma Molecular Signatures Using Tissue-Specific Transcriptome Data. G3:
Genes, Genomes, Genetics, 2020, 10, 4049-4062. 0.8 12

17338
Comparative Transcriptome Analysis of the Regenerating Zebrafish Telencephalon Unravels a Resource
With Key Pathways During Two Early Stages and Activation of Wnt/Î²-Catenin Signaling at the Early
Wound Healing Stage. Frontiers in Cell and Developmental Biology, 2020, 8, 584604.

1.8 18

17339
Regulation of GABAA and 5-HT Receptors Involved in Anxiolytic Mechanisms of Jujube Seed: A System
Biology Study Assisted by UPLC-Q-TOF/MS and RT-qPCR Method. Frontiers in Pharmacology, 2020, 11,
01320.

1.6 13

17340 Liver Transcriptome Responses to Heat Stress and Newcastle Disease Virus Infection in Genetically
Distinct Chicken Inbred Lines. Genes, 2020, 11, 1067. 1.0 18

17341 Identification of circular RNAs in the ovarian follicles of Meishan and Duroc sows during the
follicular phase. Journal of Ovarian Research, 2020, 13, 104. 1.3 2

17342 Epigenetic stratification of head and neck cancer survivors reveals differences in lycopene levels,
alcohol consumption, and methylation of immune regulatory genes. Clinical Epigenetics, 2020, 12, 138. 1.8 10

17343 Identification of Hidradenitis Suppurativa-Related mRNA Expression Patterns Through Analysis of Gene
Expression Omnibus. Dose-Response, 2020, 18, 155932582094264. 0.7 3

17344 Immune profiling of plasma-derived extracellular vesicles identifies Parkinson disease. Neurology:
Neuroimmunology and NeuroInflammation, 2020, 7, . 3.1 45

17345 Premature Activation of Immune Transcription Programs in Autoimmune-Predisposed Mouse
Embryonic Stem Cells and Blastocysts. International Journal of Molecular Sciences, 2020, 21, 5743. 1.8 0

17346 Applications of Proteomic Tools to Study Insect Vectorâ€“Plant Virus Interactions. Life, 2020, 10, 143. 1.1 5

17347 Piperlongumine inhibits head and neck squamous cell carcinoma proliferation by docking to Akt.
Phytotherapy Research, 2020, 34, 3345-3358. 2.8 8

17348 Adipose Tissue Transcriptome Is Related to Pollutant Exposure in Polar Bear Motherâ€“Cub Pairs from
Svalbard, Norway. Environmental Science &amp; Technology, 2020, 54, 11365-11375. 4.6 7



959

Citation Report

# Article IF Citations

17349 Signaling pathways in the coral polyp bail-out response. Coral Reefs, 2020, 39, 1535-1548. 0.9 15

17350 The Immune Landscape and Prognostic Immune Key Genes Potentially Involved in Modulating Synaptic
Functions in Prostate Cancer. Frontiers in Oncology, 2020, 10, 1330. 1.3 8

17351 N<sup>6</sup>â€•methyladenosine and RNA secondary structure affect transcript stability and protein
abundance during systemic salt stress in Arabidopsis. Plant Direct, 2020, 4, e00239. 0.8 41

17352 Dead cells release a â€˜necrosignalâ€™ that activates antibiotic survival pathways in bacterial swarms.
Nature Communications, 2020, 11, 4157. 5.8 48

17353 Phf21b imprints the spatiotemporal epigenetic switch essential for neural stem cell differentiation.
Genes and Development, 2020, 34, 1190-1209. 2.7 9

17354 Induction of <scp><i>Escherichia coli</i> O157</scp>:<scp>H7</scp> into a viable but nonâ€•culturable
state by high temperature and its resuscitation. Environmental Microbiology Reports, 2020, 12, 568-577. 1.0 22

17355 Interferon-Î³ signaling in human iPSCâ€“derived neurons recapitulates neurodevelopmental disorder
phenotypes. Science Advances, 2020, 6, eaay9506. 4.7 56

17356 Potential Molecular Mechanism of the <i>NPPB</i> Gene in Postischemic Heart Failure with and
without T2DM. BioMed Research International, 2020, 2020, 1-17. 0.9 2

17357 Transcript Profiles of Stria Vascularis in Models of Waardenburg Syndrome. Neural Plasticity, 2020,
2020, 1-9. 1.0 3

17358 Network Pharmacology-Based Strategy to Investigate the Pharmacological Mechanisms of <i>Ginkgo
biloba</i> Extract for Aging. Evidence-based Complementary and Alternative Medicine, 2020, 2020, 1-10. 0.5 3

17359 Discovery of the possible mechanisms in kouyanqing granule for treatment of oral ulcers based on
network pharmacology. BMC Complementary Medicine and Therapies, 2020, 20, 258. 1.2 10

17360 Uncovering the Mechanisms of Cryptotanshinone as a Therapeutic Agent Against Hepatocellular
Carcinoma. Frontiers in Pharmacology, 2020, 11, 1264. 1.6 17

17361 Computational Identification and Characterization of New microRNAs in Human Platelets Stored in a
Blood Bank. Biomolecules, 2020, 10, 1173. 1.8 4

17362 Differential Expression of Multiple Disease-Related Protein Groups Induced by Valproic Acid in Human
SH-SY5Y Neuroblastoma Cells. Brain Sciences, 2020, 10, 545. 1.1 8

17363 The ubiquitin ligase Cullin-1 associates with chromatin and regulates transcription of specific c-MYC
target genes. Scientific Reports, 2020, 10, 13942. 1.6 16

17364 Differentiation-dependent susceptibility of human muscle cells to Zika virus infection. PLoS Neglected
Tropical Diseases, 2020, 14, e0008282. 1.3 12

17365 TGF-Î²1-Mediated FDNCR1 Regulates Porcine Preadipocyte Differentiation via the TGF-Î² Signaling Pathway.
Animals, 2020, 10, 1399. 1.0 6

17366 Comparison of Tenocyte Populations from the Core and Periphery of Equine Tendons. Journal of
Proteome Research, 2020, 19, 4137-4144. 1.8 4



960

Citation Report

# Article IF Citations

17367 Taf14 recognizes a common motif in transcriptional machineries and facilitates their clustering by
phase separation. Nature Communications, 2020, 11, 4206. 5.8 19

17368 Effects of Genetic and Physiological Divergence on the Evolution of a Sulfate-Reducing Bacterium
under Conditions of Elevated Temperature. MBio, 2020, 11, . 1.8 5

17369 Gene Expression and RNA Splicing Imputation Identifies Novel Candidate Genes Associated with
Osteoporosis. Journal of Clinical Endocrinology and Metabolism, 2020, 105, e4742-e4757. 1.8 12

17370 Association Analysis of Peripheral and CSF Biomarkers in Late Mild Cognitive Impairment. Frontiers in
Genetics, 2020, 11, 834. 1.1 1

17371 Detecting Interactive Gene Groups for Single-Cell RNA-Seq Data Based on Co-Expression Network
Analysis and Subgraph Learning. Cells, 2020, 9, 1938. 1.8 11

17372
Integrated Phytochemical Analysis Based on UPLC-MS and Network Pharmacology Approaches to
Explore the Quality Control Markers for the Quality Assessment of Trifolium pratense L.. Molecules,
2020, 25, 3787.

1.7 13

17373 S-adenosyl- <scp>l</scp> -homocysteine hydrolase links methionine metabolism to the circadian clock
and chromatin remodeling. Science Advances, 2020, 6, . 4.7 49

17374
Mapping the Multi-Organ miRNA-mRNA Regulatory Network in LPS-Mediated Endotoxemic Mice:
Exploring the Shared Underlying Key Genes and Mechanisms. Frontiers in Molecular Biosciences, 2020,
7, 573327.

1.6 3

17375
The Association between the Usage of Non-Steroidal Anti-Inflammatory Drugs and Cognitive Status:
Analysis of Longitudinal and Cross-Sectional Studies from the Global Alzheimerâ€™s Association
Interactive Network and Transcriptomic Data. Brain Sciences, 2020, 10, 961.

1.1 10

17376 Widespread Aberrant Alternative Splicing despite Molecular Remission in Chronic Myeloid Leukaemia
Patients. Cancers, 2020, 12, 3738. 1.7 10

17377 Radix Rehmanniae and Corni Fructus against Diabetic Nephropathy via AGE-RAGE Signaling Pathway.
Journal of Diabetes Research, 2020, 2020, 1-15. 1.0 20

17378 <p>Quantitative Tyrosine Phosphoproteomic Analysis of Resistance to Radiotherapy in Nasopharyngeal
Carcinoma Cells</p>. Cancer Management and Research, 2020, Volume 12, 12667-12678. 0.9 3

17379 Impact of Ringerâ€™s Solution Challenge Stress to Immunostimulatory Experiment, Insights From
Japanese Flounder. Frontiers in Physiology, 2020, 11, 612036. 1.3 1

17380 Mesenchymal ETV transcription factors regulate cochlear length. Hearing Research, 2020, 396, 108039. 0.9 4

17381 Pontin arginine methylation by CARM1 is crucial for epigenetic regulation of autophagy. Nature
Communications, 2020, 11, 6297. 5.8 36

17382 The long non-coding RNA LUCAT1 is a negative feedback regulator of interferon responses in humans.
Nature Communications, 2020, 11, 6348. 5.8 48

17383 Functional in vivo and in vitro effects of 20q11.21 genetic aberrations on hPSC differentiation.
Scientific Reports, 2020, 10, 18582. 1.6 17

17384 Glucocorticoid-dependent transcription in skin requires epidermal expression of the glucocorticoid
receptor and is modulated by the mineralocorticoid receptor. Scientific Reports, 2020, 10, 18954. 1.6 4



961

Citation Report

# Article IF Citations

17385 miRNA profiles of canine cutaneous mast cell tumours with early nodal metastasis and evaluation as
potential biomarkers. Scientific Reports, 2020, 10, 18918. 1.6 6

17386 RNA seq analyses of chicken reveals biological pathways involved in acclimation into different
geographical locations. Scientific Reports, 2020, 10, 19288. 1.6 7

17387 Transcriptome profiling and weighted gene co-expression network analysis of early floral
development in Aquilegia coerulea. Scientific Reports, 2020, 10, 19637. 1.6 12

17388 IL-10 based immunomodulation initiated at birth extends lifespan in a familial mouse model of
amyotrophic lateral sclerosis. Scientific Reports, 2020, 10, 20862. 1.6 5

17389 DNA methyltransferase 3B plays a protective role against hepatocarcinogenesis caused by chronic
inflammation via maintaining mitochondrial homeostasis. Scientific Reports, 2020, 10, 21268. 1.6 7

17390 Stem cell characteristics promote aggressiveness of diffuse large B-cell lymphoma. Scientific Reports,
2020, 10, 21342. 1.6 7

17391 Gene expression profiling in neuronal cells identifies a different type of transcriptome modulated by
NF-Y. Scientific Reports, 2020, 10, 21714. 1.6 4

17392 Transfer learning efficiently maps bone marrow cell types from mouse to human using single-cell RNA
sequencing. Communications Biology, 2020, 3, 736. 2.0 18

17393 Expression analysis based diagnostic potential of hypoxia-responsive genes in gastric tumorigenesis.
Gene Reports, 2020, 21, 100936. 0.4 0

17394 Functional annotation of genetic associations by transcriptome-wide association analysis provides
insights into neutrophil development regulation. Communications Biology, 2020, 3, 790. 2.0 1

17395 Metabolic RNA labeling for probing RNA dynamics in bacteria. Nucleic Acids Research, 2020, 48,
12566-12576. 6.5 17

17396 Identification of Key Modules and Hub Genes Involved in Esophageal Squamous Cell Carcinoma
Tumorigenesis Using WCGNA. Cancer Control, 2020, 27, 107327482097881. 0.7 15

17397 Comprehensive Profiling of Gene Expression in the Cerebral Cortex and Striatum of BTBRTF/ArtRbrc
Mice Compared to C57BL/6J Mice. Frontiers in Cellular Neuroscience, 2020, 14, 595607. 1.8 8

17398 Genome-Wide Analysis Revealed Homozygosity and Demographic History of Five Chinese Sheep Breeds
Adapted to Different Environments. Genes, 2020, 11, 1480. 1.0 14

17399
Increased miR-142 Levels in Plasma and Atherosclerotic Plaques from Peripheral Artery Disease
Patients with Post-Surgery Cardiovascular Events. International Journal of Molecular Sciences, 2020,
21, 9600.

1.8 11

17400 Proteomic 2D-DIGE Analysis of Milk Whey from Dairy Cows with Staphylococcus aureus Mastitis
Reveals Overexpression of Host Defense Proteins. Microorganisms, 2020, 8, 1883. 1.6 10

17401 Sex impacts cardiac function and the proteome response to thyroid hormone in aged mice. Proteome
Science, 2020, 18, 11. 0.7 3

17402 High expression of forkhead box M1 (FOXM1) is a poor prognostic biomarker in lung adenocarcinoma.
Translational Cancer Research, 2020, 9, 6331-6343. 0.4 1



962

Citation Report

# Article IF Citations

17403 Genomic Analyses Reveal Adaptation to Hot Arid and Harsh Environments in Native Chickens of China.
Frontiers in Genetics, 2020, 11, 582355. 1.1 19

17404 Improved Detection of Potentially Pleiotropic Genes in Coronary Artery Disease and Chronic Kidney
Disease Using GWAS Summary Statistics. Frontiers in Genetics, 2020, 11, 592461. 1.1 4

17405 Acyl-CoA Thioesterase 8 and 11 as Novel Biomarkers for Clear Cell Renal Cell Carcinoma. Frontiers in
Genetics, 2020, 11, 594969. 1.1 17

17406 A Protein Microarray-Based Investigation of Cerebrospinal Fluid Reveals Distinct Autoantibody
Signature in Low and High-Grade Gliomas. Frontiers in Oncology, 2020, 10, 543947. 1.3 5

17407 A Comparative View on the Oviductal Environment during the Periconception Period. Biomolecules,
2020, 10, 1690. 1.8 15

17408 Comparative Analysis of the Transcriptome, Proteome, and miRNA Profile of Kupffer Cells and
Monocytes. Biomedicines, 2020, 8, 627. 1.4 9

17409 Molecular Network Profiling in Intestinal- and Diffuse-Type Gastric Cancer. Cancers, 2020, 12, 3833. 1.7 20

17410
The Degree of Cardiac Remodelling before Overload Relief Triggers Different Transcriptome and
miRome Signatures during Reverse Remodelling (RR)â€”Molecular Signature Differ with the Extent of
RR. International Journal of Molecular Sciences, 2020, 21, 9687.

1.8 1

17411 Dppa2/4 as a trigger of signaling pathways to promote zygote genome activation by binding to CG-rich
region. Briefings in Bioinformatics, 2021, 22, . 3.2 12

17412 Development of a prognostic signature for bladder cancer based on immune-related genes. Annals of
Translational Medicine, 2020, 8, 1380-1380. 0.7 3

17413 Analyses of Avascular Mutants Reveal Unique Transcriptomic Signature of Non-conventional
Endothelial Cells. Frontiers in Cell and Developmental Biology, 2020, 8, 589717. 1.8 6

17414 Exploring the Limits of Combined Image/'omics Analysis for Non-cancer Histological Phenotypes.
Frontiers in Genetics, 2020, 11, 555886. 1.1 5

17415 The Effects of Brown Algae-Derived Monosaccharide L-Fucose on Lipid Metabolism in C57BL/6J Obese
Mice. Nutrients, 2020, 12, 3798. 1.7 8

17416 Genomic and physiological mechanisms underlying skin plasticity during water to air transition in an
amphibious fish. Journal of Experimental Biology, 2021, 224, . 0.8 10

17417 Mud Loss Restricts Yki-Dependent Hyperplasia in Drosophila Epithelia. Journal of Developmental
Biology, 2020, 8, 34. 0.9 2

17418 Sex-Specific Differences in Extracellular Vesicle Protein Cargo in Synovial Fluid of Patients with
Osteoarthritis. Life, 2020, 10, 337. 1.1 20

17419 Tracing selection signatures in the pig genome gives evidence for selective pressures on a unique
curly hair phenotype in Mangalitza. Scientific Reports, 2020, 10, 22142. 1.6 8

17420 Molecularly targeted photothermal ablation improves tumor specificity and immune modulation in a
rat model of hepatocellular carcinoma. Communications Biology, 2020, 3, 783. 2.0 13



963

Citation Report

# Article IF Citations

17421 Prenatal Alcohol Exposure in Rats Diminishes Postnatal Cxcl16 Chemokine Ligand Brain Expression.
Brain Sciences, 2020, 10, 987. 1.1 2

17422 Identification of the Biomarkers and Pathological Process of Heterotopic Ossification: Weighted
Gene Co-Expression Network Analysis. Frontiers in Endocrinology, 2020, 11, 581768. 1.5 9

17423 Identification of Hub Prognosis-Associated Oxidative Stress Genes in Pancreatic Cancer Using
Integrated Bioinformatics Analysis. Frontiers in Genetics, 2020, 11, 595361. 1.1 8

17424 Identification of candidate biomarkers correlated with the pathogenesis and prognosis of breast
cancer via integrated bioinformatics analysis. Medicine (United States), 2020, 99, e23153. 0.4 9

17425 Reshaping of the Arabidopsis thaliana Proteome Landscape and Co-regulation of Proteins in
Development and Immunity. Molecular Plant, 2020, 13, 1709-1732. 3.9 26

17426 Genetic architecture of host proteins involved in SARS-CoV-2 infection. Nature Communications, 2020,
11, 6397. 5.8 71

17427 Possible proteomic biomarkers for the detection of pancreatic cancer in oral fluids. Scientific
Reports, 2020, 10, 21995. 1.6 11

17428 Involvement of activated cytotoxic T lymphocytes and natural killer cells in Henochâ€“SchÃ¶nlein
purpura nephritis. Clinical and Translational Immunology, 2020, 9, e1212. 1.7 12

17429 Large-scale Generation of Functional and Transplantable Hepatocytes and Cholangiocytes from
Human Endoderm Stem Cells. Cell Reports, 2020, 33, 108455. 2.9 24

17430 Machine Learning of Hematopoietic Stem Cell Divisions from Paired Daughter Cell Expression Profiles
Reveals Effects of Aging on Self-Renewal. Cell Systems, 2020, 11, 640-652.e5. 2.9 12

17431
High-throughput analysis and functional interpretation of extracellular vesicle content in
hematological malignancies. Computational and Structural Biotechnology Journal, 2020, 18,
2670-2677.

1.9 8

17432 Proteomic analysis of subcellular compartments containing disseminated alpha-synuclein seeds.
Neuroscience Research, 2020, 170, 341-349. 1.0 0

17433 Improving existing analysis pipeline to identify and analyze cancer driver genes using multi-omics data.
Scientific Reports, 2020, 10, 20521. 1.6 10

17434 Transcriptomic analysis of tobacco-flavored E-cigarette and menthol-flavored E-cigarette exposure in
the human middle ear. Scientific Reports, 2020, 10, 20799. 1.6 4

17435
A long noncoding RNA, <i>LncMyoD</i> , modulates chromatin accessibility to regulate muscle stem
cell myogenic lineage progression. Proceedings of the National Academy of Sciences of the United
States of America, 2020, 117, 32464-32475.

3.3 32

17436
Transfer RNA fragments replace microRNA regulators of the cholinergic poststroke immune blockade.
Proceedings of the National Academy of Sciences of the United States of America, 2020, 117,
32606-32616.

3.3 37

17437 nMAGMA: a network-enhanced method for inferring risk genes from GWAS summary statistics and its
application to schizophrenia. Briefings in Bioinformatics, 2021, 22, . 3.2 4

17438 Targeting histone K4 trimethylation for treatment of cognitive and synaptic deficits in mouse models
of Alzheimerâ€™s disease. Science Advances, 2020, 6, . 4.7 52



964

Citation Report

# Article IF Citations

17439 Bioinformatics Analysis Identifies Key Genes and Pathways in Acute Myeloid Leukemia Associated with
DNMT3A Mutation. BioMed Research International, 2020, 2020, 1-12. 0.9 9

17440 Follistatin-like 1 (FSTL1) is a prognostic biomarker and correlated with immune cell infiltration in
gastric cancer. World Journal of Surgical Oncology, 2020, 18, 324. 0.8 13

17441 Systematic Analysis of Expression Profiles and Prognostic Significance for FAM83 Family in
Non-small-Cell Lung Cancer. Frontiers in Molecular Biosciences, 2020, 7, 572406. 1.6 13

17442 Inhibition of miR-152 during In Vitro Maturation Enhances the Developmental Potential of Porcine
Embryos. Animals, 2020, 10, 2289. 1.0 1

17443 Impact of AHR Ligand TCDD on Human Embryonic Stem Cells and Early Differentiation. International
Journal of Molecular Sciences, 2020, 21, 9052. 1.8 4

17444 Proteomic Study Identifies Glycolytic and Inflammation Pathways Involved in Recurrent Otitis Media.
International Journal of Molecular Sciences, 2020, 21, 9291. 1.8 3

17445 Transcriptional Trajectories in Mouse Limb Buds Reveal the Transition from Anterior-Posterior to
Proximal-Distal Patterning at Early Limb Bud Stage. Journal of Developmental Biology, 2020, 8, 31. 0.9 11

17446 Extended transcriptome analysis reveals genome-wide lncRNA-mediated epigenetic dysregulation in
colorectal cancer. Computational and Structural Biotechnology Journal, 2020, 18, 3507-3517. 1.9 2

17447 Primary effusion lymphoma enhancer connectome links super-enhancers to dependency factors.
Nature Communications, 2020, 11, 6318. 5.8 21

17448 Humanized <i>Drosophila</i> Model of the Meier-Gorlin Syndrome Reveals Conserved and Divergent
Features of the Orc6 Protein. Genetics, 2020, 216, 995-1007. 1.2 5

17449
Redoxâ€“Oligomeric State of Peroxiredoxin-2 and Glyceraldehyde-3-Phosphate Dehydrogenase in
Obstructive Sleep Apnea Red Blood Cells under Positive Airway Pressure Therapy. Antioxidants, 2020, 9,
1184.

2.2 4

17450 Proteomics reveals the preliminary physiological states of the spotted seal (Phoca largha) pups.
Scientific Reports, 2020, 10, 18727. 1.6 6

17451 An in-silico method leads to recognition of hub genes and crucial pathways in survival of patients
with breast cancer. Scientific Reports, 2020, 10, 18770. 1.6 18

17452 A Novel Four-Gene Signature Associated With Immune Checkpoint for Predicting Prognosis in
Lower-Grade Glioma. Frontiers in Oncology, 2020, 10, 605737. 1.3 13

17453 TMEA: A Thermodynamically Motivated Framework for Functional Characterization of Biological
Responses to System Acclimation. Entropy, 2020, 22, 1030. 1.1 5

17454 Campylobacter jejuni Cas9 Modulates the Transcriptome in Caco-2 Intestinal Epithelial Cells. Genes,
2020, 11, 1193. 1.0 12

17455 DNA Methylation Associated With Diabetic Kidney Disease in Blood-Derived DNA. Frontiers in Cell and
Developmental Biology, 2020, 8, 561907. 1.8 19

17456 Multi-Omics Analysis Detects Novel Prognostic Subgroups of Breast Cancer. Frontiers in Genetics,
2020, 11, 574661. 1.1 18



965

Citation Report

# Article IF Citations

17457 DNA methylation profiles in adults born at extremely low birth weight. Development and
Psychopathology, 2022, 34, 19-36. 1.4 2

17458 Screening and identification of key genes and pathways in metastatic uveal melanoma based on gene
expression using bioinformatic analysis. Medicine (United States), 2020, 99, e22974. 0.4 6

17459 Epigenome-wide association study for pesticide (Permethrin and DEET) induced DNA methylation
epimutation biomarkers for specific transgenerational disease. Environmental Health, 2020, 19, 109. 1.7 13

17460 Proteomics identifies differences in fibrotic potential of extracellular vesicles from human tendon
and muscle fibroblasts. Cell Communication and Signaling, 2020, 18, 177. 2.7 13

17461 Melphalan induces cardiotoxicity through oxidative stress in cardiomyocytes derived from human
induced pluripotent stem cells. Stem Cell Research and Therapy, 2020, 11, 470. 2.4 14

17462
Identification of a Novel Link between the Intermediate Filament Organizer IFO-1 and Cholesterol
Metabolism in the Caenorhabditis elegans Intestine. International Journal of Molecular Sciences,
2020, 21, 8219.

1.8 5

17463 Bioinformatic Identification of Hub Genes and Analysis of Prognostic Values in Colorectal Cancer.
Nutrition and Cancer, 2021, 73, 2568-2578. 0.9 7

17464 Identification of Prognosis-Related Genes in Bladder Cancer Microenvironment across TCGA Database.
BioMed Research International, 2020, 2020, 1-13. 0.9 9

17465 Identification of prognosis-associated immune genes and exploration of immune cell infiltration in
colorectal cancer. Biomarkers in Medicine, 2020, 14, 1353-1369. 0.6 5

17466
New Amphiphilic Squalene Derivative Improves Metabolism of Adipocytes Differentiated From Diabetic
Adipose-Derived Stem Cells and Prevents Excessive Lipogenesis. Frontiers in Cell and Developmental
Biology, 2020, 8, 577259.

1.8 6

17467 Longâ€•term expansion with germline potential of human primordial germ cellâ€•like cells <i>inÂ vitro</i>.
EMBO Journal, 2020, 39, e104929. 3.5 43

17468 Investigation of hub genes involved in diabetic nephropathy using biological informatics methods.
Annals of Translational Medicine, 2020, 8, 1087-1087. 0.7 10

17469 Genetic Signatures of Selection for Cashmere Traits in Chinese Goats. Animals, 2020, 10, 1905. 1.0 21

17470
A First Glimpse of the Mexican Fruit Fly Anastrepha ludens (Diptera: Tephritidae) Antenna Morphology
and Proteome in Response to a Proteinaceous Attractant. International Journal of Molecular
Sciences, 2020, 21, 8086.

1.8 9

17471
Exploration of Pericyte-Derived Factors Implicated in Lung Cancer Brain Metastasis Protection: A Pilot
Messenger RNA Sequencing Using the Bloodâ€“Brain Barrier In Vitro Model. Cellular and Molecular
Neurobiology, 2020, , 1.

1.7 4

17472 Repetitive Elements Trigger RIG-I-like Receptor Signaling that Regulates the Emergence of
Hematopoietic Stem and Progenitor Cells. Immunity, 2020, 53, 934-951.e9. 6.6 43

17473 Broad genic repression domains signify enhanced silencing of oncogenes. Nature Communications,
2020, 11, 5560. 5.8 10

17474 A circular RNA generated from an intron of the insulin gene controls insulin secretion. Nature
Communications, 2020, 11, 5611. 5.8 51



966

Citation Report

# Article IF Citations

17475 Deep conservation of the enhancer regulatory code in animals. Science, 2020, 370, . 6.0 89

17476 Microbiota-Derived Short-Chain Fatty Acids Promote LAMTOR2-Mediated Immune Responses in
Macrophages. MSystems, 2020, 5, . 1.7 40

17477
Glycolytic overload-driven dysfunction of periodontal ligament fibroblasts in high glucose
concentration, corrected by glyoxalase 1 inducer. BMJ Open Diabetes Research and Care, 2020, 8,
e001458.

1.2 19

17478 <i>Vibrio cholerae</i> cytotoxin MakA induces noncanonical autophagy resulting in the spatial
inhibition of canonical autophagy. Journal of Cell Science, 2021, 134, . 1.2 8

17479 3D printed <i>in vitro</i> tumor tissue model of colorectal cancer. Theranostics, 2020, 10, 12127-12143. 4.6 44

17480 Potential Molecular Mechanisms of Plantain in the Treatment of Gout and Hyperuricemia Based on
Network Pharmacology. Evidence-based Complementary and Alternative Medicine, 2020, 2020, 1-20. 0.5 20

17481 Identification of NLRP3 Inflammation-Related Gene Promoter Hypomethylation in Diabetic Retinopathy. ,
2020, 61, 12. 8

17482 Involvement of NEK2 and its interaction with NDC80 and CEP250 in hepatocellular carcinoma. BMC
Medical Genomics, 2020, 13, 158. 0.7 7

17483
A tumour suppressive relationship between mineralocorticoid and retinoic acid receptors activates a
transcriptional program consistent with a reverse Warburg effect in breast cancer. Breast Cancer
Research, 2020, 22, 122.

2.2 6

17484 Toxicant-Induced Metabolic Alterations in Lipid and Amino Acid Pathways Are Predictive of Acute Liver
Toxicity in Rats. International Journal of Molecular Sciences, 2020, 21, 8250. 1.8 8

17485
Time-course transcriptomics reveals that amino acids catabolism plays a key role in toxinogenesis and
morphology in <i>Clostridium tetani</i>. Journal of Industrial Microbiology and Biotechnology,
2020, 47, 1059-1073.

1.4 6

17486 A Template-Based Approach for Guiding and Refining the Development of Cinnamon-Based
Phenylpropanoids as Drugs. Molecules, 2020, 25, 4629. 1.7 1

17487 Bioinformatics analysis of a-three-gene signature as an independent prediction of survival in
follicular gastritis developing into gastric cancer. Gene Reports, 2020, 21, 100861. 0.4 1

17488 Intellectual disability-associated factor Zbtb11 cooperates with NRF-2/GABP to control mitochondrial
function. Nature Communications, 2020, 11, 5469. 5.8 12

17489 Identification of Translational microRNA Biomarker Candidates for Ketoconazole-Induced Liver Injury
Using Next-Generation Sequencing. Toxicological Sciences, 2020, 179, 31-43. 1.4 10

17490
Integrating systematic biological and proteomics strategies to explore the pharmacological
mechanism of danshen yin modified on atherosclerosis. Journal of Cellular and Molecular Medicine,
2020, 24, 13876-13898.

1.6 8

17491 Integrative Analysis of DNA Methylation Identified 12 Signature Genes Specific to Metastatic ccRCC.
Frontiers in Oncology, 2020, 10, 556018. 1.3 9

17492 Integrating Single-Step GWAS and Bipartite Networks Reconstruction Provides Novel Insights into
Yearling Weight and Carcass Traits in Hanwoo Beef Cattle. Animals, 2020, 10, 1836. 1.0 14



967

Citation Report

# Article IF Citations

17493 ADAR2 Is Involved in Self and Nonself Recognition of Borna Disease Virus Genomic RNA in the Nucleus.
Journal of Virology, 2020, 94, . 1.5 15

17494
Differential effects of REV-ERBÎ±/Î² agonism on cardiac gene expression, metabolism, and contractile
function in a mouse model of circadian disruption. American Journal of Physiology - Heart and
Circulatory Physiology, 2020, 318, H1487-H1508.

1.5 29

17495 Estrogen Receptor Pathway Activity Score to Predict Clinical Response or Resistance to Neoadjuvant
Endocrine Therapy in Primary Breast Cancer. Molecular Cancer Therapeutics, 2020, 19, 680-689. 1.9 44

17496 Effect of duck hepatitis A virus genotype 3 infection on glucose metabolism of Pekin ducklings and
underlying mechanism. Gene, 2020, 748, 144710. 1.0 7

17497 Identification of Novel Key Targets and Candidate Drugs in Oral Squamous Cell Carcinoma. Current
Bioinformatics, 2020, 15, 328-337. 0.7 18

17498 Establishment and characterization of a MALT lymphoma cell line carrying an API2â€•MALT1
translocation. Genes Chromosomes and Cancer, 2020, 59, 517-524. 1.5 3

17499 Immune suppression caused by PD-L2 expression on tumor cells in gastric cancer. Gastric Cancer, 2020,
23, 961-973. 2.7 21

17500 Identifying potential treatments of COVID-19 from Traditional Chinese Medicine (TCM) by using a
data-driven approach. Journal of Ethnopharmacology, 2020, 258, 112932. 2.0 98

17501 Rottlerin acts as a therapeutic in primary open-angle glaucoma by targeting the trabecular meshwork
via activation of Rap1 signaling. Pharmacological Research, 2020, 159, 104780. 3.1 8

17502 SETDB1 Inhibits p53-Mediated Apoptosis and Is Required for Formation of Pancreatic Ductal
Adenocarcinomas in Mice. Gastroenterology, 2020, 159, 682-696.e13. 0.6 26

17503 Genome-wide identification and characterisation of long non-coding RNAs in two Chinese cattle
breeds. Italian Journal of Animal Science, 2020, 19, 383-391. 0.8 5

17504 Prognostic Role of microRNA-205 in Human Gynecological Cancer: A Meta-Analysis of Fourteen
Studies. DNA and Cell Biology, 2020, 39, 875-889. 0.9 8

17505
Hepatitis B Virus Core Particles Containing a Conserved Region of the G Protein Combined with
Interleukin-35 Protected Mice against Respiratory Syncytial Virus Infection without Vaccine-Enhanced
Immunopathology. Journal of Virology, 2020, 94, .

1.5 10

17506 Multi-Omic Analyses Provide Links between Low-Dose Antibiotic Treatment and Induction of Secondary
Metabolism in Burkholderia thailandensis. MBio, 2020, 11, . 1.8 23

17507
Experimental analysis of T cell epitopes for designing liver cancer vaccine predicted by system-level
immunoinformatics approach. American Journal of Physiology - Renal Physiology, 2020, 318,
G1055-G1069.

1.6 4

17508 RNA-GPS predicts high-resolution RNA subcellular localization and highlights the role of splicing.
Rna, 2020, 26, 851-865. 1.6 15

17509 Intricate Genetic Programs Controlling Dormancy in Mycobacterium tuberculosis. Cell Reports, 2020,
31, 107577. 2.9 31

17510 Segregation of an MSH1 RNAi transgene produces heritable non-genetic memory in association with
methylome reprogramming. Nature Communications, 2020, 11, 2214. 5.8 50



968

Citation Report

# Article IF Citations

17511 AtNOT1 is required for gametophyte development in Arabidopsis. Plant Journal, 2020, 103, 1289-1303. 2.8 7

17512
An Integrative Pharmacology-Based Analysis of Refined Qingkailing Injection Against Cerebral Ischemic
Stroke: A Novel Combination of Baicalin, Geniposide, Cholic Acid, and Hyodeoxycholic Acid. Frontiers
in Pharmacology, 2020, 11, 519.

1.6 24

17513 Peritoneal Fluid Cytokines Reveal New Insights of Endometriosis Subphenotypes. International Journal
of Molecular Sciences, 2020, 21, 3515. 1.8 37

17514 Molecular subtyping reveals immune alterations in <scp><i>IDH</i></scp> wildâ€•type lowerâ€•grade
diffuse glioma. Journal of Pathology, 2020, 251, 272-283. 2.1 42

17515 Identification of Human Secretome and Membrane Proteome-Based Cancer Biomarkers Utilizing
Bioinformatics. Journal of Membrane Biology, 2020, 253, 257-270. 1.0 4

17516 Islet O-GlcNAcylation Is Required for Lipid Potentiation of Insulin Secretion through SERCA2. Cell
Reports, 2020, 31, 107609. 2.9 19

17517 Honey bee survival mechanisms against the parasite Varroa destructor: a systematic review of
phenotypic and genomic research efforts. International Journal for Parasitology, 2020, 50, 433-447. 1.3 88

17518
Integrated Analysis of the Mechanisms of Da-Chai-Hu Decoction in Type 2 Diabetes Mellitus by a
Network Pharmacology Approach. Evidence-based Complementary and Alternative Medicine, 2020, 2020,
1-21.

0.5 10

17519 Differential blood miRNA expression in brain amyloid imaging-defined Alzheimerâ€™s disease and
controls. Alzheimer's Research and Therapy, 2020, 12, 59. 3.0 35

17520 Functional Link between miR-200a and ELK3 Regulates the Metastatic Nature of Breast Cancer. Cancers,
2020, 12, 1225. 1.7 19

17521 Gene Ontology Curation of Neuroinflammation Biology Improves the Interpretation of Alzheimerâ€™s
Disease Gene Expression Data. Journal of Alzheimer's Disease, 2020, 75, 1417-1435. 1.2 18

17522 Identification of Prognostic miRNA Signature and Lymph Node Metastasis-Related Key Genes in Cervical
Cancer. Frontiers in Pharmacology, 2020, 11, 544. 1.6 29

17523
CDK4/6 inhibition presents as a therapeutic option for paediatric and adult germ cell tumours and
induces cell cycle arrest and apoptosis via canonical and non-canonical mechanisms. British Journal
of Cancer, 2020, 123, 378-391.

2.9 30

17524 The Tudor-domain protein TDRD7, mutated in congenital cataract, controls the heat shock protein
HSPB1 (HSP27) and lens fiber cell morphology. Human Molecular Genetics, 2020, 29, 2076-2097. 1.4 27

17525 NF90 modulates processing of a subset of human pri-miRNAs. Nucleic Acids Research, 2020, 48,
6874-6888. 6.5 16

17526
Functional Pathway Identification With CRISPR/Cas9 Genome-wide Gene Disruption in Human
Dopaminergic Neuronal Cells Following Chronic Treatment With Dieldrin. Toxicological Sciences,
2020, 176, 366-381.

1.4 14

17527 Liveâ€•cell screening platform using humanâ€•induced pluripotent stem cells expressing
fluorescenceâ€•tagged cytochrome P450 1A1. FASEB Journal, 2020, 34, 9141-9155. 0.2 4

17528 Integrated Analysis of a Noncoding RNA-Associated Competing Endogenous RNA Network in
Non-Alcoholic Fatty Liver Disease. IEEE Access, 2020, 8, 88977-88989. 2.6 2



969

Citation Report

# Article IF Citations

17529 RNA Sequencing of Human Peripheral Nerve in Response to Injury: Distinctive Analysis of the Nerve
Repair Pathways. Cell Transplantation, 2020, 29, 096368972092615. 1.2 19

17530 Emerging views of genome organization in Archaea. Journal of Cell Science, 2020, 133, . 1.2 14

17531
Genes and Proteomes Associated With Increased Mutation Frequency and Multidrug Resistance of
Naturally Occurring Mismatch Repair-Deficient Salmonella Hypermutators. Frontiers in Microbiology,
2020, 11, 770.

1.5 5

17532 Increasing Coverage of Proteome Identification of the Fruiting Body of Agaricus bisporus by Shotgun
Proteomics. Foods, 2020, 9, 632. 1.9 3

17533 Haplotype-Based Genome-Wide Association Study and Identification of Candidate Genes Associated
with Carcass Traits in Hanwoo Cattle. Genes, 2020, 11, 551. 1.0 14

17534 Whole-exome mutational landscape of metastasis in patient-derived hepatocellular carcinoma cells.
Genes and Diseases, 2020, 7, 380-391. 1.5 6

17535 Comprehensive Characterization of the Mutational Landscape in Localized Anal Squamous Cell
Carcinoma. Translational Oncology, 2020, 13, 100778. 1.7 8

17536 Expression profiling and analysis of some miRNAs in subcutaneous white adipose tissue during
development of obesity. Genes and Nutrition, 2020, 15, 8. 1.2 15

17537 A potential prognostic model based on miRNA expression profile in The Cancer Genome Atlas for
bladder cancer patients. Journal of Biological Research, 2020, 27, 6. 2.2 3

17538
Single or Combined Dietary Supply of Psidium guajava and Phyllanthus amarus Extracts Differentially
Modulate Immune Responses and Liver Proteome in Striped Catfish (Pangasianodon hyphophthalmus).
Frontiers in Immunology, 2020, 11, 797.

2.2 16

17539 Sex Differences in Biological Processes and Nitrergic Signaling in Mouse Brain. Biomedicines, 2020, 8,
124. 1.4 24

17540 In Vitro Effects of Streptococcus oralis Biofilm on Peri-Implant Soft Tissue Cells. Cells, 2020, 9, 1226. 1.8 13

17541 Physical Activity Dynamically Regulates the Hippocampal Proteome along the Dorso-Ventral Axis.
International Journal of Molecular Sciences, 2020, 21, 3501. 1.8 4

17542 Proteomic analysis of underlying apoptosis mechanisms of human retinal pigment epithelial ARPEâ€•19
cells in response to mechanical stretch. Journal of Cellular Physiology, 2020, 235, 7604-7619. 2.0 5

17543 Ancestral Haplotype Mapping for GWAS and Detection of Signatures of Selection in Admixed Dairy
Cattle of Kenya. Frontiers in Genetics, 2020, 11, 544. 1.1 12

17544 Decelerated epigenetic aging associated with mood stabilizers in the blood of patients with bipolar
disorder. Translational Psychiatry, 2020, 10, 129. 2.4 41

17545 Premature senescence in human melanocytes after exposure to solar UVR: An exosome and UVâ€•miRNA
connection. Pigment Cell and Melanoma Research, 2020, 33, 671-684. 1.5 12

17546
Cinobufagin Triggers Defects in Spindle Formation and Cap-Dependent Translation in Liver Cancer
Cells by Inhibiting the AURKA-mTOR-eIF4E Axis. The American Journal of Chinese Medicine, 2020, 48,
651-678.

1.5 13



970

Citation Report

# Article IF Citations

17547 A RUNX2 stabilization pathway mediates physiologic and pathologic bone formation. Nature
Communications, 2020, 11, 2289. 5.8 48

17548 Single-cell RNA sequencing demonstrates the molecular and cellular reprogramming of metastatic
lung adenocarcinoma. Nature Communications, 2020, 11, 2285. 5.8 565

17549 <i>In Silico</i>Identification of Crucial Genes and Specific Pathways in Hepatocellular Cancer. Genetic
Testing and Molecular Biomarkers, 2020, 24, 296-308. 0.3 9

17550
Potential genes and pathways along with immune cells infiltration in the progression of
atherosclerosis identified via microarray gene expression dataset re-analysis. Vascular, 2020, 28,
643-654.

0.4 21

17551 Elevated TNFRSF4 gene expression is a predictor of poor prognosis in non-M3 acute myeloid leukemia.
Cancer Cell International, 2020, 20, 146. 1.8 11

17552 Hippocampal Subregion Transcriptomic Profiles Reflect Strategy Selection during Cognitive Aging.
Journal of Neuroscience, 2020, 40, 4888-4899. 1.7 14

17553
Coregulator Sin3a Promotes Postnatal Murine Î²-Cell Fitness by Regulating Genes in Ca2+ Homeostasis,
Cell Survival, Vesicle Biosynthesis, Glucose Metabolism, and Stress Response. Diabetes, 2020, 69,
1219-1231.

0.3 9

17554 Tumor specific methylome in Chinese high-grade serous ovarian cancer characterized by gene
expression profile and tumor genotype. Gynecologic Oncology, 2020, 158, 178-187. 0.6 4

17555 Impact of Increased FUT8 Expression on the Extracellular Vesicle Proteome in Prostate Cancer Cells.
Journal of Proteome Research, 2020, 19, 2195-2205. 1.8 28

17556 The crucial p53-dependent oncogenic role of JAB1 in osteosarcoma in vivo. Oncogene, 2020, 39,
4581-4591. 2.6 22

17557 Inflammation as a risk factor for stroke in atrial fibrillation: data from a microarray data analysis.
Journal of International Medical Research, 2020, 48, 030006052092167. 0.4 10

17558 PenDA, a rank-based method for personalized differential analysis: Application to lung cancer. PLoS
Computational Biology, 2020, 16, e1007869. 1.5 10

17559 Comparison of a human neuronal model proteome upon Japanese encephalitis or West Nile Virus
infection and potential role of mosquito saliva in neuropathogenesis. PLoS ONE, 2020, 15, e0232585. 1.1 4

17560 Investigating gene-microRNA networks in atrial fibrillation patients with mitral valve regurgitation.
PLoS ONE, 2020, 15, e0232719. 1.1 14

17561 Gibberellin Promotes Bolting and Flowering via the Floral Integrators RsFT and RsSOC1-1 under
Marginal Vernalization in Radish. Plants, 2020, 9, 594. 1.6 13

17562 Identifying disease-causing mutations in genomes of single patients by computational approaches.
Human Genetics, 2020, 139, 769-776. 1.8 12

17563
Morpho-Anatomical and Molecular Characterization of the Oversprouting Symptoms Caused by
Fusarium decemcellulare in Guarana Plants (Paullinia cupana var. sorbilis). Tropical Plant Biology,
2020, 13, 274-286.

1.0 1

17564
Isobaric Labeling Strategy Utilizing 4-Plex <i>N</i>,<i>N</i>-Dimethyl Leucine (DiLeu) Tags Reveals
Proteomic Changes Induced by Chemotherapy in Cerebrospinal Fluid of Children with B-Cell Acute
Lymphoblastic Leukemia. Journal of Proteome Research, 2020, 19, 2606-2616.

1.8 7



971

Citation Report

# Article IF Citations

17565 circ5615 functions as a ceRNA to promote colorectal cancer progression by upregulating TNKS. Cell
Death and Disease, 2020, 11, 356. 2.7 51

17566 TASL is the SLC15A4-associated adaptor for IRF5 activation by TLR7â€“9. Nature, 2020, 581, 316-322. 13.7 117

17567 Proteomics-Based Approach Identifies Altered ER Domain Properties by ALS-Linked VAPB Mutation.
Scientific Reports, 2020, 10, 7610. 1.6 17

17568 The NMDA receptor subunit GluN3A regulates synaptic activity-induced and myocyte enhancer factor
2C (MEF2C)-dependent transcription. Journal of Biological Chemistry, 2020, 295, 8613-8627. 1.6 13

17569 The Change of Interleukin-6 Level-Related Genes and Pathways Induced by Exercise in Sedentary
Individuals. Journal of Interferon and Cytokine Research, 2020, 40, 236-244. 0.5 4

17570
Lower oxygen consumption and Complex I activity in mitochondria isolated from skeletal muscle of
fetal sheep with intrauterine growth restriction. American Journal of Physiology - Endocrinology
and Metabolism, 2020, 319, E67-E80.

1.8 29

17571 Chromosomal instability in untreated primary prostate cancer as an indicator of metastatic potential.
BMC Cancer, 2020, 20, 398. 1.1 13

17572 Active Notch signaling is required for arm regeneration in a brittle star. PLoS ONE, 2020, 15, e0232981. 1.1 16

17573 Proteome changes induced by a short, non-cytotoxic exposure to the mycoestrogen zearalenone in
the pig intestine. Journal of Proteomics, 2020, 224, 103842. 1.2 11

17574 Uncovering Sub-Structure and Genomic Profiles in Across-Countries Subpopulations of Angus Cattle.
Scientific Reports, 2020, 10, 8770. 1.6 6

17575
HTLV-1 induces T cell malignancy and inflammation by viral antisense factor-mediated modulation of
the cytokine signaling. Proceedings of the National Academy of Sciences of the United States of
America, 2020, 117, 13740-13749.

3.3 31

17576 Genetic Architecture and Molecular Neuropathology of Human Cocaine Addiction. Journal of
Neuroscience, 2020, 40, 5300-5313. 1.7 37

17577 Dissecting the Genetic Architecture of Cystatin C in Diversity Outbred Mice. G3: Genes, Genomes,
Genetics, 2020, 10, 2529-2541. 0.8 9

17578 Discovery of Widespread Host Protein Interactions with the Pre-replicated Genome of CHIKV Using
VIR-CLASP. Molecular Cell, 2020, 78, 624-640.e7. 4.5 64

17579 Zebrafish brain RNA sequencing reveals that cell adhesion molecules are critical in brain aging.
Neurobiology of Aging, 2020, 94, 164-175. 1.5 7

17580 Immunorthodontics: in vivo gene expression of orthodontic tooth movement. Scientific Reports,
2020, 10, 8172. 1.6 30

17581 Proteomic Profiling of Plasma and Brain Tissue from Alzheimerâ€™s Disease Patients Reveals Candidate
Network of Plasma Biomarkers. Journal of Alzheimer's Disease, 2020, 76, 349-368. 1.2 31

17582 ETS1 Suppresses Tumorigenesis of Human Breast Cancer via Trans-Activation of Canonical Tumor
Suppressor Genes. Frontiers in Oncology, 2020, 10, 642. 1.3 15



972

Citation Report

# Article IF Citations

17583 Microbial metabolomics and network analysis reveal fungistatic effect of basil (Ocimum basilicum) oil
on Candida albicans. Journal of Ethnopharmacology, 2020, 260, 113002. 2.0 16

17584 Machine learning uncovers cell identity regulator by histone code. Nature Communications, 2020, 11,
2696. 5.8 25

17585
Common homozygosity for predicted loss-of-function variants reveals both redundant and
advantageous effects of dispensable human genes. Proceedings of the National Academy of Sciences of
the United States of America, 2020, 117, 13626-13636.

3.3 18

17586 Gene-expression profile reveals the genetic and acquired phenotypes of hyperactive mutant SPORTS
rat. Journal of Medical Investigation, 2020, 67, 51-61. 0.2 3

17587 The Effects of Aronia melanocarpa Juice Consumption on the mRNA Expression Profile in Peripheral
Blood Mononuclear Cells in Subjects at Cardiovascular Risk. Nutrients, 2020, 12, 1484. 1.7 3

17588 Reduction of Liver Metastasis Stiffness Improves Response to Bevacizumab in Metastatic Colorectal
Cancer. Cancer Cell, 2020, 37, 800-817.e7. 7.7 179

17589
Guizhi Fuling Decoction inhibiting the PI3K and MAPK pathways in breast cancer cells revealed by HTS2
technology and systems pharmacology. Computational and Structural Biotechnology Journal, 2020,
18, 1121-1136.

1.9 27

17590 Seq-ing answers: Current data integration approaches to uncover mechanisms of transcriptional
regulation. Computational and Structural Biotechnology Journal, 2020, 18, 1330-1341. 1.9 16

17591 Functional Compensation and Mechanism of Choline Acetyltransferase in the Treatment of Cognitive
Deficits in Aged Dementia Mice. Neuroscience, 2020, 442, 41-53. 1.1 9

17592 Macrophage Subpopulation Dynamics Shift following Intravenous Infusion of Mesenchymal Stromal
Cells. Molecular Therapy, 2020, 28, 2007-2022. 3.7 15

17593 Small extracellular vesicles derived from human MSCs prevent allergic airway inflammation via
immunomodulation on pulmonary macrophages. Cell Death and Disease, 2020, 11, 409. 2.7 36

17594 TNF-alpha-induced microglia activation requires miR-342: impact on NF-kB signaling and neurotoxicity.
Cell Death and Disease, 2020, 11, 415. 2.7 108

17595 Plasma-derived extracellular vesicles from Plasmodium vivax patients signal spleen fibroblasts via
NF-kB facilitating parasite cytoadherence. Nature Communications, 2020, 11, 2761. 5.8 56

17596 Identifying the mRNAs associated with Bladder cancer recurrence. Cancer Biomarkers, 2020, 28,
429-437. 0.8 6

17597 The Integrated Landscape of Biological Candidate Causal Genes in Coronary Artery Disease. Frontiers
in Genetics, 2020, 11, 320. 1.1 12

17598 RNA Sequencing in Comparison to Immunohistochemistry for Measuring Cancer Biomarkers in Breast
Cancer and Lung Cancer Specimens. Biomedicines, 2020, 8, 114. 1.4 22

17599 The Expression of microRNA in Adult Rat Heart with Isoproterenol-Induced Cardiac Hypertrophy.
Cells, 2020, 9, 1173. 1.8 7

17600 Therapeutic Effect of Rapamycin on Aortic Dissection in Mice. International Journal of Molecular
Sciences, 2020, 21, 3341. 1.8 14



973

Citation Report

# Article IF Citations

17601 Transcriptomics in Toxicogenomics, Part II: Preprocessing and Differential Expression Analysis for
High Quality Data. Nanomaterials, 2020, 10, 903. 1.9 31

17602 SOX4 activates CXCL12 in hepatocellular carcinoma cells to modulate endothelial cell migration and
angiogenesis in vivo. Oncogene, 2020, 39, 4695-4710. 2.6 32

17603 Cancer Exacerbates Chemotherapy-Induced Sensory Neuropathy. Cancer Research, 2020, 80, 2940-2955. 0.4 21

17604 Gene networks and expression quantitative trait loci associated with adjuvant chemotherapy
response in high-grade serous ovarian cancer. BMC Cancer, 2020, 20, 413. 1.1 6

17605 Molecular Signatures of JMJD10/MINA53 in Gastric Cancer. Cancers, 2020, 12, 1141. 1.7 11

17606 Methylation-Based Signatures for Gastroesophageal Tumor Classification. Cancers, 2020, 12, 1208. 1.7 3

17607 Genomic Diversity, Population Structure, and Signature of Selection in Five Chinese Native Sheep
Breeds Adapted to Extreme Environments. Genes, 2020, 11, 494. 1.0 20

17608 Genome-Wide Transcriptome and Metabolome Analyses Provide Novel Insights and Suggest a
Sex-Specific Response to Heat Stress in Pigs. Genes, 2020, 11, 540. 1.0 11

17609 Exosome-like vesicles derived from Hertwig's epithelial root sheath cells promote the regeneration
of dentin-pulp tissue. Theranostics, 2020, 10, 5914-5931. 4.6 45

17610 Potential Molecular Mechanism and Biomarker Investigation for Spinal Cord Injury Based on
Bioinformatics Analysis. Journal of Molecular Neuroscience, 2020, 70, 1345-1353. 1.1 3

17611 Novel tephritid-specific features revealed from cytological and transcriptomic analysis of Anastrepha
ludens embryonic development. Insect Biochemistry and Molecular Biology, 2020, 122, 103412. 1.2 0

17612 Leukemogenic Chromatin Alterations Promote AML Leukemia Stem Cells via a KDM4C-ALKBH5-AXL
Signaling Axis. Cell Stem Cell, 2020, 27, 81-97.e8. 5.2 140

17613 Workflow for Rapidly Extracting Biological Insights from Complex, Multicondition Proteomics
Experiments with WGCNA and PloGO2. Journal of Proteome Research, 2020, 19, 2898-2906. 1.8 13

17614 YAP1/TAZ drives ependymoma-like tumour formation in mice. Nature Communications, 2020, 11, 2380. 5.8 32

17615 Synovial tissue transcriptomes of long-standing rheumatoid arthritis are dominated by activated
macrophages that reflect microbial stimulation. Scientific Reports, 2020, 10, 7907. 1.6 24

17616 A 14-Methylation-Driven Differentially Expressed RNA as a Signature for Overall Survival Prediction in
Patients with Uterine Corpus Endometrial Carcinoma. DNA and Cell Biology, 2020, 39, 975-991. 0.9 7

17617
<i>Pseudomonas syringae</i> dualâ€•function protein Lon switches between virulence and metabolism by
acting as both <scp>DNA</scp>â€•binding transcriptional regulator and protease in different
environments. Environmental Microbiology, 2020, 22, 2968-2988.

1.8 16

17618 Cell Survival Is Regulated via SOX9/BCL2L1 Axis in HCT-116 Colorectal Cancer Cell Line. Journal of
Oncology, 2020, 2020, 1-10. 0.6 5



974

Citation Report

# Article IF Citations

17619 BAHD1 haploinsufficiency results in anxiety-like phenotypes in male mice. PLoS ONE, 2020, 15, e0232789. 1.1 7

17620 Dnmt3a and Dnmt3b-Decommissioned Fetal Enhancers are Linked to Kidney Disease. Journal of the
American Society of Nephrology: JASN, 2020, 31, 765-782. 3.0 13

17621 The Prognostic Signature and Potential Target Genes of Six Long Non-coding RNA in Laryngeal
Squamous Cell Carcinoma. Frontiers in Genetics, 2020, 11, 413. 1.1 23

17622
Hepatic Transcriptome Analysis Identifies Divergent Pathogen-Specific Targeting-Strategies to
Modulate the Innate Immune System in Response to Intramammary Infection. Frontiers in Immunology,
2020, 11, 715.

2.2 15

17623
Integrated miRNAome and Transcriptome Analysis Reveals Argonaute 2-Mediated Defense Responses
Against the Devastating Phytopathogen Sclerotinia sclerotiorum. Frontiers in Plant Science, 2020, 11,
500.

1.7 6

17624 Identification of Sulfenylated Cysteines in Arabidopsis thaliana Proteins Using a Disulfide-Linked
Peptide Reporter. Frontiers in Plant Science, 2020, 11, 777. 1.7 31

17625 Microbiota-Induced Type I Interferons Instruct a Poised Basal State of Dendritic Cells. Cell, 2020, 181,
1080-1096.e19. 13.5 139

17626 High-Resolution mRNA and Secretome Atlas of Human Enteroendocrine Cells. Cell, 2020, 181,
1291-1306.e19. 13.5 110

17627 Digging deeper in the proteome of different regions from schizophrenia brains. Journal of
Proteomics, 2020, 223, 103814. 1.2 17

17628
2,3,7,8-Tetrachlorodibenzo-p-dioxin (TCDD) alters hepatic polyunsaturated fatty acid metabolism and
eicosanoid biosynthesis in female Sprague-Dawley rats. Toxicology and Applied Pharmacology, 2020,
398, 115034.

1.3 13

17629 Differential responses to kinase inhibition in FGFR2-addicted triple negative breast cancer cells: a
quantitative phosphoproteomics study. Scientific Reports, 2020, 10, 7950. 1.6 10

17631 Deletion of inositol polyphosphate 4-phosphatase type-II B affects spermatogenesis in mice. PLoS ONE,
2020, 15, e0233163. 1.1 7

17632 Tissue-specific angiogenic and invasive properties of human neonatal thymus and bone MSCs: Role of
SLIT3-ROBO1. Stem Cells Translational Medicine, 2020, 9, 1102-1113. 1.6 5

17633 Development of fly tolerance to consuming a high-protein diet requires physiological, metabolic and
transcriptional changes. Biogerontology, 2020, 21, 619-636. 2.0 5

17634 Integrative In Silico Analysis of Genome-Wide DNA Methylation Profiles in Schizophrenia. Journal of
Molecular Neuroscience, 2020, 70, 1887-1893. 1.1 10

17635 Single-cell genomic analysis of human cerebral organoids. Methods in Cell Biology, 2020, 159, 229-256. 0.5 14

17636 Effect of oral urea supplementation on the endometrial transcriptome of mares. Animal Reproduction
Science, 2020, 216, 106464. 0.5 0

17637 Profiles of tumor-infiltrating immune cells and prognostic genes associated with the
microenvironment of bladder cancer. International Immunopharmacology, 2020, 85, 106641. 1.7 27



975

Citation Report

# Article IF Citations

17638 Towards Unraveling Macroecological Patterns in Rhizosphere Microbiomes. Trends in Plant Science,
2020, 25, 1017-1029. 4.3 42

17639 Loss of heterozygosity of essential genes represents a widespread class of potential cancer
vulnerabilities. Nature Communications, 2020, 11, 2517. 5.8 60

17640
Uncovering the active compounds and effective mechanisms of the dried mature sarcocarp of Cornus
officinalis Sieb. Et Zucc. For the treatment of Alzheimerâ€™s disease through a network pharmacology
approach. BMC Complementary Medicine and Therapies, 2020, 20, 157.

1.2 10

17641 Chemical crosslinking enhances RNA immunoprecipitation for efficient identification of binding sites
of proteins that photo-crosslink poorly with RNA. Rna, 2020, 26, 1216-1233. 1.6 29

17642 Brain regional gene expression network analysis identifies unique interactions between chronic
ethanol exposure and consumption. PLoS ONE, 2020, 15, e0233319. 1.1 7

17643 CXCL8 is a potential biomarker for predicting disease progression in gastric carcinoma. Translational
Cancer Research, 2020, 9, 1053-1062. 0.4 6

17644 Epigenetics in non-classical monocytes support their pro-inflammatory gene expression.
Immunobiology, 2020, 225, 151958. 0.8 6

17645 Looking into the genetic bases of OCD dimensions: a pilot genome-wide association study.
Translational Psychiatry, 2020, 10, 151. 2.4 18

17646 RALF1-FERONIA complex affects splicing dynamics to modulate stress responses and growth in plants.
Science Advances, 2020, 6, eaaz1622. 4.7 85

17647 An Analysis of the Anti-Neuropathic Effects of Qi She Pill Based on Network Pharmacology.
Evidence-based Complementary and Alternative Medicine, 2020, 2020, 1-15. 0.5 6

17648 Molecular dissection of Chagas induced cardiomyopathy reveals central disease associated and
druggable signaling pathways. PLoS Neglected Tropical Diseases, 2020, 14, e0007980. 1.3 9

17649 Construction and Analysis of a ceRNA Network Reveals Potential Prognostic Markers in Colorectal
Cancer. Frontiers in Genetics, 2020, 11, 418. 1.1 13

17650 Analysis of putative cis-regulatory elements regulating blood pressure variation. Human Molecular
Genetics, 2020, 29, 1922-1932. 1.4 7

17651 Identifying cancer-associated modules from microRNA co-expression networks: a multiobjective
evolutionary approach. Soft Computing, 2020, 24, 17365-17376. 2.1 2

17652
One-to-one relationships between milk miRNA content and protein abundance in neonate duodenum
support the potential for milk miRNAs regulating neonate development. Functional and Integrative
Genomics, 2020, 20, 645-656.

1.4 3

17653 Genome-wide detection of selective signatures in a Jinhua pig population. Journal of Integrative
Agriculture, 2020, 19, 1314-1322. 1.7 7

17654 A Landscape of Murine Long Non-Coding RNAs Reveals the Leading Transcriptome Alterations in
Adipose Tissue during Aging. Cell Reports, 2020, 31, 107694. 2.9 25

17655 Implication of the zinc-epigenetic axis in epidermal homeostasis. Journal of Dermatological Science,
2020, 98, 203-206. 1.0 0



976

Citation Report

# Article IF Citations

17656
Antitumor potential of dark sweet cherry sweet (Prunus avium) phenolics in suppressing xenograft
tumor growth of MDA-MB-453 breast cancer cells. Journal of Nutritional Biochemistry, 2020, 84,
108437.

1.9 10

17657 Blood plasma proteomic modulation induced by olanzapine and risperidone in schizophrenia patients.
Journal of Proteomics, 2020, 224, 103813. 1.2 8

17658 A network of RNA-binding proteins controls translation efficiency to activate anaerobic metabolism.
Nature Communications, 2020, 11, 2677. 5.8 32

17659 The ubiquitin-conjugating enzyme UBE2K determines neurogenic potential through histone H3 in
human embryonic stem cells. Communications Biology, 2020, 3, 262. 2.0 18

17660 The role of the histone H3 variant CENPA in prostate cancer. Journal of Biological Chemistry, 2020,
295, 8537-8549. 1.6 43

17661 HDAC3 ensures stepwise epidermal stratification via NCoR/SMRT-reliant mechanisms independent of its
histone deacetylase activity. Genes and Development, 2020, 34, 973-988. 2.7 20

17662
Quantitative Proteome Profiling Reveals Cellobiose-Dependent Protein Processing and Export
Pathways for the Lignocellulolytic Response in Neurospora crassa. Applied and Environmental
Microbiology, 2020, 86, .

1.4 6

17663
Renal ischemia alters expression of mitochondria-related genes and impairs mitochondrial structure
and function in swine scattered tubular-like cells. American Journal of Physiology - Renal Physiology,
2020, 319, F19-F28.

1.3 13

17664 Integrated Bioinformatics Analysis of the Clinical Value and Biological Function of ATAD2 in
Hepatocellular Carcinoma. BioMed Research International, 2020, 2020, 1-18. 0.9 7

17665 Gypenosides Protect Orbital Fibroblasts in Graves Ophthalmopathy via Anti-Inflammation and
Anti-Fibrosis Effects. , 2020, 61, 64. 14

17666 Down-regulated miR-495 can target programmed cell death 10 in ankylosing spondylitis. Molecular
Medicine, 2020, 26, 50. 1.9 11

17667 Identification of transcription factors MYC and C/EBPÎ² mediated regulatory networks in heart failure
based on gene expression omnibus datasets. BMC Cardiovascular Disorders, 2020, 20, 250. 0.7 2

17668 Identification of lncRNA-associated ceRNA network in high-grade serous ovarian cancer metastasis.
Epigenomics, 2020, 12, 1175-1191. 1.0 6

17669 Opposing Roles for the Related ETS-Family Transcription Factors Spi-B and Spi-C in Regulating B Cell
Differentiation and Function. Frontiers in Immunology, 2020, 11, 841. 2.2 15

17670 Limited Proteolysis of Cyclooxygenase-2 Enhances Cell Proliferation. International Journal of
Molecular Sciences, 2020, 21, 3195. 1.8 3

17671 Novel Insights into the Role of UBE3A in Regulating Apoptosis and Proliferation. Journal of Clinical
Medicine, 2020, 9, 1573. 1.0 11

17672 PROSPECT: A web server for predicting protein histidine phosphorylation sites. Journal of
Bioinformatics and Computational Biology, 2020, 18, 2050018. 0.3 25

17673 Integrated Transcriptomic Analysis Reveals the Molecular Mechanism of Meningiomas by Weighted
Gene Coexpression Network Analysis. BioMed Research International, 2020, 2020, 1-12. 0.9 1



977

Citation Report

# Article IF Citations

17674 A potential prognostic prediction model of colon adenocarcinoma with recurrence based on
prognostic lncRNA signatures. Human Genomics, 2020, 14, 24. 1.4 14

17675 Notch3 signaling promotes tumor cell adhesion and progression in a murine epithelial ovarian cancer
model. PLoS ONE, 2020, 15, e0233962. 1.1 10

17676 Novel Insights Into Triple-Negative Breast Cancer Prognosis by Comprehensive Characterization of
Aberrant Alternative Splicing. Frontiers in Genetics, 2020, 11, 534. 1.1 10

17677 Minor Splicing Factors Zrsr1 and Zrsr2 Are Essential for Early Embryo Development and 2-Cell-Like
Conversion. International Journal of Molecular Sciences, 2020, 21, 4115. 1.8 18

17678 Identification of Core Genes and Pathways in Medulloblastoma by Integrated Bioinformatics Analysis.
Journal of Molecular Neuroscience, 2020, 70, 1702-1712. 1.1 6

17679 mRNA and microRNA selection for breast cancer molecular subtype stratification using meta-heuristic
based algorithms. Genomics, 2020, 112, 3207-3217. 1.3 18

17680 Distinct metabolic states of a cell guide alternate fates of mutational buffering through altered
proteostasis. Nature Communications, 2020, 11, 2926. 5.8 10

17681 Remote ischemic conditioning in active ulcerative colitis: An explorative randomized clinical trial.
Scientific Reports, 2020, 10, 9537. 1.6 4

17682 Exploring Extracellular Vesicles Biogenesis in Hypothalamic Cells through a Heavy Isotope
Pulse/Trace Proteomic Approach. Cells, 2020, 9, 1320. 1.8 11

17683 Transcriptome Profiling Reveals Novel Candidate Genes Related to Hippocampal Dysfunction in
SREBP-1c Knockout Mice. International Journal of Molecular Sciences, 2020, 21, 4131. 1.8 8

17684
Treatment of dilated cardiomyopathy in a mouse model of Friedreichâ€™s ataxia using N-acetylcysteine
and identification of alterations in microRNA expression that could be involved in its pathogenesis.
Pharmacological Research, 2020, 159, 104994.

3.1 13

17685 Neural metabolic imbalance induced by MOF dysfunction triggers pericyte activation and breakdown
of vasculature. Nature Cell Biology, 2020, 22, 828-841. 4.6 27

17686 Directed remodeling of the mouse gut microbiome inhibits the development of atherosclerosis.
Nature Biotechnology, 2020, 38, 1288-1297. 9.4 70

17687 Long Noncoding RNA HOTTIP Serves as an Independent Predictive Biomarker for the Prognosis of
Patients with Clear Cell Renal Cell Carcinoma. International Journal of Genomics, 2020, 2020, 1-13. 0.8 3

17688
Weighted Gene Coexpression Network Analysis Reveals the Dynamic Transcriptome Regulation and
Prognostic Biomarkers of Hepatocellular Carcinoma. Evolutionary Bioinformatics, 2020, 16,
117693432092056.

0.6 4

17689 The expression patterns and the diagnostic/prognostic roles of PTPN family members in digestive tract
cancers. Cancer Cell International, 2020, 20, 238. 1.8 27

17690 Differentiation of the human PAX7-positive myogenic precursors/satellite cell lineage <i>in vitro</i>.
Development (Cambridge), 2020, 147, . 1.2 37

17691 Intrinsic Abnormalities of Cystic Fibrosis Airway Connective Tissue Revealed by an In Vitro 3D Stromal
Model. Cells, 2020, 9, 1371. 1.8 7



978

Citation Report

# Article IF Citations

17692 PDGFD induces ibrutinib resistance of diffuse large Bâ€‘cell lymphoma through activation of EGFR.
Molecular Medicine Reports, 2020, 21, 2209-2219. 1.1 7

17693 Ecotoxicogenomic analysis of stress induced on Caenorhabditis elegans in heavy metal contaminated
soil after nZVI treatment. Chemosphere, 2020, 254, 126909. 4.2 13

17694 Determination of novel biomarkers and pathways shared by colorectal cancer and endometrial cancer
via comprehensive bioinformatics analysis. Informatics in Medicine Unlocked, 2020, 20, 100376. 1.9 7

17695 Comparison of proteome alterations during aging in the temporal lobe of humans and rhesus
macaques. Experimental Brain Research, 2020, 238, 1963-1976. 0.7 1

17696 Transcriptomic analysis of multi-drug resistant Escherichia coli K-12 strain in response to Lavandula
angustifolia essential oil. 3 Biotech, 2020, 10, 313. 1.1 9

17697 Genome-wide microRNA profiling in brain and blood samples in a mouse model of epileptogenesis.
Epilepsy Research, 2020, 166, 106400. 0.8 6

17698 Alterations in corneal biomechanics underlie early stages of autoimmune-mediated dry eye disease.
Journal of Autoimmunity, 2020, 114, 102500. 3.0 13

17699
Dissecting Chemical Composition and Cardioprotective Effects of Fuzhengkangfu Decoction against
Doxorubicin-Induced Cardiotoxicity by LCâ€“MS and Bioinformatics Approaches. ACS Omega, 2020, 5,
14051-14060.

1.6 8

17700 SKOR1 has a transcriptional regulatory role on genes involved in pathways related to restless legs
syndrome. European Journal of Human Genetics, 2020, 28, 1520-1528. 1.4 11

17701 Integrating spatial gene expression and breast tumour morphology via deep learning. Nature
Biomedical Engineering, 2020, 4, 827-834. 11.6 208

17702 CRISPR-assisted detection of RNAâ€“protein interactions in living cells. Nature Methods, 2020, 17,
685-688. 9.0 82

17703 Dppa2 and Dppa4 counteract de novo methylation to establish a permissive epigenome for development.
Nature Structural and Molecular Biology, 2020, 27, 706-716. 3.6 51

17704 Airborne particulate matter from goat farm increases acute allergic airway responses in mice.
Inhalation Toxicology, 2020, 32, 265-277. 0.8 0

17705
Exploiting collateral sensitivity controls growth of mixed culture of sensitive and resistant cells
and decreases selection for resistant cells in a cell line model. Cancer Cell International, 2020, 20,
253.

1.8 17

17706 The GABARAP Co-Secretome Identified by APEX2-GABARAP Proximity Labelling of Extracellular Vesicles.
Cells, 2020, 9, 1468. 1.8 7

17707 JAK3 is a potential biomarker and associated with immune infiltration in kidney renal clear cell
carcinoma. International Immunopharmacology, 2020, 86, 106706. 1.7 26

17708 Mitoribosome Defect in Hepatocellular Carcinoma Promotes an Aggressive Phenotype with Suppressed
Immune Reaction. IScience, 2020, 23, 101247. 1.9 9

17709
Identification of Active Compounds of Mahuang Fuzi Xixin Decoction and Their Mechanisms of Action
by LC-MS/MS and Network Pharmacology. Evidence-based Complementary and Alternative Medicine,
2020, 2020, 1-11.

0.5 11



979

Citation Report

# Article IF Citations

17710 Optimization for Sequencing and Analysis of Degraded FFPE-RNA Samples. Journal of Visualized
Experiments, 2020, , . 0.2 6

17711 miR-195 down-regulation is a distinctive biomarker of HER2 positive state in breast cancer. Gene
Reports, 2020, 20, 100703. 0.4 5

17712
Identification of single nucleotide polymorphisms associated with periodontal disease in head and
neck cancer irradiation patients by exome sequencing. Oral Surgery, Oral Medicine, Oral Pathology
and Oral Radiology, 2020, 130, 32-42.e4.

0.2 1

17713 A Defined and Scalable Peptide-Based Platform for the Generation of Human Pluripotent Stem
Cell-Derived Astrocytes. ACS Biomaterials Science and Engineering, 2020, 6, 3477-3490. 2.6 6

17714 Noncanonical inhibition of caspase-3 by a nuclear microRNA confers endothelial protection by
autophagy in atherosclerosis. Science Translational Medicine, 2020, 12, . 5.8 88

17715 Intrinsic Fluoride Tolerance Regulated by a Transcription Factor. Journal of Dental Research, 2020, 99,
1270-1278. 2.5 13

17716 Proteomic analysis of human synovial fluid reveals potential diagnostic biomarkers for ankylosing
spondylitis. Clinical Proteomics, 2020, 17, 20. 1.1 19

17717
Radiomics-based nomogram using CT imaging for noninvasive preoperative prediction of early
recurrence in patients with hepatocellular carcinoma. Diagnostic and Interventional Radiology, 2020,
26, 411-419.

0.7 27

17718 Intergenerationally Maintained Histone H4 Lysine 16 Acetylation Is Instructive for Future Gene
Activation. Cell, 2020, 182, 127-144.e23. 13.5 57

17719 Natural variation of photosynthetic efficiency in <i><scp>Arabidopsis thaliana</scp></i> accessions
under low temperature conditions. Plant, Cell and Environment, 2020, 43, 2000-2013. 2.8 19

17720
In vitro analysis of the reninâ€“angiotensin system and inflammatory gene transcripts in human
bronchial epithelial cells after infection with severe acute respiratory syndrome coronavirus. JRAAS -
Journal of the Renin-Angiotensin-Aldosterone System, 2020, 21, 147032032092887.

1.0 12

17721 An Anti-Cancer Peptide LVTX-8 Inhibits the Proliferation and Migration of Lung Tumor Cells by
Regulating Causal Genesâ€™ Expression in p53-Related Pathways. Toxins, 2020, 12, 367. 1.5 7

17722 Mechanism-based identification of plasma metabolites associated with liver toxicity. Toxicology, 2020,
441, 152493. 2.0 10

17723 Core functional nodes and sex-specific pathways in human ischaemic and dilated cardiomyopathy.
Nature Communications, 2020, 11, 2843. 5.8 39

17724 Landscape of immune cell gene expression is unique in predominantly WHO grade 1 skull base
meningiomas when compared to convexity. Scientific Reports, 2020, 10, 9065. 1.6 10

17725 Network Pharmacology-Based Identification of the Mechanisms of Shen-Qi Compound Formula in
Treating Diabetes Mellitus. Evidence-based Complementary and Alternative Medicine, 2020, 2020, 1-15. 0.5 6

17726 LPS-treatment of bovine endometrial epithelial cells causes differential DNA methylation of genes
associated with inflammation and endometrial function. BMC Genomics, 2020, 21, 385. 1.2 21

17727 Network pharmacology to dissect the mechanisms of Yinlai Decoction for pneumonia. BMC
Complementary Medicine and Therapies, 2020, 20, 168. 1.2 16



980

Citation Report

# Article IF Citations

17728 Intramembrane proteolysis of an extracellular serine protease, epithin/PRSS14, enables its
intracellular nuclear function. BMC Biology, 2020, 18, 60. 1.7 5

17729 GC-AG Introns Features in Long Non-coding and Protein-Coding Genes Suggest Their Role in Gene
Expression Regulation. Frontiers in Genetics, 2020, 11, 488. 1.1 17

17730 Depletion of NK Cells Improves Cognitive Function in the Alzheimer Disease Mouse Model. Journal of
Immunology, 2020, 205, 502-510. 0.4 50

17731 Dek Modulates Global Intron Retention during Muscle Stem Cells Quiescence Exit. Developmental
Cell, 2020, 53, 661-676.e6. 3.1 72

17732 BRD4 promotes metastatic potential in oral squamous cell carcinoma through the epigenetic
regulation of the MMP2 gene. British Journal of Cancer, 2020, 123, 580-590. 2.9 16

17733 Concordance between Thioacetamide-Induced Liver Injury in Rat and Human In Vitro Gene Expression
Data. International Journal of Molecular Sciences, 2020, 21, 4017. 1.8 6

17734
Integrated transcriptomic and metabolomic analyses to characterize the anti-cancer effects of
(âˆ’)-epigallocatechin-3-gallate in human colon cancer cells. Toxicology and Applied Pharmacology,
2020, 401, 115100.

1.3 32

17735 The core SWI/SNF catalytic subunit Brg1 regulates nephron progenitor cell proliferation and
differentiation. Developmental Biology, 2020, 464, 176-187. 0.9 14

17736 Genome-wide CRISPR synthetic lethality screen identifies a role for the ADP-ribosyltransferase PARP14
in DNA replication dynamics controlled by ATR. Nucleic Acids Research, 2020, 48, 7252-7264. 6.5 15

17737 Clinical significance and biological mechanisms of glutathione S-transferase mu gene family in colon
adenocarcinoma. BMC Medical Genetics, 2020, 21, 130. 2.1 9

17738 Methylome profiling of young adults with depression supports a link with immune response and
psoriasis. Clinical Epigenetics, 2020, 12, 85. 1.8 12

17739 Predicting miRNA targets for hepatocellular carcinoma with an integrated method. Translational
Cancer Research, 2020, 9, 1752-1760. 0.4 2

17740
Exploring the Regulation Mechanism of Xihuang Pill, Olibanum and Î²-Boswellic Acid on the
Biomolecular Network of Triple-Negative Breast Cancer Based on Transcriptomics and Chemical
Informatics Methodology. Frontiers in Pharmacology, 2020, 11, 825.

1.6 8

17741 Hypoxanthine Phosphoribosyl Transferase 1 Is Upregulated, Predicts Clinical Outcome and Controls
Gene Expression in Breast Cancer. Cancers, 2020, 12, 1522. 1.7 21

17742
Silencing Core Spliceosome Sm Gene Expression Induces a Cytotoxic Splicing Switch in the Proteasome
Subunit Beta 3 mRNA in Non-Small Cell Lung Cancer Cells. International Journal of Molecular
Sciences, 2020, 21, 4192.

1.8 13

17743 A Comparative Quantitative Proteomic Analysis of HCMV-Infected Cells Highlights pUL138 as a
Multifunctional Protein. Molecules, 2020, 25, 2520. 1.7 6

17744 Proteome profiling of gestational diabetes mellitus at 16â€•18 weeks revealed by LCâ€•MS/MS. Journal of
Clinical Laboratory Analysis, 2020, 34, e23424. 0.9 9

17745 Rewired functional regulatory networks among miRNA isoforms (isomiRs) from let-7 and miR-10 gene
families in cancer. Computational and Structural Biotechnology Journal, 2020, 18, 1238-1248. 1.9 11



981

Citation Report

# Article IF Citations

17746 Single-Cell RNA-Seq Mapping of Human Thymopoiesis Reveals Lineage Specification Trajectories and a
Commitment Spectrum in T Cell Development. Immunity, 2020, 52, 1105-1118.e9. 6.6 58

17747 MafK Mediates Chromatin Remodeling to Silence IRF8 Expression in Non-immune Cells in a Cell
Type-SpecificManner. Journal of Molecular Biology, 2020, 432, 4544-4560. 2.0 2

17748 Immunity-and-matrix-regulatory cells derived from human embryonic stem cells safely and effectively
treat mouse lung injury and fibrosis. Cell Research, 2020, 30, 794-809. 5.7 57

17749 Neuroblastomaâ€•secreted exosomes carrying miRâ€•375 promote osteogenic differentiation of
boneâ€•marrow mesenchymal stromal cells. Journal of Extracellular Vesicles, 2020, 9, 1774144. 5.5 31

17750
Genome-Wide DNA Methylation Patterns in Children Exposed to Nonpharmacologically Treated
Prenatal Depressive Symptoms: Results From 2 Independent Cohorts. Epigenetics Insights, 2020, 13,
251686572093214.

0.6 5

17751 Behavioral and brain- transcriptomic synchronization between the two opponents of a fighting pair
of the fish Betta splendens. PLoS Genetics, 2020, 16, e1008831. 1.5 22

17752 Transcriptome sequencing reveals signatures of positive selection in the Spot-Tailed Earless Lizard.
PLoS ONE, 2020, 15, e0234504. 1.1 5

17753 Identification of the key genes and microRNAs in adult acute myeloid leukemia with FLT3 mutation by
bioinformatics analysis. International Journal of Medical Sciences, 2020, 17, 1269-1280. 1.1 11

17754 Long-term Changes in the Central Amygdala Proteome in Rats with a History of Chronic Cocaine
Self-administration. Neuroscience, 2020, 443, 93-109. 1.1 6

17755 Gene expression and prognosis of sirtuin family members in ovarian cancer. Medicine (United States),
2020, 99, e20685. 0.4 3

17756 Integration of transcriptome-wide association study and messenger RNA expression profile to identify
genes associated with osteoarthritis. Bone and Joint Research, 2020, 9, 130-138. 1.3 18

17757 The integrated genomic and epigenomic landscape of brainstem glioma. Nature Communications, 2020,
11, 3077. 5.8 50

17758 Upregulation of <scp>cGMP</scp>â€•dependent Protein Kinase (<scp>PRKG1</scp>) in the Development
<scp>of Adolescent</scp> Idiopathic Scoliosis. Orthopaedic Surgery, 2020, 12, 1261-1269. 0.7 5

17759 Quantitative proteomics reveals specific metabolic features of acute myeloid leukemia stem cells.
Blood, 2020, 136, 1507-1519. 0.6 57

17760 High Expression of the SH3TC2-DT/SH3TC2 Gene Pair Associated With FLT3 Mutation and Poor Survival
in Acute Myeloid Leukemia: An Integrated TCGA Analysis. Frontiers in Oncology, 2020, 10, 829. 1.3 10

17761 Lipotoxic Injury Differentially Regulates Brain Microvascular Gene Expression in Male Mice. Nutrients,
2020, 12, 1771. 1.7 12

17762 Antiâ€•tumour effects of <scp>PIM</scp> kinase inhibition on progression and chemoresistance of
hepatocellular carcinoma. Journal of Pathology, 2020, 252, 65-76. 2.1 9

17763 Metabolic Fingerprinting Links Oncogenic PIK3CA with Enhanced Arachidonic Acid-Derived
Eicosanoids. Cell, 2020, 181, 1596-1611.e27. 13.5 77



982

Citation Report

# Article IF Citations

17764 RNA sequencing of corneas from two keratoconus patient groups identifies potential biomarkers and
decreased NRF2-antioxidant responses. Scientific Reports, 2020, 10, 9907. 1.6 33

17765 Identification of core genes in the progression of endometrial cancer and cancer cell-derived
exosomes by an integrative analysis. Scientific Reports, 2020, 10, 9862. 1.6 26

17766 An Interaction Network of RNA-Binding Proteins Involved in Drosophila Oogenesis. Molecular and
Cellular Proteomics, 2020, 19, 1485-1502. 2.5 13

17767 Mechanism Analysis of Coix Seed in Gastric Cancer Treatment Based on Biological Network Modules.
Natural Product Communications, 2020, 15, 1934578X2092752. 0.2 0

17768 Cell-of-Origin Subtyping of Diffuse Large B-Cell Lymphoma by Using a qPCR-based Gene Expression Assay
on Formalin-Fixed Paraffin-Embedded Tissues. Frontiers in Oncology, 2020, 10, 803. 1.3 10

17769 Genes, pathways and vulvar carcinoma - New insights from next-generation sequencing studies.
Gynecologic Oncology, 2020, 158, 498-506. 0.6 15

17770 Chemical RNA digestion enables robust RNA-binding site mapping at single amino acid resolution.
Nature Structural and Molecular Biology, 2020, 27, 678-682. 3.6 32

17771 Trophoblast H2S Maintains Early Pregnancy via Regulating Maternal-Fetal Interface Immune
Hemostasis. Journal of Clinical Endocrinology and Metabolism, 2020, 105, e4275-e4289. 1.8 11

17772 Absence of a Faster-X Effect in Beetles (<i>Tribolium</i>, Coleoptera). G3: Genes, Genomes, Genetics,
2020, 10, 1125-1136. 0.8 20

17773 HK3 is correlated with immune infiltrates and predicts response to immunotherapy in nonâ€•small cell
lung cancer. Clinical and Translational Medicine, 2020, 10, 319-330. 1.7 27

17774 Gene regulation could be attributed to TCF3 and other key transcription factors in the muscle of
pubertal heifers. Veterinary Medicine and Science, 2020, 6, 695-710. 0.6 6

17775 Connection of miR-185 and miR-320a expression levels with response to interferon-beta in multiple
sclerosis patients. Multiple Sclerosis and Related Disorders, 2020, 44, 102264. 0.9 6

17776 Identification of methylated-differentially expressed genes and pathways in esophageal squamous cell
carcinoma. Pathology Research and Practice, 2020, 216, 153050. 1.0 3

17777 Mass Spectrometric Mapping of Glycoproteins Modified by Tn-Antigen Using Solid-Phase Capture and
Enzymatic Release. Analytical Chemistry, 2020, 92, 9230-9238. 3.2 11

17778 Deep Proteome Profiling of Semen of Indian Indigenous Malnad Gidda (<i>Bos indicus</i>) Cattle.
Journal of Proteome Research, 2020, 19, 3364-3376. 1.8 16

17779 Hedgehog signaling promotes multidrug resistance by regulation of ABC transporters in oral
squamous cell carcinoma. Journal of Oral Pathology and Medicine, 2020, 49, 897-906. 1.4 24

17780
Proteomic Profile of Mouse Brain Aging Contributions to Mitochondrial Dysfunction, DNA Oxidative
Damage, Loss of Neurotrophic Factor, and Synaptic and Ribosomal Proteins. Oxidative Medicine and
Cellular Longevity, 2020, 2020, 1-21.

1.9 14

17781 Characterization of microRNA profiles in the mammary gland tissue of dairy goats at the late
lactation, dry period and late gestation stages. PLoS ONE, 2020, 15, e0234427. 1.1 20



983

Citation Report

# Article IF Citations

17782 Genome-wide DNA methylation profiles may reveal new possible epigenetic pathogenesis of sporadic
congenital cataract. Epigenomics, 2020, 12, 771-788. 1.0 4

17783 Identification and Validation of Potential Biomarkers and Their Functions in Acute Kidney Injury.
Frontiers in Genetics, 2020, 11, 411. 1.1 23

17784 Bioinformatics Analysis of Prognostic miRNA Signature and Potential Critical Genes in Colon Cancer.
Frontiers in Genetics, 2020, 11, 478. 1.1 30

17785 Identification of Altered miRNAs in Cerumen of Dogs Affected by Otitis Externa. Frontiers in
Immunology, 2020, 11, 914. 2.2 6

17786 Analysis of Virus and Host Proteomes During Productive HSV-1 and VZV Infection in Human Epithelial
Cells. Frontiers in Microbiology, 2020, 11, 1179. 1.5 16

17787 Novel Comprehensive Bioinformatics Approaches to Determine the Molecular Genetic Susceptibility
Profile of Moderate and Severe Asthma. International Journal of Molecular Sciences, 2020, 21, 4022. 1.8 10

17788
The Effect of a Neuroprotective Dose of Isatin or Deprenyl to Mice on the Profile of Brain
Isatin-Binding Proteins. Biochemistry (Moscow) Supplement Series B: Biomedical Chemistry, 2020, 14,
116-126.

0.2 3

17789 The Immunomodulatory Signature of Extracellular Vesicles From Cardiosphere-Derived Cells: A
Proteomic and miRNA Profiling. Frontiers in Cell and Developmental Biology, 2020, 8, 321. 1.8 11

17790 Differential Expression and Bioinformatics Analysis of CircRNA in PDGF-BB-Induced Vascular Smooth
Muscle Cells. Frontiers in Genetics, 2020, 11, 530. 1.1 23

17791 Comprehensive Analysis of Key Genes and Regulatory Elements in Osteosarcoma Affected by Bone
Matrix Mineral With Prognostic Values. Frontiers in Genetics, 2020, 11, 533. 1.1 2

17792 Common Gene Modules Identified for Chicken Adiposity by Network Construction and Comparison.
Frontiers in Genetics, 2020, 11, 537. 1.1 10

17793 IL-12 Signaling Contributes to the Reprogramming of Neonatal CD8+ T Cells. Frontiers in Immunology,
2020, 11, 1089. 2.2 5

17794 Maternal Immune Activation Alters Fetal Brain Development and Enhances Proliferation of Neural
Precursor Cells in Rats. Frontiers in Immunology, 2020, 11, 1145. 2.2 29

17795 Ex vivo Quantitative Proteomic Analysis of Serotonin Transporter Interactome: Network Impact of the
SERT Ala56 Coding Variant. Frontiers in Molecular Neuroscience, 2020, 13, 89. 1.4 16

17796 Elimination of Teratogenic Human Induced Pluripotent Stem Cells by Bee Venom via Calcium-Calpain
Pathway. International Journal of Molecular Sciences, 2020, 21, 3265. 1.8 10

17797 Nutrient factor-dependent performance of bacterial quorum sensing system during population
evolution. Archives of Microbiology, 2020, 202, 2181-2188. 1.0 0

17798 Anti-infective nitazoxanide disrupts transcription of ribosome biogenesis-related genes in yeast. Genes
and Genomics, 2020, 42, 915-926. 0.5 6

17799 Establishment and validation of an immune-based prognostic score model in glioblastoma.
International Immunopharmacology, 2020, 85, 106636. 1.7 34



984

Citation Report

# Article IF Citations

17800 Network pharmacology-based therapeutic mechanism of Kuanxiong aerosol for angina pectoris.
Journal of Ethnopharmacology, 2020, 261, 113079. 2.0 6

17801
Circulating MicroRNAs and Extracellular Vesicleâ€“Containing MicroRNAs as Response Biomarkers of
Antiâ€“programmed Cell Death Protein 1 or Programmed Death-Ligand 1 Therapy in NSCLC. Journal of
Thoracic Oncology, 2020, 15, 1773-1781.

0.5 48

17802 Identification of Host Trafficking Genes Required for HIV-1 Virological Synapse Formation in Dendritic
Cells. Journal of Virology, 2020, 94, . 1.5 13

17803
Identification and characterization of differentially expressed genes in Caenorhabditis elegans in
response to pathogenic and nonpathogenic Stenotrophomonas maltophilia. BMC Microbiology, 2020,
20, 170.

1.3 6

17804 Diverse proteins aggregate in mild cognitive impairment and Alzheimerâ€™s disease brain. Alzheimer's
Research and Therapy, 2020, 12, 75. 3.0 26

17805 Identification of lncRNAs Involved in PCV2 Infection of PK-15 Cells. Pathogens, 2020, 9, 479. 1.2 6

17806
Significance of achaete-scute complex homologue 1 (ASCL1) in pulmonary neuroendocrine carcinomas;
RNA sequence analyses using small cell lung cancer cells and Ascl1-induced pulmonary
neuroendocrine carcinoma cells. Histochemistry and Cell Biology, 2020, 153, 443-456.

0.8 18

17807
Comparative transcriptome analysis of the protective effects of Korean Red Ginseng against the
influence of bisphenol A in the liver and uterus of ovariectomized mice. Journal of Ginseng Research,
2020, 44, 519-526.

3.0 8

17808 TMTpro reagents: a set of isobaric labeling mass tags enables simultaneous proteome-wide
measurements across 16 samples. Nature Methods, 2020, 17, 399-404. 9.0 276

17809 SjÃ¶gren syndrome/scleroderma autoantigen 1 is a direct Tankyrase binding partner in cancer cells.
Communications Biology, 2020, 3, 123. 2.0 5

17810 High expression of WTAP leads to poor prognosis of gastric cancer by influencing tumourâ€•associated
T lymphocyte infiltration. Journal of Cellular and Molecular Medicine, 2020, 24, 4452-4465. 1.6 100

17811 PTH/PTHrP Receptor Signaling Restricts Arterial Fibrosis in Diabetic LDLR <sup>âˆ’/âˆ’</sup> Mice by
Inhibiting Myocardin-Related Transcription Factor Relays. Circulation Research, 2020, 126, 1363-1378. 2.0 14

17812 Analyzing the genomic and transcriptomic architecture of milk traits in Murciano-Granadina goats.
Journal of Animal Science and Biotechnology, 2020, 11, 35. 2.1 21

17813 YTHDF2 destabilizes m<sup>6</sup>A-modified neural-specific RNAs to restrain differentiation in
induced pluripotent stem cells. Rna, 2020, 26, 739-755. 1.6 30

17814
Oxidative Stress Down-Regulates MiR-20b-5p, MiR-106a-5p and E2F1 Expression to Suppress the G1/S
Transition of the Cell Cycle in Multipotent Stromal Cells. International Journal of Medical Sciences,
2020, 17, 457-470.

1.1 27

17815 Identification of key genes and pathways of diagnosis and prognosis in cervical cancer by
bioinformatics analysis. Molecular Genetics &amp; Genomic Medicine, 2020, 8, e1200. 0.6 29

17816 Identification of ALPPL2 as a Naive Pluripotent State-Specific Surface Protein Essential for Human
Naive Pluripotency Regulation. Cell Reports, 2020, 30, 3917-3931.e5. 2.9 28

17817 Hepamine - A Liver Disease Microarray Database, Visualization Platform and Data-Mining Resource.
Scientific Reports, 2020, 10, 4760. 1.6 5



985

Citation Report

# Article IF Citations

17818 Transcriptome signature analysis repurposes trifluoperazine for the treatment of fragile X syndrome
in mouse model. Communications Biology, 2020, 3, 127. 2.0 15

17819 Identification of 13 Key Genes Correlated With Progression and Prognosis in Hepatocellular
Carcinoma by Weighted Gene Co-expression Network Analysis. Frontiers in Genetics, 2020, 11, 153. 1.1 34

17820 MicroRNA miRâ€•204 regulates proliferation and differentiation of oligodendroglia in culture. Glia,
2020, 68, 2015-2027. 2.5 16

17821 Transcriptomic and metabolomic analyses of Lycium ruthenicum and Lycium barbarum fruits during
ripening. Scientific Reports, 2020, 10, 4354. 1.6 17

17823 Insights into amebiasis using a human<scp>3D</scp>â€•intestinal model. Cellular Microbiology, 2020, 22,
e13203. 1.1 8

17824
Neocortical tissue recovery in severe congenital obstructive hydrocephalus after intraventricular
administration of bone marrow-derived mesenchymal stem cells. Stem Cell Research and Therapy, 2020,
11, 121.

2.4 6

17825 Epigenetic changes occur at decidualisation genes as a function of reproductive ageing in mice.
Development (Cambridge), 2020, 147, . 1.2 10

17826 Comparing genome-scale DNA methylation and CNV marks between adult human cultured ITGA6+
testicular cells and seminomas to assess in vitro genomic stability. PLoS ONE, 2020, 15, e0230253. 1.1 9

17827 Temporal specificity and heterogeneity of <i>Drosophila</i> immune cells. EMBO Journal, 2020, 39,
e104486. 3.5 109

17828
<p>ICAM1 Regulates the Development of Gastric Cancer and May Be a Potential Biomarker for the Early
Diagnosis and Prognosis of Gastric Cancer</p>. Cancer Management and Research, 2020, Volume 12,
1523-1534.

0.9 8

17829 Sexual Dimorphism in Cellular and Molecular Features in Human ACTH-Secreting Pituitary Adenomas.
Cancers, 2020, 12, 669. 1.7 11

17830 Isoformâ€•resolved correlation analysis between <scp>mRNA</scp> abundance regulation and protein
level degradation. Molecular Systems Biology, 2020, 16, e9170. 3.2 42

17831
A Systematic Analysis Revealed the Potential Gene Regulatory Processes of ATRA-Triggered
Neuroblastoma Differentiation and Identified a Novel RA Response Sequence in the<i>NTRK2</i>Gene.
BioMed Research International, 2020, 2020, 1-19.

0.9 1

17832
Comprehensive evaluation of the metabolic effects of insect meal from Tenebrio molitor L. in growing
pigs by transcriptomics, metabolomics and lipidomics. Journal of Animal Science and Biotechnology,
2020, 11, 20.

2.1 42

17833
Effects of cannabis oil extract on immune response gene expression in human small airway epithelial
cells (HSAEpC): implications for chronic obstructive pulmonary disease (COPD). Journal of Cannabis
Research, 2020, 2, 5.

1.5 9

17834 The G Protein-Coupled Estrogen Receptor (GPER) Expression Correlates with Pro-Metastatic Pathways
in ER-Negative Breast Cancer: A Bioinformatics Analysis. Cells, 2020, 9, 622. 1.8 28

17835 Identification of Structural Variation in Chimpanzees Using Optical Mapping and Nanopore
Sequencing. Genes, 2020, 11, 276. 1.0 14

17836 Genomic Repeats Categorize Genes with Distinct Functions for Orchestrated Regulation. Cell Reports,
2020, 30, 3296-3311.e5. 2.9 103



986

Citation Report

# Article IF Citations

17837 Network-based meta-analysis for the identification of potential target for human anaplastic thyroid
carcinoma. Meta Gene, 2020, 24, 100690. 0.3 0

17838 A critical role of PRDM14 in human primordial germ cell fate revealed by inducible degrons. Nature
Communications, 2020, 11, 1282. 5.8 71

17839 Hypoxia sensing by hepatic stellate cells leads to VEGF-dependent angiogenesis and may contribute to
accelerated liver regeneration. Scientific Reports, 2020, 10, 4392. 1.6 26

17840 Long noncoding RNA and messenger RNA abnormalities in pediatric sepsis: a preliminary study. BMC
Medical Genomics, 2020, 13, 36. 0.7 9

17841
&lt;i&gt;In silico&lt;/i&gt; systems for predicting chemical-induced side effects using known and
potential chemical protein interactions, enabling mechanism estimation. Journal of Toxicological
Sciences, 2020, 45, 137-149.

0.7 5

17842 miR-1323 Promotes Cell Migration in Lung Adenocarcinoma by Targeting Cbl-b and Is an Early
Prognostic Biomarker. Frontiers in Oncology, 2020, 10, 181. 1.3 18

17843 A Genome-wide ER-phagy Screen Highlights Key Roles of Mitochondrial Metabolism and ER-Resident
UFMylation. Cell, 2020, 180, 1160-1177.e20. 13.5 163

17844 Evaluating Structural Variation Detection Tools for Long-Read Sequencing Datasets in
Saccharomyces cerevisiae. Frontiers in Genetics, 2020, 11, 159. 1.1 13

17845 Chromatin Architectures Are Associated with Response to Dark Treatment in the Oil Crop Sesamum
indicum, Based on a High-Quality Genome Assembly. Plant and Cell Physiology, 2020, 61, 978-987. 1.5 7

17846 Identification of Long Noncoding RNAs as Predictors of Survival in Triple-Negative Breast Cancer
Based on Network Analysis. BioMed Research International, 2020, 2020, 1-15. 0.9 32

17847 Transcriptome hallmarks in <i>Helicobacter pylori</i> infection influence gastric cancer and MALT
lymphoma. Epigenomics, 2020, 12, 661-671. 1.0 15

17848
Impaired Airway Epithelial Barrier Integrity in Response to Stenotrophomonas maltophilia Proteases,
Novel Insights Using Cystic Fibrosis Bronchial Epithelial Cell Secretomics. Frontiers in Immunology,
2020, 11, 198.

2.2 8

17849 Effects of chronic heat stress on mRNA and miRNA expressions in dairy cows. Gene, 2020, 742, 144550. 1.0 12

17850
The interaction of histone modification related H3F3B and NSD2 genes increases the susceptibility to
schizophrenia in a Chinese population. Progress in Neuro-Psychopharmacology and Biological
Psychiatry, 2020, 101, 109918.

2.5 0

17851 Genomic profiling of primary and recurrent adult granulosa cell tumors of the ovary. Modern
Pathology, 2020, 33, 1606-1617. 2.9 38

17852 Pharmacological induction of selective endoplasmic reticulum retention as a strategy for cancer
therapy. Nature Communications, 2020, 11, 1304. 5.8 22

17853 MicroRNA-mRNA networks define translatable molecular outcome phenotypes in osteosarcoma.
Scientific Reports, 2020, 10, 4409. 1.6 9

17854 Whatâ€™s Genetic Variation Got to Do with It? Starvation-Induced Self-Fertilization Enhances Survival in
Paramecium. Genome Biology and Evolution, 2020, 12, 626-638. 1.1 6



987

Citation Report

# Article IF Citations

17855 Hepatitis C Virus Cure in Human Immunodeficiency Virus Coinfection Dampens Inflammation and
Improves Cognition Through Multiple Mechanisms. Journal of Infectious Diseases, 2020, 222, 396-406. 1.9 13

17856 Aberrant hydroxymethylation of <i>ANGPTL4</i> is associated with selective intrauterine growth
restriction in monochorionic twin pregnancies. Epigenetics, 2020, 15, 887-899. 1.3 10

17857 Promoter hypermethylation of PIWI/piRNA pathway genes associated with diminished pachytene piRNA
production in bovine hybrid male sterility. Epigenetics, 2020, 15, 914-931. 1.3 18

17858 Tolerogenic properties of CD206+ macrophages appeared in the sublingual mucosa after repeated
antigen-painting. International Immunology, 2020, 32, 509-518. 1.8 5

17859 Sequencing metabolically labeled transcripts in single cells reveals mRNA turnover strategies.
Science, 2020, 367, 1151-1156. 6.0 92

17860 Genome-wide identification of loci associated with growth in rainbow trout. BMC Genomics, 2020, 21,
209. 1.2 34

17861 Whole genome resequencing of the Iranian native dogs and wolves to unravel variome during dog
domestication. BMC Genomics, 2020, 21, 207. 1.2 6

17862 Integrative proteomic and glycoproteomic profiling of Mycobacterium tuberculosis culture filtrate.
PLoS ONE, 2020, 15, e0221837. 1.1 25

17863
Transcriptome Analysis Reveals Long Intergenic Non-Coding RNAs Contributed to Intramuscular Fat
Content Differences between Yorkshire and Wei Pigs. International Journal of Molecular Sciences,
2020, 21, 1732.

1.8 26

17864 Autoantigens in the trabecular meshwork and glaucomaâ€•specific alterations in the natural
autoantibody repertoire. Clinical and Translational Immunology, 2020, 9, e01101. 1.7 19

17865 A three-phase method for identifying functionally related protein groups in weighted PPI networks.
Computational Biology and Chemistry, 2020, 86, 107246. 1.1 4

17866 Novel insights into viral infection and oncogenesis from koala retrovirus (KoRV) infection of
HEK293T cells. Gene, 2020, 733, 144366. 1.0 5

17867 Identification of region-specific astrocyte subtypes at single cell resolution. Nature Communications,
2020, 11, 1220. 5.8 444

17868 Epithelial-mesenchymal transition gene signature is associated with prognosis and tumor
microenvironment in head and neck squamous cell carcinoma. Scientific Reports, 2020, 10, 3652. 1.6 68

17869 Identification of the key genes and pathways involved in the tumorigenesis and prognosis of kidney
renal clear cell carcinoma. Scientific Reports, 2020, 10, 4271. 1.6 44

17870 The mitochondrial protein PGAM5 suppresses energy consumption in brown adipocytes by repressing
expression of uncoupling protein 1. Journal of Biological Chemistry, 2020, 295, 5588-5601. 1.6 9

17871 Oligodendrocyte dysfunction due to Chd8 mutation gives rise to behavioral deficits in mice. Human
Molecular Genetics, 2020, 29, 1274-1291. 1.4 36

17872 Distinct expression and prognostic value of members of SMAD family in non-small cell lung cancer.
Medicine (United States), 2020, 99, e19451. 0.4 13



988

Citation Report

# Article IF Citations

17873
ZBP1 (DAI/DLM-1) promotes osteogenic differentiation while inhibiting adipogenic differentiation in
mesenchymal stem cells through a positive feedback loop of Wnt/Î²-catenin signaling. Bone Research,
2020, 8, 12.

5.4 22

17874 Annotation and cluster analysis of long noncoding RNA linked to male sex and estrogen in cancers.
Npj Precision Oncology, 2020, 4, 5. 2.3 14

17875 Iron-deficient diet induces distinct protein profile related to energy metabolism in the striatum and
hippocampus of adult rats. Nutritional Neuroscience, 2022, 25, 207-218. 1.5 3

17876 Epigenetic engineering of yeast reveals dynamic molecular adaptation to methylation stress and
genetic modulators of specific DNMT3 family members. Nucleic Acids Research, 2020, 48, 4081-4099. 6.5 16

17877 Coronavirus Endoribonuclease and Deubiquitinating Interferon Antagonists Differentially Modulate
the Host Response during Replication in Macrophages. Journal of Virology, 2020, 94, . 1.5 33

17878 MicroRNA Alterations for Diagnosis, Prognosis, and Treatment of Osteoporosis: A Comprehensive
Review and Computational Functional Survey. Frontiers in Genetics, 2020, 11, 181. 1.1 14

17879 Proteome and Phosphoproteome Changes Associated with Prognosis in Acute Myeloid Leukemia.
Cancers, 2020, 12, 709. 1.7 33

17880 Abscisic Acid and Jasmonate Metabolisms Are Jointly Regulated During Senescence in Roots and Leaves
of Populus trichocarpa. International Journal of Molecular Sciences, 2020, 21, 2042. 1.8 9

17881 Coxsackievirus B3 Infection of Human Neural Progenitor Cells Results in Distinct Expression Patterns
of Innate Immune Genes. Viruses, 2020, 12, 325. 1.5 15

17882 Induction of Steatohepatitis and Liver Tumorigenesis by Enforced Snail Expression in Hepatocytes.
American Journal of Pathology, 2020, 190, 1271-1283. 1.9 2

17883 Comprehensive chemical proteomics for target deconvolution of the redox active drug auranofin.
Redox Biology, 2020, 32, 101491. 3.9 58

17884 A transcriptional signature accurately identifies Aspergillus Infection across healthy and
immunosuppressed states. Translational Research, 2020, 219, 1-12. 2.2 6

17885 Metastasis-initiating cells induce and exploit a fibroblast niche to fuel malignant colonization of the
lungs. Nature Communications, 2020, 11, 1494. 5.8 115

17886 Expression of SREBP2 and cholesterol metabolism related genes in TCGA glioma cohorts. Medicine
(United States), 2020, 99, e18815. 0.4 7

17887 B Cells as Prognostic Biomarker After Surgery for Colorectal Liver Metastases. Frontiers in
Oncology, 2020, 10, 249. 1.3 7

17888 Proteomic and Ultrastructural Analysis of Celluliteâ€”New Findings on an Old Topic. International
Journal of Molecular Sciences, 2020, 21, 2077. 1.8 13

17889 Systematic analysis of genetic variants in cancer-testis genes identified two novel lung cancer
susceptibility loci in Chinese population. Journal of Cancer, 2020, 11, 1985-1993. 1.2 2

17890 Molecular insights into postâ€•mating immune response in a fish with internal fertilization. Journal of
Evolutionary Biology, 2020, 33, 751-761. 0.8 2



989

Citation Report

# Article IF Citations

17891
Severe hydroxymethylbilane synthase deficiency causes depression-like behavior and mitochondrial
dysfunction in a mouse model of homozygous dominant acute intermittent porphyria. Acta
Neuropathologica Communications, 2020, 8, 38.

2.4 5

17892 Mammary Transcriptome Profile during Peak and Late Lactation Reveals Differentially Expression
Genes Related to Inflammation and Immunity in Chinese Holstein. Animals, 2020, 10, 510. 1.0 9

17893 Mass Spectrometry Advances and Perspectives for the Characterization of Emerging Adoptive Cell
Therapies. Molecules, 2020, 25, 1396. 1.7 11

17894 Systems biology approaches based discovery of a small molecule inhibitor targeting both c-Met/PARP-1
and inducing cell death in breast cancer. Journal of Cancer, 2020, 11, 2656-2666. 1.2 4

17895 MRTF-A promotes angiotensin II-induced inflammatory response and aortic dissection in mice. PLoS
ONE, 2020, 15, e0229888. 1.1 14

17896 Phospholipid Acyl Chain Diversity Controls the Tissue-Specific Assembly of Mitochondrial
Cardiolipins. Cell Reports, 2020, 30, 4281-4291.e4. 2.9 66

17897 Platform Effects on Regeneration by Pulmonary Basal Cells as Evaluated by Single-Cell RNA
Sequencing. Cell Reports, 2020, 30, 4250-4265.e6. 2.9 33

17898 CDK1 dependent phosphorylation of hTERT contributes to cancer progression. Nature
Communications, 2020, 11, 1557. 5.8 38

17899 Toxicogenomics in a soil sentinel exposure to Zn nanoparticles and ions reveals the comparative role
of toxicokinetic and toxicodynamic mechanisms. Environmental Science: Nano, 2020, 7, 1464-1480. 2.2 3

17900 Transcriptomic analysis of long noncoding RNAs and mRNAs expression profiles in the spinal cord of
bone cancer pain rats. Molecular Brain, 2020, 13, 47. 1.3 4

17901 AgeGuess, a Methylomic Prediction Model for Human Ages. Frontiers in Bioengineering and
Biotechnology, 2020, 8, 80. 2.0 9

17902 Transcriptional Responses of Dictyostelium discoideum Exposed to Different Classes of Bacteria.
Frontiers in Microbiology, 2020, 11, 410. 1.5 11

17903 Granule Cell Dispersion in Human Temporal Lobe Epilepsy: Proteomics Investigation of
Neurodevelopmental Migratory Pathways. Frontiers in Cellular Neuroscience, 2020, 14, 53. 1.8 16

17904 Effect of Diosgenin on the Circulating MicroRNA Profile of Ovariectomized Rats. Frontiers in
Pharmacology, 2020, 11, 207. 1.6 7

17905 Analysis of Dual Class I Histone Deacetylase and Lysine Demethylase Inhibitor Domatinostat (4SC-202)
on Growth and Cellular and Genomic Landscape of Atypical Teratoid/Rhabdoid. Cancers, 2020, 12, 756. 1.7 25

17906 Genome-wide identification of lncRNAs during hickory (Carya cathayensis) flowering. Functional and
Integrative Genomics, 2020, 20, 591-607. 1.4 9

17907 miR-504 expression level is increased in multiple sclerosis patients responder to interferon-beta.
Journal of Neuroimmunology, 2020, 342, 577212. 1.1 6

17908 4D Genome Rewiring during Oncogene-Induced and Replicative Senescence. Molecular Cell, 2020, 78,
522-538.e9. 4.5 107



990

Citation Report

# Article IF Citations

17909 Comparative transcriptome analysis digs out genes related to antifreeze between fresh and
frozenâ€“thawed rooster sperm. Poultry Science, 2020, 99, 2841-2851. 1.5 9

17910 OncoOmics approaches to reveal essential genes in breast cancer: a panoramic view from
pathogenesis to precision medicine. Scientific Reports, 2020, 10, 5285. 1.6 36

17911 The cytosolic isoform of glutaredoxin 2 promotes cell migration and invasion. Biochimica Et
Biophysica Acta - General Subjects, 2020, 1864, 129599. 1.1 7

17912 Proteomic mapping of Drosophila transgenic elav.L-GAL4/+ brain as a tool to illuminate
neuropathology mechanisms. Scientific Reports, 2020, 10, 5430. 1.6 3

17913 Genome-wide DNA methylation analysis in canine gastrointestinal lymphoma. Journal of Veterinary
Medical Science, 2020, 82, 632-638. 0.3 4

17914 Genome-Scale Metabolic Modeling of Glioblastoma Reveals Promising Targets for Drug Development.
Frontiers in Genetics, 2020, 11, 381. 1.1 22

17915 Janus effect of glucocorticoids on differentiation of muscle fibro/adipogenic progenitors. Scientific
Reports, 2020, 10, 5363. 1.6 18

17916
Transposable elements contribute to the genomic response to insecticides in <i>Drosophila
melanogaster</i>. Philosophical Transactions of the Royal Society B: Biological Sciences, 2020, 375,
20190341.

1.8 27

17917 Nextâ€•Generation Sequencing Reveals Differential Responses to Acute versus Longâ€•Term Exposures to
Graphene Oxide in Human Lung Cells. Small, 2020, 16, e1907686. 5.2 18

17918 Pro-neuronal activity of Myod1 due to promiscuous binding to neuronal genes. Nature Cell Biology,
2020, 22, 401-411. 4.6 38

17919 Dietary inclusion of plant ingredients induces epigenetic changes in the intestine of zebrafish.
Epigenetics, 2020, 15, 1035-1051. 1.3 20

17920 Network Pharmacology-Based Strategy for Predicting Therapy Targets of Traditional Chinese Medicine
Xihuang Pill on Liver Cancer. Evidence-based Complementary and Alternative Medicine, 2020, 2020, 1-12. 0.5 6

17921 Unraveling 1,4-Butanediol Metabolism in Pseudomonas putida KT2440. Frontiers in Microbiology, 2020,
11, 382. 1.5 42

17922 The prognostic value of miRNA-18a-5p in clear cell renal cell carcinoma and its function via the
miRNA-18a-5p/HIF1A/PVT1 pathway. Journal of Cancer, 2020, 11, 2737-2748. 1.2 10

17923 Characterization and Functional Analysis of Polyadenylation Sites in Fast and Slow Muscles. BioMed
Research International, 2020, 2020, 1-13. 0.9 2

17924 Potential therapeutic targets of the nuclear division cycle 80 (NDC80) complexes genes in lung
adenocarcinoma. Journal of Cancer, 2020, 11, 2921-2934. 1.2 16

17925
LTBP1 promotes esophageal squamous cell carcinoma progression through epithelial-mesenchymal
transition and cancer-associated fibroblasts transformation. Journal of Translational Medicine, 2020,
18, 139.

1.8 23

17926 Selection of Heating Temperatures Improves the Sensitivity of the Proteome Integral Solubility
Alteration Assay. Journal of Proteome Research, 2020, 19, 2159-2166. 1.8 36



991

Citation Report

# Article IF Citations

17927 Recapitulating the human segmentation clock with pluripotent stem cells. Nature, 2020, 580, 124-129. 13.7 148

17928 Phenotypic Screening of Chemical Libraries Enriched by Molecular Docking to Multiple Targets
Selected from Glioblastoma Genomic Data. ACS Chemical Biology, 2020, 15, 1424-1444. 1.6 4

17929 Identification of Key Genes and Pathways for Enchondromas by Bioinformatics Analysis.
Dose-Response, 2020, 18, 155932582090753. 0.7 0

17930
Functional Genomic Screen in Mesothelioma Reveals that Loss of Function of BRCA1-Associated
Protein 1 Induces Chemoresistance to Ribonucleotide Reductase Inhibition. Molecular Cancer
Therapeutics, 2020, 19, 552-563.

1.9 13

17931 Pharmacological Silencing of MicroRNA-152 Prevents Pressure Overloadâ€“Induced Heart Failure.
Circulation: Heart Failure, 2020, 13, e006298. 1.6 15

17932 Identification of key differentially expressed genes and gene mutations in breast ductal carcinoma in
situ using RNA-seq analysis. World Journal of Surgical Oncology, 2020, 18, 52. 0.8 4

17933
&lt;p&gt;&lt;em&gt;CYP1B1&lt;/em&gt;, &lt;em&gt;VEGFA&lt;/em&gt;, &lt;em&gt;BCL2&lt;/em&gt;, and
&lt;em&gt;CDKN1A&lt;/em&gt; Affect the Development of Chronic Obstructive Pulmonary
Disease&lt;/p&gt;. International Journal of COPD, 2020, Volume 15, 167-175.

0.9 11

17934 The Complexity of the Holobiont in the Red Sea Coral Euphyllia paradivisa under Heat Stress.
Microorganisms, 2020, 8, 372. 1.6 6

17935 Gut Microbial Protein Expression in Response to Dietary Patterns in a Controlled Feeding Study: A
Metaproteomic Approach. Microorganisms, 2020, 8, 379. 1.6 10

17936 Single-cell gene profiling and lineage tracing analyses revealed novel mechanisms of endothelial
repair by progenitors. Cellular and Molecular Life Sciences, 2020, 77, 5299-5320. 2.4 24

17937 An Antisense Oligonucleotide Leads to Suppressed Transcription of Hdac2 and Long-Term Memory
Enhancement. Molecular Therapy - Nucleic Acids, 2020, 19, 1399-1412. 2.3 18

17938 Comprehensive cell surface proteomics defines markers of classical, intermediate and non-classical
monocytes. Scientific Reports, 2020, 10, 4560. 1.6 28

17939 MicroRNA hsa-mir-3923 serves as a diagnostic and prognostic biomarker for gastric carcinoma.
Scientific Reports, 2020, 10, 4672. 1.6 12

17940 Read-through transcripts in lung: germline genetic regulation and correlation with the expression of
other genes. Carcinogenesis, 2020, 41, 918-926. 1.3 4

17941 Multiple Genetic Trajectories to Extreme Abiotic Stress Adaptation in Arctic Brassicaceae. Molecular
Biology and Evolution, 2020, 37, 2052-2068. 3.5 28

17942 Hepatic transcriptome of the freeze-tolerant Copeâ€™s gray treefrog, Dryophytes chrysoscelis:
responses to cold acclimation and freezing. BMC Genomics, 2020, 21, 226. 1.2 17

17943 LATS kinaseâ€“mediated CTCF phosphorylation and selective loss of genomic binding. Science Advances,
2020, 6, eaaw4651. 4.7 21

17944 An Information Entropy-Based Approach for Computationally Identifying Histone Lysine Butyrylation.
Frontiers in Genetics, 2019, 10, 1325. 1.1 8



992

Citation Report

# Article IF Citations

17945 The Sole Mycobacterium smegmatis MazF Toxin Targets tRNALys to Impart Highly Selective,
Codon-Dependent Proteome Reprogramming. Frontiers in Genetics, 2020, 10, 1356. 1.1 9

17946 Alveolar Macrophage Chromatin Is Modified to Orchestrate Host Response to Mycobacterium bovis
Infection. Frontiers in Genetics, 2019, 10, 1386. 1.1 19

17947 Transcriptomic Features of T Cell-Barren Tumors Are Conserved Across Diverse Tumor Types.
Frontiers in Immunology, 2020, 11, 57. 2.2 8

17948 Identification of Blood Circular RNAs as Potential Biomarkers for Acute Ischemic Stroke. Frontiers in
Neuroscience, 2020, 14, 81. 1.4 34

17949 miR-20a-5p/TGFBR2 Axis Affects Pro-inflammatory Macrophages and Aggravates Liver Fibrosis. Frontiers
in Oncology, 2020, 10, 107. 1.3 36

17950 Hydrolyzed Fat Formula Increases Brain White Matter in Small for Gestational Age and Appropriate
for Gestational Age Neonatal Piglets. Frontiers in Pediatrics, 2020, 8, 32. 0.9 6

17951 Allies or Enemies: The Role of Reactive Oxygen Species in Developmental Processes of Black
Cottonwood (Populus trichocarpa). Antioxidants, 2020, 9, 199. 2.2 2

17952 The Drosophila RNA Helicase Belle (DDX3) Non-Autonomously Suppresses Germline Tumorigenesis Via
Regulation of a Specific mRNA Set. Cells, 2020, 9, 550. 1.8 2

17953
Investigation of a Novel Salt Stress-Responsive Pathway Mediated by Arabidopsis DEAD-Box RNA
Helicase Gene AtRH17 Using RNA-Seq Analysis. International Journal of Molecular Sciences, 2020, 21,
1595.

1.8 15

17954 Glutathioneâ€“Allylsulfur Conjugates as Mesenchymal Stem Cells Stimulating Agents for Potential
Applications in Tissue Repair. International Journal of Molecular Sciences, 2020, 21, 1638. 1.8 5

17955 Extracellular Matrix Production by Mesenchymal Stromal Cells in Hydrogels Facilitates Cell
Spreading and Is Inhibited by FGFâ€•2. Advanced Healthcare Materials, 2020, 9, 1901669. 3.9 31

17956 Shallow whole genome sequencing of adenoid cystic carcinomas of the salivary glands identifies
specific chromosomal aberrations related to tumor progression. Oral Oncology, 2020, 103, 104615. 0.8 4

17957 Understanding the cross-talk between host and virus in poultry from the perspectives of microRNA.
Poultry Science, 2020, 99, 1838-1846. 1.5 23

17958 Embryonic ethanol exposure alters expression of sox2 and other early transcripts in zebrafish,
producing gastrulation defects. Scientific Reports, 2020, 10, 3951. 1.6 15

17959 Equivalent change enrichment analysis: assessing equivalent and inverse change in biological
pathways between diverse experiments. BMC Genomics, 2020, 21, 180. 1.2 2

17960
CDK1 and CDC20 overexpression in patients with colorectal cancer are associated with poor
prognosis: evidence from integrated bioinformatics analysis. World Journal of Surgical Oncology,
2020, 18, 50.

0.8 59

17961 Bioinformatics analysis and identification of potential genes related to pathogenesis of cervical
intraepithelial neoplasia. Journal of Cancer, 2020, 11, 2150-2157. 1.2 10

17962 Genome-wide screening reveals a role for subcellular localization of CRBN in the anti-myeloma
activity of pomalidomide. Scientific Reports, 2020, 10, 4012. 1.6 25



993

Citation Report

# Article IF Citations

17963
Predicted Drosophila Interactome Resource and web tool for functional interpretation of
differentially expressed genes. Database: the Journal of Biological Databases and Curation, 2020, 2020,
.

1.4 8

17964 Genome Architecture Facilitates Phenotypic Plasticity in the Honeybee (Apis mellifera). Molecular
Biology and Evolution, 2020, 37, 1964-1978. 3.5 30

17965 Insight into unique somitogenesis of yak (Bos grunniens) with one additional thoracic vertebra. BMC
Genomics, 2020, 21, 201. 1.2 7

17966 Genome-wide analysis of MicroRNA-messenger RNA interactome in ex-vivo gill filaments, Anguilla
japonica. BMC Genomics, 2020, 21, 208. 1.2 7

17967 KANK2 Links Î±VÎ²5 Focal Adhesions to Microtubules and Regulates Sensitivity to Microtubule Poisons and
Cell Migration. Frontiers in Cell and Developmental Biology, 2020, 8, 125. 1.8 22

17968 Genetic Deletion of Socs3 in SmoothÂ Muscle Cells Ameliorates AorticÂ Dissection in Mice. JACC Basic To
Translational Science, 2020, 5, 126-144. 1.9 12

17969 Chromatin accessibility and histone acetylation in the regulation of competence in early development.
Developmental Biology, 2020, 462, 20-35. 0.9 29

17970 Novel Insights into the Protective Properties of ACTH(4-7)PGP (Semax) Peptide at the Transcriptome
Level Following Cerebral Ischaemiaâ€“Reperfusion in Rats. Genes, 2020, 11, 681. 1.0 17

17971 An Activity-Mediated Transition in Transcription in Early Postnatal Neurons. Neuron, 2020, 107,
874-890.e8. 3.8 41

17972 A Chemoenzymatic Method Based on Easily Accessible Enzymes for Profiling Protein O-GlcNAcylation.
Analytical Chemistry, 2020, 92, 9807-9814. 3.2 25

17973 The MiDAC histone deacetylase complex is essential for embryonic development and has a unique
multivalent structure. Nature Communications, 2020, 11, 3252. 5.8 51

17974 Depolarization-dependent Induction of Site-specific Changes in Sialylation on N-linked Glycoproteins
in Rat Nerve Terminals. Molecular and Cellular Proteomics, 2020, 19, 1418-1435. 2.5 18

17975 DeepAntigen: a novel method for neoantigen prioritization via 3D genome and deep sparse learning.
Bioinformatics, 2020, 36, 4894-4901. 1.8 17

17976 Polyadenylation of mRNA as a novel regulatory mechanism of gene expression in temporal lobe
epilepsy. Brain, 2020, 143, 2139-2153. 3.7 11

17977 Identification of Differentially Methylated CpG Sites in Fibroblasts from Keloid Scars. Biomedicines,
2020, 8, 181. 1.4 11

17978 Environmental Performance of <i>Pseudomonas putida</i> with a Uracylated Genome. ChemBioChem,
2020, 21, 3255-3265. 1.3 3

17979 Integrative analysis highlighted susceptibility genes for rheumatoid arthritis. International
Immunopharmacology, 2020, 86, 106716. 1.7 8

17980
Lineage and Parent-of-Origin Effects in DNA Methylation of Honey Bees (Apis mellifera) Revealed by
Reciprocal Crosses and Whole-Genome Bisulfite Sequencing. Genome Biology and Evolution, 2020, 12,
1482-1492.

1.1 16



994

Citation Report

# Article IF Citations

17981
Two Thalamic Regions Screened Using Laser Capture Microdissection with Whole Human Genome
Microarray in Schizophrenia Postmortem Samples. Schizophrenia Research and Treatment, 2020, 2020,
1-11.

0.7 2

17982 A Support Vector Machine Model Predicting the Risk of Duodenal Cancer in Patients with Familial
Adenomatous Polyposis at the Transcript Levels. BioMed Research International, 2020, 2020, 1-12. 0.9 0

17983 Strategies to Enhance Logic Modeling-Based Cell Line-Specific Drug Synergy Prediction. Frontiers in
Physiology, 2020, 11, 862. 1.3 10

17984
Cohen Syndrome Patient iPSC-Derived Neurospheres and Forebrain-Like Glutamatergic Neurons Reveal
Reduced Proliferation of Neural Progenitor Cells and Altered Expression of Synapse Genes. Journal of
Clinical Medicine, 2020, 9, 1886.

1.0 9

17985
Application of cAMP-dependent catalytic subunit Î² (PRKACB) Low Expression in Predicting Worse
Overall Survival: A Potential Therapeutic Target for Colorectal Carcinoma. Journal of Cancer, 2020,
11, 4841-4850.

1.2 11

17986 Gene signatures of SARS-CoV/SARS-CoV-2-infected ferret lungs in short- and long-term models.
Infection, Genetics and Evolution, 2020, 85, 104438. 1.0 50

17987 ADAM12 is a costimulatory molecule that determines Th1 cell fate and mediates tissue inflammation.
Cellular and Molecular Immunology, 2020, 18, 1904-1919. 4.8 15

17988 Prediction and identification of immune genes related to the prognosis of patients with colon
adenocarcinoma and its mechanisms. World Journal of Surgical Oncology, 2020, 18, 146. 0.8 9

17989 Global correlation analysis for miRNA and protein expression profiles in human peripheral blood
mononuclear cells. Molecular Biology Reports, 2020, 47, 5295-5304. 1.0 0

17990 Genetic and microstructural differences in the cortical plate of gyri and sulci during gyrification in
fetal sheep. Cerebral Cortex, 2020, 30, 6169-6190. 1.6 7

17991 Identification of functional long nonâ€•coding RNAs in gastric cancer by bioinformatics analysis.
International Journal of Experimental Pathology, 2020, 101, 96-105. 0.6 11

17992 Chronic Hypersensitivity Pneumonitis, an Interstitial Lung Disease with Distinct Molecular
Signatures. American Journal of Respiratory and Critical Care Medicine, 2020, 202, 1430-1444. 2.5 66

17993 CapsNet-SSP: multilane capsule network for predicting human saliva-secretory proteins. BMC
Bioinformatics, 2020, 21, 237. 1.2 9

17994 Evidence from ileum and liver transcriptomes of resistance to high-salt and water-deprivation
conditions in camel. Zoological Letters, 2020, 6, 8. 0.7 4

17995 A transcriptome-based approach to identify functional modules within and across primary human
immune cells. PLoS ONE, 2020, 15, e0233543. 1.1 10

17996 Bayesian networks established functional differences between breast cancer subtypes. PLoS ONE, 2020,
15, e0234752. 1.1 5

17997 Soluble SORLA Enhances Neurite Outgrowth and Regeneration through Activation of the EGF
Receptor/ERK Signaling Axis. Journal of Neuroscience, 2020, 40, 5908-5921. 1.7 17

17998 Detection and Independent Validation of Model-Based Quantitative Transcriptional Regulation
Relationships Altered in Lung Cancers. Frontiers in Bioengineering and Biotechnology, 2020, 8, 582. 2.0 6



995

Citation Report

# Article IF Citations

17999 Expression of ncRNAs on the DLK1-DIO3 Locus Is Associated With Basal and Mesenchymal Phenotype in
Breast Epithelial Progenitor Cells. Frontiers in Cell and Developmental Biology, 2020, 8, 461. 1.8 14

18000 Genomics of Heat Tolerance in Reproductive Performance Investigated in Four Independent Maternal
Lines of Pigs. Frontiers in Genetics, 2020, 11, 629. 1.1 19

18001 CARMAL Is a Long Non-coding RNA Locus That Regulates MFGE8 Expression. Frontiers in Genetics, 2020,
11, 631. 1.1 2

18002 Pan-Proteomic Analysis and Elucidation of Protein Abundance among the Closely Related Brucella
Species, Brucella abortus and Brucella melitensis. Biomolecules, 2020, 10, 836. 1.8 6

18003 Index of Cancer-Associated Fibroblasts Is Superior to the Epithelialâ€“Mesenchymal Transition Score in
Prognosis Prediction. Cancers, 2020, 12, 1718. 1.7 18

18004 Genome-Wide Identification of Discriminative Genetic Variations in Beef and Dairy Cattle via an
Information-Theoretic Approach. Genes, 2020, 11, 678. 1.0 3

18005 Quantitative Phosphoproteomics Reveals Cell Alignment and Mitochondrial Length Change under
Cyclic Stretching in Lung Cells. International Journal of Molecular Sciences, 2020, 21, 4074. 1.8 4

18006 Identification of Histone deacetylase (HDAC)â€•Associated Proteins with DNAâ€•Programmed Affinity
Labeling. Angewandte Chemie - International Edition, 2020, 59, 17525-17532. 7.2 20

18007 Flexible experimental designs for valid single-cell RNA-sequencing experiments allowing batch effects
correction. Nature Communications, 2020, 11, 3274. 5.8 16

18008 CD96, a new immune checkpoint, correlates with immune profile and clinical outcome of glioma.
Scientific Reports, 2020, 10, 10768. 1.6 31

18009 Association study based on topological constraints of proteinâ€“protein interaction networks.
Scientific Reports, 2020, 10, 10797. 1.6 3

18010
The longer the worse: a combined proteomic and targeted study of the
long-term<i>versus</i>short-term effects of silver nanoparticles on macrophages. Environmental
Science: Nano, 2020, 7, 2032-2046.

2.2 11

18011 FACS-arrayâ€“based cell purification yields a specific transcriptome of striatal medium spiny neurons in
a murine Huntington disease model. Journal of Biological Chemistry, 2020, 295, 9768-9785. 1.6 9

18012 Cell Cycle Genes Are Potential Diagnostic and Prognostic Biomarkers in Hepatocellular Carcinoma.
BioMed Research International, 2020, 2020, 1-12. 0.9 10

18013 Glutamyl-Prolyl-tRNA Synthetase Regulates Proline-Rich Pro-Fibrotic Protein Synthesis During Cardiac
Fibrosis. Circulation Research, 2020, 127, 827-846. 2.0 51

18014 Dysregulation of microRNA Modulatory Network in Abdominal Aortic Aneurysm. Journal of Clinical
Medicine, 2020, 9, 1974. 1.0 14

18015 Knocking Out Non-muscle Myosin II in Retinal Ganglion Cells Promotes Long-Distance Optic Nerve
Regeneration. Cell Reports, 2020, 31, 107537. 2.9 33

18016 Identification of dihydroorotate dehydrogenase as a protein target of ginkgolic acid by molecular
docking and dynamics. Journal of Molecular Structure, 2020, 1220, 128692. 1.8 5



996

Citation Report

# Article IF Citations

18017 Three-dimensional chromatin interactions remain stable upon CAG/CTG repeat expansion. Science
Advances, 2020, 6, eaaz4012. 4.7 16

18018 Comparative RNA-Seq transcriptome analyses reveal dynamic time-dependent effects of 56Fe, 16O, and
28Si irradiation on the induction of murine hepatocellular carcinoma. BMC Genomics, 2020, 21, 453. 1.2 5

18019 Ykt6-dependent endosomal recycling is required for Wnt secretion in the <i>Drosophila</i> wing
epithelium. Development (Cambridge), 2020, 147, . 1.2 18

18020
&lt;p&gt;Decreased PTGDS Expression Predicting Poor Survival of Endometrial Cancer by Integrating
Weighted Gene Co-Expression Network Analysis and Immunohistochemical Validation&lt;/p&gt;. Cancer
Management and Research, 2020, Volume 12, 5057-5075.

0.9 11

18021 Genomic analyses for predicted milk fatty acid composition throughout lactation in North American
Holstein cattle. Journal of Dairy Science, 2020, 103, 6318-6331. 1.4 17

18022 The influence of orexin B on the transcriptome profile of porcine myometrial explants during early
implantation. Theriogenology, 2020, 156, 205-213. 0.9 2

18023 Structural and catalytic roles of the human 18S rRNA methyltransferases DIMT1 in ribosome assembly
and translation. Journal of Biological Chemistry, 2020, 295, 12058-12070. 1.6 14

18024 Proteomic and metabolomic analyses uncover sex-specific regulatory pathways in mouse fetal
germline differentiationâ€ . Biology of Reproduction, 2020, 103, 717-735. 1.2 7

18025 Meta-analysis for milk fat and protein percentage using imputed sequence variant genotypes in 94,321
cattle from eight cattle breeds. Genetics Selection Evolution, 2020, 52, 37. 1.2 41

18026 MMiRNA-Viewer2, a bioinformatics tool for visualizing functional annotation for MiRNA and MRNA
pairs in a network. BMC Bioinformatics, 2020, 21, 247. 1.2 2

18027 The ATF6-EGF Pathway Mediates the Awakening of Slow-Cycling Chemoresistant Cells and Tumor
Recurrence by Stimulating Tumor Angiogenesis. Cancers, 2020, 12, 1772. 1.7 15

18028 Integrative Bioinformatic Analyses of Global Transcriptome Data Decipher Novel Molecular Insights
into Cardiac Anti-Fibrotic Therapies. International Journal of Molecular Sciences, 2020, 21, 4727. 1.8 17

18029 Finding new cancer epigenetic and genetic biomarkers from cell-free DNA by combining SALP-seq and
machine learning. Computational and Structural Biotechnology Journal, 2020, 18, 1891-1903. 1.9 13

18030 Analysis on gene modular network reveals morphogen-directed development robustness in
Drosophila. Cell Discovery, 2020, 6, 43. 3.1 6

18031 Plasma proteomics reveals markers of metabolic stress in HIV infected children with severe acute
malnutrition. Scientific Reports, 2020, 10, 11235. 1.6 8

18032 Absence of central tolerance in Aire-deficient mice synergizes with immune-checkpoint inhibition to
enhance antitumor responses. Communications Biology, 2020, 3, 355. 2.0 5

18033 A Comprehensive Coexpression Network Analysis in Vibrio cholerae. MSystems, 2020, 5, . 1.7 5

18034
Bioinformatical Analysis of miRNA-mRNA Interaction Network Underlying Macrophage Aging and
Cholesterol-Responsive Difference between Young and Aged Macrophages. BioMed Research
International, 2020, 2020, 1-11.

0.9 2



997

Citation Report

# Article IF Citations

18035
Profiling of IgG antibodies targeting unmodified and corresponding citrullinated autoantigens in a
multicenter national cohort of early arthritis in Germany. Arthritis Research and Therapy, 2020, 22,
167.

1.6 3

18036 Differentially Expressed miRNA-Gene Targets Related to Intramuscular Fat in Musculus Longissimus
Dorsi of Charolais Ã— Holstein F2-Crossbred Bulls. Genes, 2020, 11, 700. 1.0 7

18037 Mechanical Shielding in Plant Nuclei. Current Biology, 2020, 30, 2013-2025.e3. 1.8 26

18038
An integration analysis of mRNAs and miRNAs microarray data to identify key regulators for ovarian
endometriosis based on competing endogenous RNAs. European Journal of Obstetrics, Gynecology and
Reproductive Biology, 2020, 252, 468-475.

0.5 3

18039 Identification of small nonâ€•coding RNAs responsive to <i>GUN1</i> and <i>GUN5</i> related retrograde
signals in <i>Arabidopsis thaliana</i>. Plant Journal, 2020, 104, 138-155. 2.8 10

18040
Bioinformatics analysis of high-throughput data to validate potential novel biomarkers and small
molecule drugs for glioblastoma multiforme. Journal of International Medical Research, 2020, 48,
030006052092454.

0.4 2

18041 Comparative analysis of single-cell transcriptomics in human and zebrafish oocytes. BMC Genomics,
2020, 21, 471. 1.2 14

18042
Epigenetic Regulator miRNA Pattern Differences Among SARS-CoV, SARS-CoV-2, and SARS-CoV-2
World-Wide Isolates Delineated the Mystery Behind the Epic Pathogenicity and Distinct Clinical
Characteristics of Pandemic COVID-19. Frontiers in Genetics, 2020, 11, 765.

1.1 144

18043 A Cancer Gene Module Mining Method Based on Bio-Network of Multi-Omics Gene Groups. Frontiers in
Oncology, 2020, 10, 1159. 1.3 3

18044 Singleâ€•Cell RNA Sequencing for Precision Oncology: Current State-of-Art. Journal of the Indian
Institute of Science, 2020, 100, 579-588. 0.9 9

18045 Exploring the Sirtuin Functionality in Ageing Through Human Protein Interaction Networks. SN
Computer Science, 2020, 1, 1. 2.3 1

18046 JARID1a Ablation in the Liver Alters Systemic Metabolism and Adaptation to Feeding. Cell Reports, 2020,
31, 107668. 2.9 0

18047 Overview of distinct 5-methylcytosine profiles of messenger RNA in human hepatocellular carcinoma
and paired adjacent non-tumor tissues. Journal of Translational Medicine, 2020, 18, 245. 1.8 40

18048 Cardiolipin is required for membrane docking of mitochondrial ribosomes and protein synthesis.
Journal of Cell Science, 2020, 133, . 1.2 21

18049 Prediction pipeline for discovery of regulatory motifs associated with Brugia malayiÂ molting. PLoS
Neglected Tropical Diseases, 2020, 14, e0008275. 1.3 46

18050 Increased expression of EGR1 and KLF4 by polysulfide via activation of the ERK1/2 and ERK5 pathways in
cultured intestinal epithelial cells. Biomedical Research, 2020, 41, 119-129. 0.3 2

18051 Proteomics Profiling of KAIMRC1 in Comparison to MDA-MB231 and MCF-7. International Journal of
Molecular Sciences, 2020, 21, 4328. 1.8 12

18052 Multimodal Analysis of Composition and Spatial Architecture in Human Squamous Cell Carcinoma.
Cell, 2020, 182, 497-514.e22. 13.5 508



998

Citation Report

# Article IF Citations

18053 The Orphan G-Protein Coupled Receptor 182 Is a Negative Regulator of Definitive Hematopoiesis
through Leukotriene B4 Signaling. ACS Pharmacology and Translational Science, 2020, 3, 676-689. 2.5 13

18054 Transcriptome-wide analysis reveals different categories of response to a standardised immune
challenge in a wild rodent. Scientific Reports, 2020, 10, 7444. 1.6 3

18055 Heritability and genome-wide association of swine gut microbiome features with growth and fatness
parameters. Scientific Reports, 2020, 10, 10134. 1.6 47

18056 Cerebrocortical proteome profile of female rats subjected to the western diet and chronic social
stress. Nutritional Neuroscience, 2020, , 1-14. 1.5 3

18057 Exploring TCGA database for identification of potential prognostic genes in stomach adenocarcinoma.
Cancer Cell International, 2020, 20, 264. 1.8 27

18058 NOTCH1 activation compensates BRCA1 deficiency and promotes triple-negative breast cancer
formation. Nature Communications, 2020, 11, 3256. 5.8 56

18059 Focus on the spectra that matter by clustering of quantification data in shotgun proteomics. Nature
Communications, 2020, 11, 3234. 5.8 19

18060
Quantitative proteomics reveals rapid divergence in the postmating response of female reproductive
tracts among sibling species. Proceedings of the Royal Society B: Biological Sciences, 2020, 287,
20201030.

1.2 15

18061
Redox States of Protein Cysteines in Pathways of Protein Turnover and Cytoskeleton Dynamics Are
Changed with Aging and Reversed by Slc7a11 Restoration in Mouse Lung Fibroblasts. Oxidative
Medicine and Cellular Longevity, 2020, 2020, 1-17.

1.9 10

18062 Distinctive Subpopulations of Stromal Cells Are Present in Human Lymph Nodes Infiltrated with
Melanoma. Cancer Immunology Research, 2020, 8, 990-1003. 1.6 10

18063 Blockade of PD-1, PD-L1, and TIM-3 Altered Distinct Immune- and Cancer-Related Signaling Pathways in
the Transcriptome of Human Breast Cancer Explants. Genes, 2020, 11, 703. 1.0 14

18064 HOXC10 upregulation confers resistance to chemoradiotherapy in ESCC tumor cells and predicts
poor prognosis. Oncogene, 2020, 39, 5441-5454. 2.6 25

18065 <i>Drosophila</i> model to study Retinitis pigmentosa pathology associated with mutations in the
core splicing factor Prp8. DMM Disease Models and Mechanisms, 2020, 13, . 1.2 8

18066 Identification of hub genes involved in apparent metabolizable energy of chickens. Animal
Biotechnology, 2022, 33, 242-249. 0.7 3

18067 Increased nuclear but not cytoplasmic activities of CELF1 protein leads to muscle wasting. Human
Molecular Genetics, 2020, 29, 1729-1744. 1.4 12

18068 Pre-natal manifestation of systemic developmental abnormalities in spinal muscular atrophy. Human
Molecular Genetics, 2020, 29, 2674-2683. 1.4 23

18069 High-quality human preimplantation embryos stimulate endometrial stromal cell migration via
secretion of microRNA hsa-miR-320a. Human Reproduction, 2020, 35, 1797-1807. 0.4 23

18070 Monocyte and CD4+ T-cell antiviral and innate responses associated with HIV-1 inflammation and
cognitive impairment. Aids, 2020, 34, 1289-1301. 1.0 8



999

Citation Report

# Article IF Citations

18071 Bromodomain-Selective BET Inhibitors Are Potent Antitumor Agents against MYC-Driven Pediatric
Cancer. Cancer Research, 2020, 80, 3507-3518. 0.4 28

18072 Spatial proteome profiling by immunohistochemistry-based laser capture microdissection and
data-independent acquisition proteomics. Analytica Chimica Acta, 2020, 1127, 140-148. 2.6 23

18073 Structure and Function of an Elongation Factor P Subfamily in Actinobacteria. Cell Reports, 2020, 30,
4332-4342.e5. 2.9 11

18074 Cellular Importin-Î±3 Expression Dynamics in the Lung Regulate Antiviral Response Pathways against
Influenza A Virus Infection. Cell Reports, 2020, 31, 107549. 2.9 11

18075 Circadian Clock Regulation of Developmental Time in the Kidney. Cell Reports, 2020, 31, 107661. 2.9 19

18076 Inferring Gene Networks in Bone Marrow Hematopoietic Stem Cell-Supporting Stromal Niche
Populations. IScience, 2020, 23, 101222. 1.9 11

18077 Systematic comparison of the protein-protein interaction databases from a user's perspective. Journal
of Biomedical Informatics, 2020, 103, 103380. 2.5 51

18078
Decoy receptor 2 mediation of the senescent phenotype of tubular cells by interacting with
peroxiredoxin 1 presents a novel mechanism of renal fibrosis in diabetic nephropathy. Kidney
International, 2020, 98, 645-662.

2.6 21

18079 Transcriptome analysis of the adipose tissue in a mouse model of metabolic syndrome identifies gene
signatures related to disease pathogenesis. Genomics, 2020, 112, 4053-4062. 1.3 3

18080 Targeting hub genes and pathways of innate immune response in COVID-19: A network biology
perspective. International Journal of Biological Macromolecules, 2020, 163, 1-8. 3.6 72

18081 Application of single-cell RNA sequencing on human skin: Technical evolution and challenges. Journal
of Dermatological Science, 2020, 99, 74-81. 1.0 23

18082
Proteomics Analysis Revealed the Importance of Inflammation-Mediated Downstream Pathways and the
Protective Role of Curcumin in Bleomycin-Induced Pulmonary Fibrosis in C57BL/6 Mice. Journal of
Proteome Research, 2020, 19, 2950-2963.

1.8 12

18083 Comprehensive palmitoylâ€•proteomic analysis identifies distinct protein signatures for large and small
cancerâ€•derived extracellular vesicles. Journal of Extracellular Vesicles, 2020, 9, 1764192. 5.5 37

18084 Creb<scp>A</scp> increases secretory capacity through direct transcriptional regulation of the
secretory machinery, a subset of secretory cargo, and other key regulators. Traffic, 2020, 21, 560-577. 1.3 20

18085 Fluctuating expression of miR-584 in primary and high-grade gastric cancer. BMC Cancer, 2020, 20, 621. 1.1 13

18086 The Effect of Exercise on Gene Expression and Signaling in Mouse Melanoma Tumors. Medicine and
Science in Sports and Exercise, 2020, 52, 1485-1494. 0.2 6

18087 Enhancing mitochondrial function in vivo rescues MDS-like anemia induced by pRb deficiency.
Experimental Hematology, 2020, 88, 28-41. 0.2 6

18088 Identification of a circRNA-miRNA-mRNA network to explore the effects of circRNAs on pathogenesis
and treatment of spinal cord injury. Life Sciences, 2020, 257, 118039. 2.0 41



1000

Citation Report

# Article IF Citations

18089 Proteomics pinpoints alterations in grade I meningiomas of male versus female patients. Scientific
Reports, 2020, 10, 10335. 1.6 10

18090 Systems biology comprehensive analysis on breast cancer for identification of key gene modules and
genes associated with TNM-based clinical stages. Scientific Reports, 2020, 10, 10816. 1.6 20

18091 Purity estimation from differentially methylated sites using Illumina Infinium methylation microarray
data. Cell Cycle, 2020, 19, 2028-2039. 1.3 0

18092 Selection Shapes Synonymous Stop Codon Use in Mammals. Journal of Molecular Evolution, 2020, 88,
549-561. 0.8 6

18093 Developmental origins of transgenerational sperm histone retention following ancestral exposures.
Developmental Biology, 2020, 465, 31-45. 0.9 20

18094 Mining therapeutic and prognostic significance of STATs in renal cell carcinoma with bioinformatics
analysis. Genomics, 2020, 112, 4100-4114. 1.3 20

18095 Endothelial cellâ€•derived extracellular vesicles alter vascular smooth muscle cell phenotype through
highâ€•mobility group box proteins. Journal of Extracellular Vesicles, 2020, 9, 1781427. 5.5 45

18096 mirPLS: a partial linear structure identifier method for cancer subtyping using microRNAs.
Bioinformatics, 2020, 36, 4902-4909. 1.8 1

18097 Defense Response in Brazilian Honey Bees (Apis mellifera scutellata Ã— spp.) Is Underpinned by Complex
Patterns of Admixture. Genome Biology and Evolution, 2020, 12, 1367-1377. 1.1 13

18098 Arabidopsis BRCA1 represses RRTF1â€•mediated ROS production and ROSâ€•responsive gene expression under
dehydration stress. New Phytologist, 2020, 228, 1591-1610. 3.5 10

18099 Aquaporin-7 Regulates the Response to Cellular Stress in Breast Cancer. Cancer Research, 2020, 80,
4071-4086. 0.4 20

18100 Identification of genes in hepatocellular carcinoma induced by non-alcoholic fatty liver disease.
Cancer Biomarkers, 2020, 29, 69-78. 0.8 12

18101 Insights into Aflatoxin B1 Toxicity in Cattle: An In Vitro Whole-Transcriptomic Approach. Toxins, 2020,
12, 429. 1.5 22

18102 Identification of Histone deacetylase (HDAC)â€•Associated Proteins with DNAâ€•Programmed Affinity
Labeling. Angewandte Chemie, 2020, 132, 17678-17685. 1.6 2

18103 mTORC1 coordinates an immediate unfolded protein response-related transcriptome in activated B
cells preceding antibody secretion. Nature Communications, 2020, 11, 723. 5.8 72

18104 Organizing genome engineering for the gigabase scale. Nature Communications, 2020, 11, 689. 5.8 14

18105 Gene expression profile and bioinformatics analysis revealed key molecular characteristics of
chordomaâ€”before and after TNF- a treatment. Medicine (United States), 2020, 99, e18790. 0.4 3

18106 Granulins Regulate Aging Kinetics in the Adult Zebrafish Telencephalon. Cells, 2020, 9, 350. 1.8 11



1001

Citation Report

# Article IF Citations

18107 Development and validation of a 4-gene combination for the prognostication in lung adenocarcinoma
patients. Journal of Cancer, 2020, 11, 1940-1948. 1.2 6

18108
Single-cell transcriptome analysis of human skin identifies novel fibroblast subpopulation and
enrichment of immune subsets in atopic dermatitis. Journal of Allergy and Clinical Immunology, 2020,
145, 1615-1628.

1.5 280

18109 Vernalization shapes shoot architecture and ensures the maintenance of dormant buds in the
perennial <i>Arabis alpina</i>. New Phytologist, 2020, 227, 99-115. 3.5 24

18110 Clinical prognostic implications of EPB41L4A expression in multiple myeloma. Journal of Cancer, 2020,
11, 619-629. 1.2 6

18111 Transcriptomic landscape, gene signatures and regulatory profile of aging in the human brain.
Biochimica Et Biophysica Acta - Gene Regulatory Mechanisms, 2020, 1863, 194491. 0.9 23

18112 Characterization of basal and estrogen-regulated antisense transcription in breast cancer cells: Role
in regulating sense transcription. Molecular and Cellular Endocrinology, 2020, 506, 110746. 1.6 2

18113 Mitochondrial complex I derived ROS regulate stress adaptation in Drosophila melanogaster. Redox
Biology, 2020, 32, 101450. 3.9 40

18114 Transcriptome of tambaqui Colossoma macropomum during gonad differentiation: Different
molecular signals leading to sex identity. Genomics, 2020, 112, 2478-2488. 1.3 29

18115 Assessment of separation methods for extracellular vesicles from human and mouse brain tissues and
human cerebrospinal fluids. Methods, 2020, 177, 35-49. 1.9 44

18116 Proteomic profiling and identification of significant markers from high-grade osteosarcoma after
cryotherapy and irradiation. Scientific Reports, 2020, 10, 2105. 1.6 10

18117 Upregulation of GPNCA is associated with poor prognosis through enhancement of tumor growth via
regulating GSK3B. Scientific Reports, 2020, 10, 2044. 1.6 2

18118 High-density neutrophils in MGUS and multiple myeloma are dysfunctional and immune-suppressive due
to increased STAT3 downstream signaling. Scientific Reports, 2020, 10, 1983. 1.6 38

18119 Identification of Genes Related to Clinicopathological Characteristics and Prognosis of Patients with
Colorectal Cancer. DNA and Cell Biology, 2020, 39, 690-699. 0.9 21

18120
Gene Prioritization through Consensus Strategy, Enrichment Methodologies Analysis, and
Networking for Osteosarcoma Pathogenesis. International Journal of Molecular Sciences, 2020, 21,
1053.

1.8 13

18121 Functional expression of ZNF467 and PCBP2 supports adipogenic lineage commitment in
adipose-derived mesenchymal stem cells. Gene, 2020, 737, 144437. 1.0 6

18122 Genome-wide association study identifies quantitative trait loci regions involved in muscle acidic
profile in Large White heavy pigs. Animal, 2020, 14, 1342-1350. 1.3 5

18123
Identification of Subtypes of Barrettâ€™s Esophagus and Esophageal Adenocarcinoma Based on DNA
Methylation Profiles and Integration of Transcriptome and Genome Data. Gastroenterology, 2020, 158,
1682-1697.e1.

0.6 58

18124 Circular RNA expression profile and its potential regulative role in human abdominal aortic
aneurysm. BMC Cardiovascular Disorders, 2020, 20, 70. 0.7 17



1002

Citation Report

# Article IF Citations

18125 Dose-Dependent Effects of GLD-2 and GLD-1 on Germline Differentiation and Dedifferentiation in the
Absence of PUF-8. Frontiers in Cell and Developmental Biology, 2020, 8, 5. 1.8 5

18126
Comprehensive Analysis of Competitive Endogenous RNAs Network, Being Associated With Esophageal
Squamous Cell Carcinoma and Its Emerging Role in Head and Neck Squamous Cell Carcinoma.
Frontiers in Oncology, 2019, 9, 1474.

1.3 20

18127 Evaluation of heat stress effects on cellular and transcriptional adaptation of bovine granulosa
cells. Journal of Animal Science and Biotechnology, 2020, 11, 25. 2.1 53

18128 Novel DNA methylation biomarkers for hexavalent chromium exposure: an epigenome-wide analysis.
Epigenomics, 2020, 12, 221-233. 1.0 9

18129 A Connected Network of Interacting Proteins Is Involved in Human-Tau Toxicity in Drosophila.
Frontiers in Neuroscience, 2020, 14, 68. 1.4 11

18130
Maternal weight affects placental DNA methylation of genes involved in metabolic pathways in the
common marmoset monkey (<i>Callithrix jacchus</i>). American Journal of Primatology, 2020, 82,
e23101.

0.8 10

18131 Discovery and identification of antithrombotic chemical markers in Gardenia Fructus by herbal
metabolomics and zebrafish model. Journal of Ethnopharmacology, 2020, 253, 112679. 2.0 16

18132 Inferring Plasmodium vivax protein biology by using omics data. Journal of Proteomics, 2020, 218,
103719. 1.2 1

18133 Identification of key genes associated with spermatogenesis arrest in fox hybrids using weighted gene
co-expression network analysis. Theriogenology, 2020, 147, 92-101. 0.9 2

18134
Transcriptome analyses reveal molecular mechanisms underlying phenotypic differences among
transcriptional subtypes of glioblastoma. Journal of Cellular and Molecular Medicine, 2020, 24,
3901-3916.

1.6 32

18135 Metabolic Changes Accompanying Spermatogonial Stem Cell Differentiation. Developmental Cell, 2020,
52, 399-411. 3.1 54

18136 DNA-PKcs has KU-dependent function in rRNA processing and haematopoiesis. Nature, 2020, 579, 291-296. 13.7 57

18137 Epigenetic therapy inhibits metastases by disrupting premetastatic niches. Nature, 2020, 579, 284-290. 13.7 213

18138 Functional omics analyses reveal only minor effects of microRNAs on human somatic stem cell
differentiation. Scientific Reports, 2020, 10, 3284. 1.6 9

18139 Mitochondrial DNA Haplogroups and Susceptibility to Neuroblastoma. Journal of the National Cancer
Institute, 2020, 112, 1259-1266. 3.0 10

18140 Transcriptional insights into the CD8+ T cell response in mono-HIV and HCV infection. Journal of
Translational Medicine, 2020, 18, 96. 1.8 4

18141
Snail synchronizes endocycling in a TOR-dependent manner to coordinate entry and escape from
endoreplication pausing during the Drosophila critical weight checkpoint. PLoS Biology, 2020, 18,
e3000609.

2.6 24

18142 Transcriptional and Ultrastructural Analyses Suggest Novel Insights into Epithelial Barrier
Impairment in Celiac Disease. Cells, 2020, 9, 516. 1.8 10



1003

Citation Report

# Article IF Citations

18143 Metformin Alleviates Left Ventricular Diastolic Dysfunction in a Rat Myocardial Ischemia Reperfusion
Injury Model. International Journal of Molecular Sciences, 2020, 21, 1489. 1.8 9

18144 Downregulation of A20 Expression Increases the Immune Response and Apoptosis and Reduces Virus
Production in Cells Infected by the Human Respiratory Syncytial Virus. Vaccines, 2020, 8, 100. 2.1 11

18145 FKBP4 is a malignant indicator in luminal A subtype of breast cancer. Journal of Cancer, 2020, 11,
1727-1736. 1.2 16

18146
Evaluating the Genetic Correlations Between Left-Handedness and Mental Disorder Using Linkage
Disequilibrium Score Regression and Transcriptome-Wide Association Study. Biochemical Genetics,
2020, 58, 348-358.

0.8 3

18147 CDK4/6 Inhibitors Impair Recovery from Cytotoxic Chemotherapy in Pancreatic Adenocarcinoma.
Cancer Cell, 2020, 37, 340-353.e6. 7.7 114

18148 Identification of chronic brain protein changes and protein targets of serum auto-antibodies after
blast-mediated traumatic brain injury. Heliyon, 2020, 6, e03374. 1.4 21

18149 CIP2A Constrains Th17 Differentiation by Modulating STAT3 Signaling. IScience, 2020, 23, 100947. 1.9 12

18150 Capicua restricts cancer stem cell-like properties in breast cancer cells. Oncogene, 2020, 39, 3489-3506. 2.6 17

18151 Wounding triggers MIRO-1 dependent mitochondrial fragmentation that accelerates epidermal wound
closure through oxidative signaling. Nature Communications, 2020, 11, 1050. 5.8 44

18152 Identification of Core Genes and Potential Drugs for Castration-Resistant Prostate Cancer Based on
Bioinformatics Analysis. DNA and Cell Biology, 2020, 39, 836-847. 0.9 4

18153 Genomic consequences of population decline in critically endangered pangolins and their
demographic histories. National Science Review, 2020, 7, 798-814. 4.6 45

18154 Control of matrix stiffness promotes endodermal lineage specification by regulating SMAD2/3 via
lncRNA LINC00458. Science Advances, 2020, 6, eaay0264. 4.7 45

18155 Tolerance induction and microglial engraftment after fetal therapy without conditioning in mice
with mucopolysaccharidosis type VII. Science Translational Medicine, 2020, 12, . 5.8 24

18156 A Novel Three-miRNA Signature Identified Using Bioinformatics Predicts Survival in Esophageal
Carcinoma. BioMed Research International, 2020, 2020, 1-11. 0.9 7

18157 Celastrol Attenuates Angiotensin IIâ€“Induced Cardiac Remodeling by Targeting STAT3. Circulation
Research, 2020, 126, 1007-1023. 2.0 127

18158
Whole genome sequencing and comparative genomic analysis of oleaginous red yeast Sporobolomyces
pararoseus NGR identifies candidate genes for biotechnological potential and
ballistospores-shooting. BMC Genomics, 2020, 21, 181.

1.2 9

18159 Two waves of pro-inflammatory factors are released during the influenza A virus (IAV)-driven
pulmonary immunopathogenesis. PLoS Pathogens, 2020, 16, e1008334. 2.1 35

18160
&lt;p&gt;Curcumin Has Anti-Proliferative and Pro-Apoptotic Effects on Tongue Cancer in vitro: A Study
with Bioinformatics Analysis and in vitro Experiments&lt;/p&gt;. Drug Design, Development and
Therapy, 2020, Volume 14, 509-518.

2.0 19



1004

Citation Report

# Article IF Citations

18161 CD11c+ B Cells Are Mainly Memory Cells, Precursors of Antibody Secreting Cells in Healthy Donors.
Frontiers in Immunology, 2020, 11, 32. 2.2 84

18162
Molecule mechanisms of Ganoderma lucidum treated hepatocellular carcinoma based on the
transcriptional profiles and miRNA-target network. Biomedicine and Pharmacotherapy, 2020, 125,
110028.

2.5 8

18163 Characterization of novel LncRNA P14AS as a protector of ANRIL through AUF1 binding in human cells.
Molecular Cancer, 2020, 19, 42. 7.9 18

18164 Identification of Novel Prognosis and Prediction Markers in Advanced Prostate Cancer Tissues Based
on Quantitative Proteomics. Cancer Genomics and Proteomics, 2020, 17, 195-208. 1.0 21

18165 Discovery and identification of mediumâ€•chain fatty acid responsive promoters in Saccharomyces
cerevisiae. Engineering in Life Sciences, 2020, 20, 186-196. 2.0 4

18166 Molecular Mechanism of Congenital Heart Disease and Pulmonary Hypertension. , 2020, , . 4

18167 Protein interactome of the Cancerous Inhibitor of protein phosphatase 2A (CIP2A) in Th17 cells.
Current Research in Immunology, 2020, 1, 10-22. 1.2 6

18168 InÂ Vitro and InÂ Vivo Development of the Human Airway at Single-Cell Resolution. Developmental Cell,
2020, 53, 117-128.e6. 3.1 110

18169 Integration of single nucleotide variants and whole-genome DNA methylation profiles for
classification of rheumatoid arthritis cases from controls. Heredity, 2020, 124, 658-674. 1.2 10

18170 Gene regulatory network analysis with drug sensitivity reveals synergistic effects of combinatory
chemotherapy in gastric cancer. Scientific Reports, 2020, 10, 3932. 1.6 9

18171 Genetic Profile and Functional Proteomics of Anal Squamous Cell Carcinoma: Proposal for a
Molecular Classification. Molecular and Cellular Proteomics, 2020, 19, 690-700. 2.5 4

18172
Identification of differentially expressed photosynthesis- and sugar synthesis-related genes in tomato
(<i>Solanum lycopersicum</i>) plants grown under different CO<sub>2</sub> concentrations.
Biotechnology and Biotechnological Equipment, 2020, 34, 84-92.

0.5 6

18173 Multiomics Evaluation of Human Fat-Derived Mesenchymal Stem Cells on an Osteobiologic
Nanocomposite. BioResearch Open Access, 2020, 9, 37-50. 2.6 6

18174
The (PATAN)-CheY-Like Response Regulator PixE Interacts with the Motor ATPase PilB1 to Control
Negative Phototaxis in the Cyanobacterium Synechocystis sp. PCC 6803. Plant and Cell Physiology,
2020, 61, 296-307.

1.5 17

18175 Label-free Proteomics for Discovering Biomarker Candidates for Controlling Krypton Misuse in
Castrated Horses (Geldings). Journal of Proteome Research, 2020, 19, 1196-1208. 1.8 6

18176 MFAP2 is overexpressed in gastric cancer and promotes motility via the MFAP2/integrin Î±5Î²1/FAK/ERK
pathway. Oncogenesis, 2020, 9, 17. 2.1 33

18177 A living biobank of ovarian cancer ex vivo models reveals profound mitotic heterogeneity. Nature
Communications, 2020, 11, 822. 5.8 62

18178 The Impact of Cand1 in Prostate Cancer. Cancers, 2020, 12, 428. 1.7 13



1005

Citation Report

# Article IF Citations

18179
LncRNA PCAT6 predicts poor prognosis in hepatocellular carcinoma and promotes proliferation
through the regulation of cell cycle arrest and apoptosis. Cell Biochemistry and Function, 2020, 38,
895-904.

1.4 34

18180 Screening of characteristic biomolecules related to bladder cancer based on construction of ceRNA
regulation network. World Journal of Urology, 2020, 38, 2835-2847. 1.2 11

18181
Proteomics reveals the gender differences in humoral immunity and physiological characteristics
associated with reproduction in the sea cucumber Apostichopus japonicus. Journal of Proteomics,
2020, 217, 103687.

1.2 15

18182 Identification of the Regulatory Role of lncRNA SNHG16 in Myasthenia Gravis by Constructing a
Competing Endogenous RNA Network. Molecular Therapy - Nucleic Acids, 2020, 19, 1123-1133. 2.3 19

18183 Ionic liquid-assisted protein extraction method for plant phosphoproteome analysis. Talanta, 2020,
213, 120848. 2.9 12

18184 Inhibiting WNT and NOTCH in renal cancer stem cells and the implications for human patients. Nature
Communications, 2020, 11, 929. 5.8 113

18185 Spatiotemporal single-cell analysis of gene expression in the mouse suprachiasmatic nucleus. Nature
Neuroscience, 2020, 23, 456-467. 7.1 200

18186 Mechanisms of endothelial cell coverage by pericytes: computational modelling of cell wrapping
and<i>in vitro</i>experiments. Journal of the Royal Society Interface, 2020, 17, 20190739. 1.5 5

18187 Co-occurrence and Mutual Exclusivity Analysis of DNA Methylation Reveals Distinct Subtypes in
Multiple Cancers. Frontiers in Cell and Developmental Biology, 2020, 8, 20. 1.8 15

18188 Identification of environmental chemicals targeting miscarriage genes and pathways using the
comparative toxicogenomics database. Environmental Research, 2020, 184, 109259. 3.7 25

18189 Dual Feedforward Loops Modulate Type I Interferon Responses and Induce Selective Gene Expression
during TLR4 Activation. IScience, 2020, 23, 100881. 1.9 7

18190 An initial comparative genomic autopsy of wasting disease in sea stars. Molecular Ecology, 2020, 29,
1087-1102. 2.0 22

18191 Gene expression profile suggesting immunological dysregulation in two Brazilian Bloom's syndrome
cases. Molecular Genetics &amp; Genomic Medicine, 2020, 8, e1133. 0.6 7

18192
Novel Hemizygous IL2RG p.(Pro58Ser) Mutation Impairs IL-2 Receptor Complex Expression on
Lymphocytes Causing X-Linked Combined Immunodeficiency. Journal of Clinical Immunology, 2020, 40,
503-514.

2.0 11

18193
Inhibition of colony stimulating factor 1 receptor corrects maternal inflammation-induced
microglial and synaptic dysfunction and behavioral abnormalities. Molecular Psychiatry, 2021, 26,
1808-1831.

4.1 44

18194 Chromosome-level assemblies of multiple Arabidopsis genomes reveal hotspots of rearrangements
with altered evolutionary dynamics. Nature Communications, 2020, 11, 989. 5.8 162

18195 Similarity of therapeutic networks induced by a multi-component herbal remedy, Ukgansan, in
neurovascular unit cells. Scientific Reports, 2020, 10, 2658. 1.6 6

18196 Genomic scan of selective sweeps in DjallonkÃ© (West African Dwarf) sheep shed light on adaptation to
harsh environments. Scientific Reports, 2020, 10, 2824. 1.6 15



1006

Citation Report

# Article IF Citations

18197 Inhibition of TGF-Î² signalling in combination with nal-IRI plus 5-Fluorouracil/Leucovorin suppresses
invasion and prolongs survival in pancreatic tumour mouse models. Scientific Reports, 2020, 10, 2935. 1.6 18

18198 Understanding divergent domestication traits from the whole-genome sequencing of swamp- and
river-buffalo populations. National Science Review, 2020, 7, 686-701. 4.6 43

18199 Comprehensive analysis of the association between tumor glycolysis and immune/inflammation
function in breast cancer. Journal of Translational Medicine, 2020, 18, 92. 1.8 67

18200
Ex Vivo Human Adipose Tissue Derived Mesenchymal Stromal Cells (ASC) Are a Heterogeneous
Population That Demonstrate Rapid Culture-Induced Changes. Frontiers in Pharmacology, 2019, 10,
1695.

1.6 26

18201 Secondhand Smoke Induces Liver Steatosis through Deregulation of Genes Involved in Hepatic Lipid
Metabolism. International Journal of Molecular Sciences, 2020, 21, 1296. 1.8 10

18202
Comparative Toxicological Evaluation of UVâ€•Degraded versus Parentâ€•Insensitive Munition Compound
1â€•Methylâ€•3â€•Nitroguanidine in Fathead Minnow. Environmental Toxicology and Chemistry, 2020, 39,
612-622.

2.2 7

18203 Cell immaturity and white/beige adipocyte potential of primary human adipose-derived stromal cells
are restrained by culture-medium TGFÎ²1. Stem Cells, 2020, 38, 782-796. 1.4 6

18204 Local delivery of bone morphogenetic protein-2 from near infrared-responsive hydrogels for bone
tissue regeneration. Biomaterials, 2020, 241, 119909. 5.7 45

18205 Bacterial Nucleoside Catabolism Controls Quorum Sensing and Commensal-to-Pathogen Transition in
the Drosophila Gut. Cell Host and Microbe, 2020, 27, 345-357.e6. 5.1 31

18206 A Conserved Mito-Cytosolic Translational Balance Links Two Longevity Pathways. Cell Metabolism,
2020, 31, 549-563.e7. 7.2 87

18207 Transcriptomic analysis reveals the key regulators and molecular mechanisms underlying myometrial
activation during equine placentitisâ€ . Biology of Reproduction, 2020, 102, 1306-1325. 1.2 11

18208 Cellâ€•cycle dependence of transcriptome gene modules: comparison of regression lines. FEBS Journal,
2020, 287, 4427-4439. 2.2 14

18209 Vascular endotheliumâ€“targeted <i>Sirt7</i> gene therapy rejuvenates blood vessels and extends life
span in a Hutchinson-Gilford progeria model. Science Advances, 2020, 6, eaay5556. 4.7 56

18210 Blockade of DC-SIGN+ Tumor-Associated Macrophages Reactivates Antitumor Immunity and Improves
Immunotherapy in Muscle-Invasive Bladder Cancer. Cancer Research, 2020, 80, 1707-1719. 0.4 61

18211 Mural Cell SDF1 Signaling Is Associated with the Pathogenesis of Pulmonary Arterial Hypertension.
American Journal of Respiratory Cell and Molecular Biology, 2020, 62, 747-759. 1.4 29

18212 System-Based Differential Gene Network Analysis for Characterizing a Sample-Specific Subnetwork.
Biomolecules, 2020, 10, 306. 1.8 9

18213
Multiple protein and mRNA expression correlations in the rat cerebral cortex after ischemic injury
and repair due to buchang naoxintong jiaonang (BNJ) intervention. Biomedicine and Pharmacotherapy,
2020, 125, 109917.

2.5 6

18214 Identification of osteolineage cellâ€•derived extracellular vesicle cargo implicated in hematopoietic
support. FASEB Journal, 2020, 34, 5435-5452. 0.2 10



1007

Citation Report

# Article IF Citations

18215 Symbiotic lifestyle triggers drastic changes in the gene expression of the algal endosymbiont
<i>Breviolum minutum</i> (Symbiodiniaceae). Ecology and Evolution, 2020, 10, 451-466. 0.8 33

18216 Antibiotic contaminants reduced the treatment efficiency of UV-C on Microcystis aeruginosa through
hormesis. Environmental Pollution, 2020, 261, 114193. 3.7 15

18217 Comprehensive analysis of dysregulated exosomal long non-coding RNA networks associated with
arteriovenous malformations. Gene, 2020, 738, 144482. 1.0 7

18218 ATDC5 cells as a model of cartilage extracellular matrix neosynthesis, maturation and assembly.
Journal of Proteomics, 2020, 219, 103718. 1.2 11

18219 Toll-like Receptor 4-Independent Effects of Lipopolysaccharide Identified Using Longitudinal Serum
Proteomics. Journal of Proteome Research, 2020, 19, 1258-1266. 1.8 8

18220 Pubertal adversity alters chromatin dynamics and stress circuitry in the pregnant brain.
Neuropsychopharmacology, 2020, 45, 1263-1271. 2.8 17

18221 Chronic maternal interleukin-17 and autism-related cortical gene expression, neurobiology, and
behavior. Neuropsychopharmacology, 2020, 45, 1008-1017. 2.8 31

18222 Distinct Features of Stress Granule Proteins Predict Localization in Membraneless Organelles.
Journal of Molecular Biology, 2020, 432, 2349-2368. 2.0 57

18223 Enhanced pre-pubertal nutrition upregulates mitochondrial function in testes and sperm of
post-pubertal Holstein bulls. Scientific Reports, 2020, 10, 2235. 1.6 9

18224 Gene expression in immortalized versus primary isolated cardiac endothelial cells. Scientific Reports,
2020, 10, 2241. 1.6 8

18225 Rigorous characterization of urinary extracellular vesicles (uEVs) in the low centrifugation pellet - a
neglected source for uEVs. Scientific Reports, 2020, 10, 3701. 1.6 45

18226 From a basic to a functional approach for developing a blood stage vaccine against Plasmodium vivax.
Expert Review of Vaccines, 2020, 19, 195-207. 2.0 4

18227 Identification of a Multi-RNA-Type-Based Signature for Recurrence-Free Survival Prediction in Patients
with Uterine Corpus Endometrial Carcinoma. DNA and Cell Biology, 2020, 39, 615-630. 0.9 25

18228 The CREB-binding protein inhibitor ICG-001: a promising therapeutic strategy in sporadic meningioma
with NF2 mutations. Neuro-Oncology Advances, 2020, 2, vdz055. 0.4 9

18229 Transcriptome differences in adipose stromal cells derived from pre- and postmenopausal women.
Stem Cell Research and Therapy, 2020, 11, 92. 2.4 2

18230 Integrated bioinformatics analyses identified SCL3-induced regulatory network in Arabidopsis thaliana
roots. Biotechnology Letters, 2020, 42, 1019-1033. 1.1 6

18231 TOPORS, a tumor suppressor protein, contributes to the maintenance of higher-order chromatin
architecture. Biochimica Et Biophysica Acta - Gene Regulatory Mechanisms, 2020, 1863, 194518. 0.9 8

18232 FGD1 exhibits oncogenic properties in hepatocellular carcinoma through regulating cell morphology,
autophagy and mitochondrial function. Biomedicine and Pharmacotherapy, 2020, 125, 110029. 2.5 13



1008

Citation Report

# Article IF Citations

18233
Acute air exposure modulates the microRNA abundance in stress responsive tissues and circulating
extracellular vesicles in rainbow trout (Oncorhynchus mykiss). Comparative Biochemistry and
Physiology Part D: Genomics and Proteomics, 2020, 34, 100661.

0.4 15

18234 Shared PPARÎ±/Î³ Target Genes Regulate Brown Adipocyte Thermogenic Function. Cell Reports, 2020, 30,
3079-3091.e5. 2.9 26

18235 The Repertoire of Serous Ovarian Cancer Non-genetic Heterogeneity Revealed by Single-Cell
Sequencing of Normal Fallopian Tube Epithelial Cells. Cancer Cell, 2020, 37, 226-242.e7. 7.7 117

18236 Phenotypic and transcriptomic changes in zebrafish (Danio rerio) embryos/larvae following
cypermethrin exposure. Chemosphere, 2020, 249, 126148. 4.2 15

18237
DNA methylation signature on phosphatidylethanol, not onÂ self-reported alcohol consumption,
predicts hazardous alcohol consumption in two distinct populations. Molecular Psychiatry, 2021, 26,
2238-2253.

4.1 20

18238 Cxcr4 distinguishes HSC-derived monocytes from microglia and reveals monocyte immune responses
to experimental stroke. Nature Neuroscience, 2020, 23, 351-362. 7.1 123

18239 Organ-level protein networks as a reference for the host effects of the microbiome. Genome
Research, 2020, 30, 276-286. 2.4 6

18240 Genomic measures of inbreeding coefficients and genome-wide scan for runs of homozygosity islands
in Iranian river buffalo, Bubalus bubalis. BMC Genetics, 2020, 21, 16. 2.7 38

18241 A post-transcriptional program of chemoresistance by AU-rich elements and TTP in quiescent leukemic
cells. Genome Biology, 2020, 21, 33. 3.8 22

18242 Transcriptional Analysis of Sepsis-Induced Activation and Damage of the Adrenal Endothelial
Microvascular Cells. Frontiers in Endocrinology, 2019, 10, 944. 1.5 11

18243 The Effect of Cardiogenic Factors on Cardiac Mesenchymal Cell Anti-Fibrogenic Paracrine Signaling
and Therapeutic Performance. Theranostics, 2020, 10, 1514-1530. 4.6 6

18244 Distinct cachexia profiles in response to human pancreatic tumours in mouse limb and respiratory
muscle. Journal of Cachexia, Sarcopenia and Muscle, 2020, 11, 820-837. 2.9 28

18245 Cerebrospinal fluid proteomics implicates the granin family in Parkinsonâ€™s disease. Scientific Reports,
2020, 10, 2479. 1.6 51

18246 Comparative Transcriptome Analysis Provides Insights into the Polyunsaturated Fatty Acid Synthesis
Regulation of Fat-1 Transgenic Sheep. International Journal of Molecular Sciences, 2020, 21, 1121. 1.8 3

18247
IGFBP6 Is Downregulated in Unstable Carotid Atherosclerotic Plaques According to an Integrated
Bioinformatics Analysis and Experimental Verification. Journal of Atherosclerosis and Thrombosis,
2020, 27, 1068-1085.

0.9 19

18248 Variations and expression features of CYP2D6 contribute to schizophrenia risk. Molecular Psychiatry,
2021, 26, 2605-2615. 4.1 8

18249 ZGLP1 is a determinant for the oogenic fate in mice. Science, 2020, 367, . 6.0 69

18250 miR-128a Acts as a Regulator in Cardiac Development by Modulating Differentiation of Cardiac
Progenitor Cell Populations. International Journal of Molecular Sciences, 2020, 21, 1158. 1.8 10



1009

Citation Report

# Article IF Citations

18251 FMN reduces Amyloid-Î² toxicity in yeast by regulating redox status and cellular metabolism. Nature
Communications, 2020, 11, 867. 5.8 50

18252 Hepatocyte nuclear factor 4Î± negatively regulates connective tissue growth factor during liver
regeneration. FASEB Journal, 2020, 34, 4970-4983. 0.2 8

18253 Data Driven Analysis Reveals Shared Transcriptome Response, Immune Cell Composition, and Distinct
Mortality Rates Across Differing Etiologies of Critical Illness. Critical Care Medicine, 2020, 48, 338-343. 0.4 11

18254 A time-resolved multi-omic atlas of the developing mouse liver. Genome Research, 2020, 30, 263-275. 2.4 22

18255 Identification of Hub Genes and Analysis of Prognostic Values in Hepatocellular Carcinoma by
Bioinformatics Analysis. American Journal of the Medical Sciences, 2020, 359, 226-234. 0.4 6

18256 Integrative transcriptomics and proteomic analysis of extraocular muscles from patients with
thyroid-associated ophthalmopathy. Experimental Eye Research, 2020, 193, 107962. 1.2 7

18257 Investigation of Potential Mechanisms Associated with Non-small Cell Lung Cancer. Journal of
Computational Biology, 2020, 27, 1433-1442. 0.8 5

18258 Identification of hub genes, key pathways, and therapeutic agents in Hutchinsonâ€“Gilford Progeria
syndrome using bioinformatics analysis. Medicine (United States), 2020, 99, e19022. 0.4 2

18259
Foodâ€•Borne Exposure of Juvenile Rainbow Trout (<i>Oncorhynchus mykiss</i>) to Benzotriazole
Ultraviolet Stabilizers Alone and in Mixture Induces Specific Transcriptional Changes. Environmental
Toxicology and Chemistry, 2020, 39, 852-862.

2.2 11

18261 Methylation quantitative trait loci analysis in Korean exposome study. Molecular and Cellular
Toxicology, 2020, 16, 175-183. 0.8 12

18262 OCIAD1 contributes to neurodegeneration in Alzheimer's disease by inducing mitochondria
dysfunction, neuronal vulnerability and synaptic damages. EBioMedicine, 2020, 51, 102569. 2.7 10

18263 Oleic Acid Attenuates Ang II (Angiotensin II)-Induced Cardiac Remodeling by Inhibiting FGF23 (Fibroblast) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 302 Td (Growth Factor 23) Expression in Mice. Hypertension, 2020, 75, 680-692.1.3 14

18264 Loss of androgen signaling in mesenchymal sonic hedgehog responsive cells diminishes prostate
development, growth, and regeneration. PLoS Genetics, 2020, 16, e1008588. 1.5 19

18265 Brief communication: Long-term absence of Langerhans cells alters the gene expression profile of
keratinocytes and dendritic epidermal T cells. PLoS ONE, 2020, 15, e0223397. 1.1 11

18266 Decoding the development of the human hippocampus. Nature, 2020, 577, 531-536. 13.7 141

18267 12-h clock regulation of genetic information flow by XBP1s. PLoS Biology, 2020, 18, e3000580. 2.6 46

18268 Fatty acid synthase is a prognostic marker and associated with immune infiltrating in gastric cancers
precision medicine. Biomarkers in Medicine, 2020, 14, 185-199. 0.6 15

18269 The priming fingerprint on the plant transcriptome investigated through meta-analysis of RNA-Seq
data. European Journal of Plant Pathology, 2020, 156, 779-797. 0.8 12



1010

Citation Report

# Article IF Citations

18270 Shared Transcriptional Signatures in Major Depressive Disorder and Mouse Chronic Stress Models.
Biological Psychiatry, 2020, 88, 159-168. 0.7 67

18271 In-depth proteomics and natural peptidomics analyses reveal antibacterial peptides in human
endometrial fluid. Journal of Proteomics, 2020, 216, 103652. 1.2 22

18272 Bifunctional Magnetic Supramolecular-Organic Framework: A Nanoprobe for Simultaneous
Enrichment of Glycosylated and Phosphorylated Peptides. Analytical Chemistry, 2020, 92, 2680-2689. 3.2 76

18273 Identification of dissociation factors in pancreatic Cancer using a mass spectrometry-based proteomic
approach. BMC Cancer, 2020, 20, 45. 1.1 11

18274 Core transcriptional regulatory circuits in prion diseases. Molecular Brain, 2020, 13, 10. 1.3 7

18275 The effects of bariatric surgery on clinical profile, DNA methylation, and ageing in severely obese
patients. Clinical Epigenetics, 2020, 12, 14. 1.8 23

18276 5-Hydroxymethylcytosine signatures in circulating cell-free DNA as diagnostic and predictive
biomarkers for coronary artery disease. Clinical Epigenetics, 2020, 12, 17. 1.8 15

18277 Knowledge-guided analysis of "omics" data using the KnowEnG cloud platform. PLoS Biology, 2020, 18,
e3000583. 2.6 34

18278 Establishment and Characterization of Paired Primary Cultures of Human Pancreatic Cancer Cells and
Stellate Cells Derived from the Same Tumor. Cells, 2020, 9, 227. 1.8 6

18279 Placenta-Specific Genes, Their Regulation During Villous Trophoblast Differentiation and
Dysregulation in Preterm Preeclampsia. International Journal of Molecular Sciences, 2020, 21, 628. 1.8 30

18280
Comparative Genomic Mapping Implicates LRRK2 for Intellectual Disability and Autism at 12q12, and
HDHD1, as Well as PNPLA4, for X-Linked Intellectual Disability at Xp22.31. Journal of Clinical Medicine,
2020, 9, 274.

1.0 15

18281 Identification of a Sixteen-gene Prognostic Biomarker for Lung Adenocarcinoma Using a Machine
Learning Method. Journal of Cancer, 2020, 11, 1288-1298. 1.2 37

18282
The chromosome 19 microRNA cluster, regulated by promoter hypomethylation, is associated with
tumour burden and poor prognosis in patients with hepatocellular carcinoma. Journal of Cellular
Physiology, 2020, 235, 6103-6112.

2.0 11

18283 Maternal transcription profiles at different stages for the development of early embryo in buffalo.
Reproduction in Domestic Animals, 2020, 55, 503-514. 0.6 1

18284 Whole-genome re-sequencing and transcriptome reveal cadmium tolerance related genes and
pathways in Chlamydomonas reinhardtii. Ecotoxicology and Environmental Safety, 2020, 191, 110231. 2.9 15

18285
The immobilization of fibronectin- and fibroblast growth factor 2-derived peptides on a culture plate
supports the attachment and proliferation of human pluripotent stem cells. Stem Cell Research, 2020,
43, 101700.

0.3 14

18286 Pathogenic Potential of Hic1-Expressing Cardiac Stromal Progenitors. Cell Stem Cell, 2020, 26,
205-220.e8. 5.2 60

18287 Expression of apoptosis and myogenesis related genes during prenatal life in two divergent breeds of
pigs. Theriogenology, 2020, 145, 67-76. 0.9 0



1011

Citation Report

# Article IF Citations

18288 Knockdown of <i>Clock</i> gene induces thrombotic potential reduction by inhibiting Î±1-antitrypsin
with promotion of fibronectin. Biological Rhythm Research, 2021, 52, 1270-1279. 0.4 0

18289 Identification of<i>MMP1</i>as a Potential Prognostic Biomarker and Correlating with Immune
Infiltrates in Cervical Squamous Cell Carcinoma. DNA and Cell Biology, 2020, 39, 255-272. 0.9 26

18290 Serial Xenotransplantation in NSG Mice Promotes a Hybrid Epithelial/Mesenchymal Gene Expression
Signature and Stemness in Rhabdomyosarcoma Cells. Cancers, 2020, 12, 196. 1.7 6

18291 Mouse Ovarian Cancer Models Recapitulate the Human Tumor Microenvironment and Patient Response
to Treatment. Cell Reports, 2020, 30, 525-540.e7. 2.9 61

18292 <i>N</i> <sup>6</sup> -methyladenosine of chromosome-associated regulatory RNA regulates
chromatin state and transcription. Science, 2020, 367, 580-586. 6.0 406

18293 Identification of key genes involved in the pathogenesis of cutaneous melanoma using bioinformatics
analysis. Journal of International Medical Research, 2020, 48, 030006051989586. 0.4 4

18294 PTPN13 induces cell junction stabilization and inhibits mammary tumor invasiveness. Theranostics,
2020, 10, 1016-1032. 4.6 11

18295 Expression scoring of a smallâ€•nucleolarâ€•RNA signature identified by machine learning serves as a
prognostic predictor for head and neck cancer. Journal of Cellular Physiology, 2020, 235, 8071-8084. 2.0 26

18296 Mining the proliferative diabetic retinopathy-associated genes and pathways by integrated
bioinformatic analysis. International Ophthalmology, 2020, 40, 269-279. 0.6 16

18297 Identification of MMP1 and MMP2 by RNA-seq analysis in laryngeal squamous cell carcinoma. American
Journal of Otolaryngology - Head and Neck Medicine and Surgery, 2020, 41, 102391. 0.6 3

18298
The role of actinin-4 (ACTN4) in exosomes as a potential novel therapeutic target in
castration-resistant prostate cancer. Biochemical and Biophysical Research Communications, 2020,
523, 588-594.

1.0 28

18299 Environmental cues regulate epigenetic reprogramming of airway-resident memory CD8+ T cells.
Nature Immunology, 2020, 21, 309-320. 7.0 72

18300 Acellular Biologic Nippleâ€“Areolar Complex Graft: <i>In Vivo</i> Murine and Nonhuman Primate Host
Response Evaluation. Tissue Engineering - Part A, 2020, 26, 872-885. 1.6 5

18301
Transcriptomic profiling disclosed the role of DNA methylation and histone modifications in
tumor-infiltrating myeloid-derived suppressor cell subsets in colorectal cancer. Clinical Epigenetics,
2020, 12, 13.

1.8 52

18302 Astrocyte senescence promotes glutamate toxicity in cortical neurons. PLoS ONE, 2020, 15, e0227887. 1.1 120

18303
Deep Sequencing Analysis Reveals Distinctive Non-Coding RNAs When Comparing Tumor
Multidrug-Resistant Cells and Extracellular Vesicles with Drug-Sensitive Counterparts. Cancers,
2020, 12, 200.

1.7 13

18304 Proteomic Studies for the Investigation of Î³-Globin Induction by Decitabine in Human Primary Erythroid
Progenitor Cultures. Journal of Clinical Medicine, 2020, 9, 134. 1.0 3

18305 Combining Bioinformatics and Experiments to Identify and Verify Key Genes with Prognostic Values in
Endometrial Carcinoma. Journal of Cancer, 2020, 11, 716-732. 1.2 30



1012

Citation Report

# Article IF Citations

18306 miRâ€•210 is induced by hypoxia and regulates neural cell adhesion molecule in prostate cells. Journal of
Cellular Physiology, 2020, 235, 6194-6203. 2.0 8

18307
Common and distinct features of potentially predictive biomarkers in small cell lung carcinoma and
large cell neuroendocrine carcinoma of the lung by systematic and integrated analysis. Molecular
Genetics &amp; Genomic Medicine, 2020, 8, e1126.

0.6 3

18308 Genome-wide transcriptional response of papain-like cysteine protease-mediated resistance against
Xanthomonas oryzae pv. oryzae in rice. Plant Cell Reports, 2020, 39, 457-472. 2.8 19

18309 MicroRNA and heme oxygenase-1 in allergic disease. International Immunopharmacology, 2020, 80,
106132. 1.7 8

18310 White matter structure and myelin-related gene expression alterations with experience in adult rats.
Progress in Neurobiology, 2020, 187, 101770. 2.8 30

18311 Enhanced cardiomyocyte reactive oxygen species signaling promotes ibrutinib-induced atrial
fibrillation. Redox Biology, 2020, 30, 101432. 3.9 36

18312 Proneural and mesenchymal glioma stem cells display major differences in splicing and lncRNA
profiles. Npj Genomic Medicine, 2020, 5, 2. 1.7 29

18313 DNA hypomethylation during MSC chondrogenesis occurs predominantly at enhancer regions.
Scientific Reports, 2020, 10, 1169. 1.6 18

18314 Genome-wide analysis reveals a switch in the translational program upon oocyte meiotic resumption.
Nucleic Acids Research, 2020, 48, 3257-3276. 6.5 68

18315 Circulating Epstein-Barr virus microRNA profile reveals novel biomarker for nasopharyngeal
carcinoma diagnosis. Cancer Biomarkers, 2020, 27, 365-375. 0.8 14

18316 Inguinal Ring RNA Sequencing Reveals Downregulation of Muscular Genes Related to Scrotal Hernia
in Pigs. Genes, 2020, 11, 117. 1.0 6

18317 Identification of ADPKD-Related Genes and Pathways in Cells Overexpressing PKD2. Genes, 2020, 11, 122. 1.0 5

18318 VEGFR2 Blockade Improves Renal Damage in an Experimental Model of Type 2 Diabetic Nephropathy.
Journal of Clinical Medicine, 2020, 9, 302. 1.0 21

18319 Titanium Dioxide Nanoparticles Alter the Cellular Phosphoproteome in A549 Cells. Nanomaterials,
2020, 10, 185. 1.9 15

18320 Identify potential clinical significance of long noncoding RNA forkhead box P4 antisense RNA 1 in
patients with early stage pancreatic ductal adenocarcinoma. Cancer Medicine, 2020, 9, 2062-2076. 1.3 12

18321 RNA-Seq analysis reveals that spring viraemia of carp virus induces a broad spectrum of PIM kinases in
zebrafish kidney that promote viral entry. Fish and Shellfish Immunology, 2020, 99, 86-98. 1.6 10

18322 Discovery of potential asthma targets based on the clinical efficacy of Traditional Chinese Medicine
formulas. Journal of Ethnopharmacology, 2020, 252, 112635. 2.0 24

18323
Multiplexed Quantitative Proteomic Analysis of HEK293 Provides Insights into Molecular Changes
Associated with the Cell Density Effect, Transient Transfection, and Virus-Like Particle Production.
Journal of Proteome Research, 2020, 19, 1085-1099.

1.8 23



1013

Citation Report

# Article IF Citations

18324 Therapeutic melanoma vaccine with cancer stem cell phenotype represses exhaustion and maintains
antigen-specific T cell stemness by up-regulating BCL6. OncoImmunology, 2020, 9, 1710063. 2.1 10

18325 Genome-Wide Association Study of Body Weight Traits in Chinese Fine-Wool Sheep. Animals, 2020, 10,
170. 1.0 32

18326 Sex differences in brain gene expression among suicide completers. Journal of Affective Disorders,
2020, 267, 67-77. 2.0 12

18327 Charge Detection Mass Spectrometry Measurements of Exosomes and other Extracellular Particles
Enriched from Bovine Milk. Analytical Chemistry, 2020, 92, 3285-3292. 3.2 32

18328 Analysis of Copy-Number Variations and Feline Mammary Carcinoma Survival. Scientific Reports, 2020,
10, 1003. 1.6 8

18329 Recurrent pregnancy loss is associated with a pro-senescent decidual response during the
peri-implantation window. Communications Biology, 2020, 3, 37. 2.0 158

18330 Folic acid supplementation regulates milk production variables, metabolic associated genes and
pathways in perinatal Holsteins. Journal of Animal Physiology and Animal Nutrition, 2020, 104, 483-492. 1.0 19

18331 Key genes with prognostic values in suppression of osteosarcoma metastasis using comprehensive
analysis. BMC Cancer, 2020, 20, 65. 1.1 19

18332 Bioinformatics-based screening of key genes for transformation of liver cirrhosis to hepatocellular
carcinoma. Journal of Translational Medicine, 2020, 18, 40. 1.8 39

18333 Transcriptome Analysis of Pineal Glands in the Mouse Model of Alzheimerâ€™s Disease. Frontiers in
Molecular Neuroscience, 2019, 12, 318. 1.4 8

18334 Integrated Bioinformatics Analysis for the Identification of Key Molecules and Pathways in the
Hippocampus of Rats After Traumatic Brain Injury. Neurochemical Research, 2020, 45, 928-939. 1.6 9

18335 Investigating Chaperonin-Containing TCP-1 subunit 2 as an essential component of the chaperonin
complex for tumorigenesis. Scientific Reports, 2020, 10, 798. 1.6 33

18336 A novel role of tumor suppressor ZMYND8 in inducing differentiation of breast cancer cells through
its dual-histone binding function. Journal of Biosciences, 2020, 45, 1. 0.5 2

18337 Hydroxychloroquine suppresses lung tumorigenesis via inducing FoxO3a nuclear translocation
through STAT3 inactivation. Life Sciences, 2020, 246, 117366. 2.0 16

18338 Reduction of colitis-associated colon carcinogenesis by a black lentil water extract through
inhibition of inflammatory and immunomodulatory cytokines. Carcinogenesis, 2020, 41, 790-803. 1.3 5

18339 A pathogenâ€•derived metabolite induces microglial activation via odorant receptors. FEBS Journal, 2020,
287, 3841-3870. 2.2 12

18340
Integrating Network Pharmacology and Experimental Models to Investigate the Efficacy of Coptidis
and Scutellaria Containing Huanglian Jiedu Decoction on Hepatocellular Carcinoma. The American
Journal of Chinese Medicine, 2020, 48, 161-182.

1.5 43

18341 Characterization of wheat homeodomain-leucine zipper family genes and functional analysis of
TaHDZ5-6A in drought tolerance in transgenic Arabidopsis. BMC Plant Biology, 2020, 20, 50. 1.6 27



1014

Citation Report

# Article IF Citations

18342 Novel Alzheimer risk genes determine the microglia response to amyloidâ€•Î² but not to TAU pathology.
EMBO Molecular Medicine, 2020, 12, e10606. 3.3 182

18343 Site-Specific Expression Pattern of PIWI-Interacting RNA in Skin and Oral Mucosal Wound Healing.
International Journal of Molecular Sciences, 2020, 21, 521. 1.8 3

18344 Comprehensive investigation of p53, p21, nm23, and VEGF expression in hepatitis B virus-related
hepatocellular carcinoma overall survival after hepatectomy. Journal of Cancer, 2020, 11, 906-918. 1.2 4

18345 Networkâ€•based integration method for potential breast cancer gene identification. Journal of Cellular
Physiology, 2020, 235, 7960-7969. 2.0 1

18346 Independent Transposon Exaptation Is a Widespread Mechanism of Redundant Enhancer Evolution in
the Mammalian Genome. Genome Biology and Evolution, 2020, 12, 1-17. 1.1 14

18347 Lag penalized weighted correlation for time series clustering. BMC Bioinformatics, 2020, 21, 21. 1.2 9

18348 Î²,Î²-Dimethylacrylshikonin Induces Apoptosis in Melanoma Cell Lines by NOXA Upregulation. Journal of
Natural Products, 2020, 83, 305-315. 1.5 10

18349 Analysis of the Differentially Expressed Genes Induced by Cisplatin Resistance in Oral Squamous Cell
Carcinomas and Their Interaction. Frontiers in Genetics, 2019, 10, 1328. 1.1 20

18350 Hyperactivation of sympathetic nerves drives depletion of melanocyte stem cells. Nature, 2020, 577,
676-681. 13.7 158

18351 Systemic HIV and SIV latency reversal via non-canonical NF-ÎºB signalling in vivo. Nature, 2020, 578,
160-165. 13.7 210

18352 The somatic mutation landscape of Chinese Colorectal Cancer. Journal of Cancer, 2020, 11, 1038-1046. 1.2 16

18353 Widespread activation of developmental gene expression characterized by PRC1-dependent chromatin
looping. Science Advances, 2020, 6, eaax4001. 4.7 72

18354 Identification and characterization of miRNAs involved in cold acclimation of zebrafish ZF4 cells.
PLoS ONE, 2020, 15, e0226905. 1.1 13

18355 Heat Shock Factor 2 Protects against Proteotoxicity by Maintaining Cell-Cell Adhesion. Cell Reports,
2020, 30, 583-597.e6. 2.9 33

18356 A worm gel-based 3D model to elucidate the paracrine interaction between multiple myeloma and
mesenchymal stem cells. Materials Today Bio, 2020, 5, 100040. 2.6 14

18357 DAF-16/FOXO requires Protein Phosphatase 4 to initiate transcription of stress resistance and
longevity promoting genes. Nature Communications, 2020, 11, 138. 5.8 30

18358 Gut microbiota modulation and immunity response induced by Citrobacter freundii strain GC01 in
grass carp (Ctenopharyngodon idellus). Aquaculture, 2020, 521, 735015. 1.7 20

18359 Cell-free microRNAs in Parkinsonâ€™s disease: potential biomarkers that provide new insights into
disease pathogenesis. Ageing Research Reviews, 2020, 58, 101023. 5.0 18



1015

Citation Report

# Article IF Citations

18360 Bioinformatics enrichment analysis of genes and pathways related to maternal type 1 diabetes
associated with adverse fetal outcomes. Journal of Diabetes and Its Complications, 2020, 34, 107556. 1.2 5

18361 Genome-wide transcriptomics leads to the identification of deregulated genes after deferasirox
therapy in low-risk MDS patients. Pharmacogenomics Journal, 2020, 20, 664-671. 0.9 3

18362 Genomeâ€•wide identification of runs of homozygosity islands in the Gyr breed ( Bos indicus ).
Reproduction in Domestic Animals, 2020, 55, 333-342. 0.6 7

18363 Predictive Biomarkers for Adjuvant Capecitabine Benefit in Early-Stage Triple-Negative Breast Cancer in
the FinXX Clinical Trial. Clinical Cancer Research, 2020, 26, 2603-2614. 3.2 20

18364 Blood signatures for second stage human African trypanosomiasis: a transcriptomic approach. BMC
Medical Genomics, 2020, 13, 14. 0.7 7

18365 The proteome of IVF-induced aberrant embryo-maternal crosstalk by implantation stage in ewes.
Journal of Animal Science and Biotechnology, 2020, 11, 7. 2.1 6

18366 Identification of gene modules and hub genes in colon adenocarcinoma associated with pathological
stage based on WGCNA analysis. Cancer Genetics, 2020, 242, 1-7. 0.2 30

18367 Changes in Microbiome Confer Multigenerational Host Resistance after Sub-toxic Pesticide Exposure.
Cell Host and Microbe, 2020, 27, 213-224.e7. 5.1 77

18368 A Guide to Conquer the Biological Network Era Using Graph Theory. Frontiers in Bioengineering and
Biotechnology, 2020, 8, 34. 2.0 149

18369
Mouse adaptation of the H9N2 avian influenza virus causes the downregulation of genes related to
innate immune responses and ubiquitin-mediated proteolysis in mice. Medical Microbiology and
Immunology, 2020, 209, 151-161.

2.6 5

18370 LiCl Containing Thermosensitive Formulation Improves Hemostasis, Wound Healing, and Hair
Regrowth. Regenerative Engineering and Translational Medicine, 2021, 7, 362-378. 1.6 5

18371 The epigenetic landscapes of histone modifications on HSV-1 genome in human THP-1 cells. Antiviral
Research, 2020, 176, 104730. 1.9 10

18372 Discovering Cancer-Related miRNAs from miRNA-Target Interactions by Support Vector Machines.
Molecular Therapy - Nucleic Acids, 2020, 19, 1423-1433. 2.3 8

18373

Trophoblast cell differentiation in the bovine placenta: differentially expressed genes between
uninucleate trophoblast cells and trophoblast giant cells are involved in the composition and
remodeling of the extracellular matrix and O-glycan biosynthesis. BMC Molecular and Cell Biology,
2020, 21, 1.

1.0 33

18374 MicroRNA gga-miR-200a-3p modulates immune response via MAPK signaling pathway in chicken afflicted
with necrotic enteritis. Veterinary Research, 2020, 51, 8. 1.1 17

18375 &lt;p&gt;Prognostic Correlation of Autophagy-Related Gene Expression-Based Risk Signature in
Patients with Glioblastoma&lt;/p&gt;. OncoTargets and Therapy, 2020, Volume 13, 95-107. 1.0 29

18376 Qualitative Changes in Cortical Thymic Epithelial Cells Drive Postpartum Thymic Regeneration.
Frontiers in Immunology, 2019, 10, 3118. 2.2 5

18377 Proteomic Profiling Reveals the Architecture of Granulomatous Lesions Caused by Tuberculosis and
Mycobacterium avium Complex Lung Disease. Frontiers in Microbiology, 2019, 10, 3081. 1.5 15



1016

Citation Report

# Article IF Citations

18378 Expression Changes of MHC and Other Immune Genes in Frog Skin during Ontogeny. Animals, 2020, 10,
91. 1.0 4

18379 Urine microRNA Profiling Displays miR-125a Dysregulation in Children with Fragile X Syndrome. Cells,
2020, 9, 289. 1.8 10

18380 Estradiol-17Î²-Induced Changes in the Porcine Endometrial Transcriptome In Vivo. International Journal
of Molecular Sciences, 2020, 21, 890. 1.8 17

18381 Transcriptome Profile of Human Fibroblasts in an Ex Vivo Culture. International Journal of Medical
Sciences, 2020, 17, 125-136. 1.1 4

18382 Adenosine accumulation causes metabolic disorders in testes and associates with lower testosterone
level in obese mice. Molecular Reproduction and Development, 2020, 87, 241-250. 1.0 6

18383
How to Cope With Heavy Metal Ions: Cellular and Proteome-Level Stress Response to Divalent Copper
and Nickel in Halobacterium salinarum R1 Planktonic and Biofilm Cells. Frontiers in Microbiology,
2020, 10, 3056.

1.5 15

18384 Twist1 induces chromosomal instability (CIN) in colorectal cancer cells. Human Molecular Genetics,
2020, 29, 1673-1688. 1.4 16

18385 Dynamic miRNA-mRNA interactions coordinate gene expression in adult Anopheles gambiae. PLoS
Genetics, 2020, 16, e1008765. 1.5 19

18386 Cellular Identification and In Silico Characterization of Protein Phosphatase 2C (PP2C) of
Cryptosporidium parvum. Acta Parasitologica, 2020, 65, 704-715. 0.4 3

18387 Intraglomerular Monocyte/Macrophage Infiltration and Macrophageâ€“Myofibroblast Transition
during Diabetic Nephropathy Is Regulated by the A2B Adenosine Receptor. Cells, 2020, 9, 1051. 1.8 31

18388 Identification of Key Genes Related to Lung Squamous Cell Carcinoma Using Bioinformatics Analysis.
International Journal of Molecular Sciences, 2020, 21, 2994. 1.8 50

18389 Transcriptomic and proteomic profiling of glial versus neuronal Dube3a overexpression reveals
common molecular changes in gliopathic epilepsies. Neurobiology of Disease, 2020, 141, 104879. 2.1 3

18390 Inhibition of the autophagic protein ULK1 attenuates axonal degeneration in vitro and in vivo,
enhances translation, and modulates splicing. Cell Death and Differentiation, 2020, 27, 2810-2827. 5.0 25

18391 High-throughput, Label-Free Quantitative Proteomic Studies of the Anticancer Effects of Electrical
Pulses with Turmeric Silver Nanoparticles: an in vitro Model Study. Scientific Reports, 2020, 10, 7258. 1.6 16

18392
Growth-Inhibitory Activity of Bone Morphogenetic Protein 4 in Human Glioblastoma Cell Lines Is
Heterogeneous and Dependent on Reduced SOX2 Expression. Molecular Cancer Research, 2020, 18,
981-991.

1.5 8

18393 DNA methylation and copy number variation profiling of T-cell lymphoblastic leukemia and lymphoma.
Blood Cancer Journal, 2020, 10, 45. 2.8 16

18394 The Role of Overexpressed Apolipoprotein AV in Insulin-Resistant Hepatocytes. BioMed Research
International, 2020, 2020, 1-13. 0.9 0

18395
Estimation of inbreeding and identification of regions under heavy selection based on runs of
homozygosity in a Large White pig population. Journal of Animal Science and Biotechnology, 2020, 11,
46.

2.1 35



1017

Citation Report

# Article IF Citations

18396 Whole Transcriptome Analysis Reveals That Filifactor alocis Modulates TNFÎ±-Stimulated MAPK
Activation in Human Neutrophils. Frontiers in Immunology, 2020, 11, 497. 2.2 13

18397 Increased Protein S-Glutathionylation in Leberâ€™s Hereditary Optic Neuropathy (LHON). International
Journal of Molecular Sciences, 2020, 21, 3027. 1.8 8

18398 Dysregulations of MicroRNA and Gene Expression in Chronic Venous Disease. Journal of Clinical
Medicine, 2020, 9, 1251. 1.0 12

18399 What microRNAs could tell us about the human X chromosome. Cellular and Molecular Life Sciences,
2020, 77, 4069-4080. 2.4 46

18400 Integrative analysis of in vivo recording with single-cell RNA-seq data reveals molecular properties of
light-sensitive neurons in mouse V1. Protein and Cell, 2020, 11, 417-432. 4.8 13

18401 Single-cell transcriptional networks in differentiating preadipocytes suggest drivers associated with
tissue heterogeneity. Nature Communications, 2020, 11, 2117. 5.8 37

18402 A network pharmacology-based study on Alzheimer disease prevention and treatment of Qiong Yu Gao.
BioData Mining, 2020, 13, 2. 2.2 16

18403 ArdC, a ssDNA-binding protein with a metalloprotease domain, overpasses the recipient hsdRMS
restriction system broadening conjugation host range. PLoS Genetics, 2020, 16, e1008750. 1.5 19

18405 Exposure to the environmental pollutant bisphenol A diglycidyl ether (BADGE) causes cell
over-proliferation in Drosophila. Environmental Science and Pollution Research, 2020, 27, 25261-25270. 2.7 12

18406 Comprehensive Molecular Characterization Identifies Distinct Genomic and Immune Hallmarks of
Renal Medullary Carcinoma. Cancer Cell, 2020, 37, 720-734.e13. 7.7 74

18407 Functional analysis of Bucella reveals transcriptional regulation of MarR. Microbial Pathogenesis,
2020, 144, 104201. 1.3 6

18408 Genomic Profiling by ALaP-Seq Reveals Transcriptional Regulation by PML Bodies through DNMT3A
Exclusion. Molecular Cell, 2020, 78, 493-505.e8. 4.5 31

18409 Deciphering the Proteome Dynamics during Development of Neurons Derived from Induced
Pluripotent Stem Cells. Journal of Proteome Research, 2020, 19, 2391-2403. 1.8 14

18410 Timed inhibition of CDC7 increases CRISPR-Cas9 mediated templated repair. Nature Communications,
2020, 11, 2109. 5.8 84

18411 A comprehensive analysis of sialolith proteins and the clinical implications. Clinical Proteomics, 2020,
17, 12. 1.1 7

18412 Somatic synonymous mutations in regulatory elements contribute to the genetic aetiology of
melanoma. BMC Medical Genomics, 2020, 13, 43. 0.7 20

18413 A multidimensional systems biology analysis of cellular senescence in aging and disease. Genome
Biology, 2020, 21, 91. 3.8 177

18414 The Role of PTEN Loss in Immune Escape, Melanoma Prognosis and Therapy Response. Cancers, 2020, 12,
742. 1.7 38



1018

Citation Report

# Article IF Citations

18415 Molecular Mechanism of Aflatoxin-Induced Hepatocellular Carcinoma Derived from a Bioinformatics
Analysis. Toxins, 2020, 12, 203. 1.5 16

18416
Quantitative proteomic profiling of the rat substantia nigra places glial fibrillary acidic protein at
the hub of proteins dysregulated during aging: Implications for idiopathic Parkinson's disease. Journal
of Neuroscience Research, 2020, 98, 1417-1432.

1.3 2

18417 GOMCL: a toolkit to cluster, evaluate, and extract non-redundant associations of Gene
Ontology-based functions. BMC Bioinformatics, 2020, 21, 139. 1.2 37

18418 &lt;p&gt;Is there a CDKN2A-centric networkÂ inÂ pancreatic ductal adenocarcinoma?&lt;/p&gt;.
OncoTargets and Therapy, 2020, Volume 13, 2551-2562. 1.0 11

18419 Context-Specific Coordinately Regulatory Network Prioritize Breast Cancer Genetic Risk Factors.
Frontiers in Genetics, 2020, 11, 255. 1.1 2

18420
Asynchronous Embryo Transfer Followed by Comparative Transcriptomic Analysis of Conceptus
Membranes and Endometrium Identifies Processes Important to the Establishment of Equine
Pregnancy. International Journal of Molecular Sciences, 2020, 21, 2562.

1.8 7

18421 Sublethal Radiation Affects Antigen Processing and Presentation Genes to Enhance Immunogenicity of
Cancer Cells. International Journal of Molecular Sciences, 2020, 21, 2573. 1.8 9

18422 Downregulated hsa_circ_0077837 and hsa_circ_0004826, facilitate bladder cancer progression and
predict poor prognosis for bladder cancer patients. Cancer Medicine, 2020, 9, 3885-3903. 1.3 34

18423 The effect of extrinsic Wnt/Î²â€•catenin signaling in Muller glia on retinal ganglion cell neurite growth.
Developmental Neurobiology, 2020, 80, 98-110. 1.5 19

18424 Molecular description of <scp>ANGPT2</scp> associated colorectal carcinoma. International Journal
of Cancer, 2020, 147, 2007-2018. 2.3 15

18425 Carbon Nanomaterials Promote M1/M2 Macrophage Activation. Small, 2020, 16, e1907609. 5.2 34

18426 The anti-periodontitis action of metformin via targeting NLRP3 inflammasome. Archives of Oral
Biology, 2020, 114, 104692. 0.8 16

18427 TMEM70 functions in the assembly of complexes I and V. Biochimica Et Biophysica Acta - Bioenergetics,
2020, 1861, 148202. 0.5 31

18428
Astrocytes increase exosomal secretion of oligodendrocyte precursor cells to promote their
proliferation via integrin Î²4-mediated cell adhesion. Biochemical and Biophysical Research
Communications, 2020, 526, 341-348.

1.0 10

18429
What Is the Link Between Attention-Deficit/Hyperactivity Disorder and Sleep Disturbance? AÂ Multimodal
Examination of Longitudinal Relationships and Brain Structure Using Large-Scale Population-Based
Cohorts. Biological Psychiatry, 2020, 88, 459-469.

0.7 31

18430
Transcriptional response of zebrafish larvae exposed to lindane reveals two detoxification genes of
ABC transporter family (abcg5 and abcg8). Comparative Biochemistry and Physiology Part - C:
Toxicology and Pharmacology, 2020, 232, 108755.

1.3 8

18431 PGC1Î± Controls Sucrose Taste Sensitization in Drosophila. Cell Reports, 2020, 31, 107480. 2.9 24

18432 Molecular profile of the rat peri-infarct region four days after stroke: Study with MANF.
Experimental Neurology, 2020, 329, 113288. 2.0 18



1019

Citation Report

# Article IF Citations

18433 The IRE1 pathway regulates honey bee Unfolded Protein Response gene expression. Insect Biochemistry
and Molecular Biology, 2020, 121, 103368. 1.2 7

18434
Active constituents and mechanisms of Respiratory Detox Shot, a traditional Chinese medicine
prescription, for COVID-19 control and prevention: Network-molecular docking-LCâ€“MSE analysis.
Journal of Integrative Medicine, 2020, 18, 229-241.

1.4 42

18435 Cdk1 Controls Global Epigenetic Landscape in Embryonic Stem Cells. Molecular Cell, 2020, 78,
459-476.e13. 4.5 76

18436 Functional changes of the liver in the absence of growth hormone (GH) action â€“ Proteomic and
metabolomic insights from a GH receptor deficient pig model. Molecular Metabolism, 2020, 36, 100978. 3.0 23

18437 Weighted gene co-expression network analysis reveals specific modules and biomarkers in Parkinsonâ€™s
disease. Neuroscience Letters, 2020, 728, 134950. 1.0 17

18438 Nanobody-based therapeutics against colorectal cancer: Precision therapies based on the personal
mutanome profile and tumor neoantigens. Pharmacological Research, 2020, 156, 104790. 3.1 25

18439 Identification of herbal categories active in pain disorder subtypes by machine learning help reveal
novel molecular mechanisms of algesia. Pharmacological Research, 2020, 156, 104797. 3.1 9

18440 Mutational heterogeneity between different regional tumour grades of clear cell renal cell
carcinoma. Experimental and Molecular Pathology, 2020, 115, 104431. 0.9 4

18441 Overdispersed gene expression in schizophrenia. NPJ Schizophrenia, 2020, 6, 9. 2.0 20

18442 Transcriptional profiling and therapeutic targeting of oxidative stress in neuroinflammation. Nature
Immunology, 2020, 21, 513-524. 7.0 118

18443 Meltome atlasâ€”thermal proteome stability across the tree of life. Nature Methods, 2020, 17, 495-503. 9.0 152

18444 Systematic alteration of ATAC-seq for profiling open chromatin in cryopreserved nuclei preparations
from livestock tissues. Scientific Reports, 2020, 10, 5230. 1.6 26

18445 Skin transcriptome profiling of Changthangi goats highlights the relevance of genes involved in
Pashmina production. Scientific Reports, 2020, 10, 6050. 1.6 21

18446 Systematic quantification of the dynamics of newly synthesized proteins unveiling their degradation
pathways in human cells. Chemical Science, 2020, 11, 3557-3568. 3.7 18

18447 Quantitative Profiling of the Human Substantia Nigra Proteome from Laser-capture Microdissected
FFPE Tissue. Molecular and Cellular Proteomics, 2020, 19, 839-851. 2.5 39

18448 Exploring immune-related genes with prognostic value in microenvironment of breast cancer from
TCGA database. Medicine (United States), 2020, 99, e19561. 0.4 9

18449
Tumorâ€•like features of gene expression and metabolic profiles in enlarged pancreatic islets are
associated with impaired incretinâ€•induced insulin secretion in obese diabetes: A study of Zucker fatty
diabetes mellitus rat. Journal of Diabetes Investigation, 2020, 11, 1434-1447.

1.1 3

18450 Global crotonylome reveals CDYL-regulated RPA1 crotonylation in homologous
recombinationâ€“mediated DNA repair. Science Advances, 2020, 6, eaay4697. 4.7 73



1020

Citation Report

# Article IF Citations

18451 Proteomic Changes of Klebsiella pneumoniae in Response to Colistin Treatment and <i>crrB</i>
Mutation-Mediated Colistin Resistance. Antimicrobial Agents and Chemotherapy, 2020, 64, . 1.4 27

18452 The Ubiquitin-Specific Protease Usp7, a Novel Merkel Cell Polyomavirus Large T-Antigen Interaction
Partner, Modulates Viral DNA Replication. Journal of Virology, 2020, 94, . 1.5 18

18453
Genomic Signatures After Five Generations of Intensive Selective Breeding: Runs of Homozygosity and
Genetic Diversity in Representative Domestic and Wild Populations of Turbot (Scophthalmus) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 657 Td (maximus). Frontiers in Genetics, 2020, 11, 296.1.1 12

18454 Analysis of the Interaction Network of Hub miRNAs-Hub Genes, Being Involved in Idiopathic Pulmonary
Fibers and Its Emerging Role in Non-small Cell Lung Cancer. Frontiers in Genetics, 2020, 11, 302. 1.1 26

18455 A Brain Signaling Framework for Stress-Induced Depression and Ketamine Treatment Elucidated by
Phosphoproteomics. Frontiers in Cellular Neuroscience, 2020, 14, 48. 1.8 4

18456
Deciphering the Pharmacological Mechanisms of Taohe-Chengqi Decoction Extract Against Renal
Fibrosis Through Integrating Network Pharmacology and Experimental Validation In Vitro and In Vivo.
Frontiers in Pharmacology, 2020, 11, 425.

1.6 52

18457 TCMIO: A Comprehensive Database of Traditional Chinese Medicine on Immuno-Oncology. Frontiers in
Pharmacology, 2020, 11, 439. 1.6 34

18458 Ex Vivo Organoid Cultures Reveal the Importance of the Tumor Microenvironment for Maintenance of
Colorectal Cancer Stem Cells. Cancers, 2020, 12, 923. 1.7 37

18459 Uncovering the Translational Regulatory Activity of the Tumor Suppressor BRCA1. Cells, 2020, 9, 941. 1.8 3

18460
Identification of the Potential Prognostic Markers from the miRNA-lncRNA-mRNA Interactions for
Metastatic Renal Cancer via Next-Generation Sequencing and Bioinformatics. Diagnostics, 2020, 10,
228.

1.3 10

18461 Transcriptomic Prediction of Pig Liver-Enriched Gene 1 Functions in a Liver Cell Line. Genes, 2020, 11,
412. 1.0 1

18462 Understanding the Action of RARÎ³ Agonists on Human Osteochondroma Explants. International
Journal of Molecular Sciences, 2020, 21, 2686. 1.8 7

18463 Comparative Transcriptomics Reveals Distinct Gene Expressions of a Model Ciliated Protozoan Feeding
on Bacteria-Free Medium, Digestible, and Digestion-Resistant Bacteria. Microorganisms, 2020, 8, 559. 1.6 12

18464 Profiling of subcellular EGFR interactome reveals hnRNP A3 modulates nuclear EGFR localization.
Oncogenesis, 2020, 9, 40. 2.1 13

18465 Massive reorganization of the genome during primary monocyte differentiation into macrophage. Acta
Biochimica Et Biophysica Sinica, 2020, 52, 546-553. 0.9 4

18466 The histone methylation readers MRG1/MRG2 and the histone chaperones NRP1/NRP2 associate in
fineâ€•tuning Arabidopsis flowering time. Plant Journal, 2020, 103, 1010-1024. 2.8 13

18467 Long Noncoding RNAs Control the Modulation of Immune Checkpoint Molecules in Cancer. Cancer
Immunology Research, 2020, 8, 937-951. 1.6 36

18468 Zika virus non-structural protein NS4A restricts eye growth in<i>Drosophila</i>through regulation
of JAK/STAT signaling. DMM Disease Models and Mechanisms, 2020, 13, . 1.2 22



1021

Citation Report

# Article IF Citations

18469 Development of a prognostic index of colon adenocarcinoma based on immunogenomic landscape
analysis. Annals of Translational Medicine, 2020, 8, 284-284. 0.7 3

18470 Identification of Cerebrospinal Fluid MicroRNAs Associated With Leptomeningeal Metastasis From
Lung Adenocarcinoma. Frontiers in Oncology, 2020, 10, 387. 1.3 11

18471 Knockdown of UTX/KDM6A Enriches Precursor Cell Populations in Urothelial Cell Cultures and Cell
Lines. Cancers, 2020, 12, 1023. 1.7 5

18472 Protein Synthesis by Day 16 Bovine Conceptuses during the Time of Maternal Recognition of
Pregnancy. International Journal of Molecular Sciences, 2020, 21, 2870. 1.8 10

18473 Lincâ€•ROR promotes the progression of breast cancer and decreases the sensitivity to rapamycin
through miRâ€•194â€•3p targeting MECP2. Molecular Oncology, 2020, 14, 2231-2250. 2.1 37

18474 Peripheral blood mononuclear cell microRNA profiles in syphilitic patients with serofast status.
Molecular Biology Reports, 2020, 47, 3407-3421. 1.0 7

18475 Construction and analysis for differentially expressed long non-coding RNAs and mRNAs in acute
myocardial infarction. Scientific Reports, 2020, 10, 6989. 1.6 12

18476 Inhibition of the epigenetic suppressor EZH2 primes osteogenic differentiation mediated by BMP2.
Journal of Biological Chemistry, 2020, 295, 7877-7893. 1.6 51

18477 Early hostâ€“microbe interaction in a periâ€•implant oral mucosaâ€•biofilm model. Cellular Microbiology,
2020, 22, e13209. 1.1 13

18478
A Novel Combination of Vitamin C, Curcumin and Glycyrrhizic Acid Potentially Regulates Immune and
Inflammatory Response Associated with Coronavirus Infections: A Perspective from System Biology
Analysis. Nutrients, 2020, 12, 1193.

1.7 115

18479 Transcriptome analysis of breast cancer cell line exposed to hypoxia-mimetic chemical CoCl2 or
hypoxic microenvironment. Gene Reports, 2020, 20, 100686. 0.4 1

18480 Proteome alterations associated with the oleic acid and cis-9, trans-11 conjugated linoleic acid
content in bovine skeletal muscle. Journal of Proteomics, 2020, 222, 103792. 1.2 2

18481 Elimination of senescent cells by Î²-galactosidase-targeted prodrug attenuates inflammation and
restores physical function in aged mice. Cell Research, 2020, 30, 574-589. 5.7 187

18482 SEER and Gene Expression Data Analysis Deciphers Racial Disparity Patterns in Prostate Cancer
Mortality and the Public Health Implication. Scientific Reports, 2020, 10, 6820. 1.6 8

18483 Potential Molecular Mechanisms of Zhibai Dihuang Wan in Systemic Lupus Erythematosus Based on
Network Biology. Evidence-based Complementary and Alternative Medicine, 2020, 2020, 1-10. 0.5 1

18484
An Integrated Approach Exploring the Synergistic Mechanism of Herbal Pairs in a Botanical Dietary
Supplement: A Case Study of a Liver Protection Health Food. International Journal of Genomics, 2020,
2020, 1-14.

0.8 12

18485 Bioinformatics combined with quantitative proteomics analyses and identification of potential
biomarkers in cholangiocarcinoma. Cancer Cell International, 2020, 20, 130. 1.8 9

18486 Conserved statin-mediated activation of the p38-MAPK pathway protects Caenorhabditis elegans from
the cholesterol-independent effects of statins. Molecular Metabolism, 2020, 39, 101003. 3.0 2



1022

Citation Report

# Article IF Citations

18487 Fatty acid metabolism as an indicator for the maternalâ€“toâ€“zygotic transition in porcine IVF embryos
revealed by RNA sequencing. Theriogenology, 2020, 151, 128-136. 0.9 7

18488 White spot syndrome viral protein VP9 alters the cellular higherâ€•order chromatin structure. FASEB
BioAdvances, 2020, 2, 264-279. 1.3 2

18489 Whole-genome fingerprint of the DNA methylome during chemically induced differentiation of the
human AML cell line HL-60/S4. Biology Open, 2020, 9, . 0.6 3

18490 Systems Pharmacology Approach to Investigate the Mechanism of Kai-Xin-San in Alzheimerâ€™s Disease.
Frontiers in Pharmacology, 2020, 11, 381. 1.6 27

18491 Integrating transcriptome-wide association study and copy number variation study identifies
candidate genes and pathways for diffuse non-Hodgkin's lymphoma. Cancer Genetics, 2020, 243, 7-10. 0.2 3

18492 Paternallyâ€•biased gene expression follows kinâ€•selected predictions in female honey bee embryos.
Molecular Ecology, 2020, 29, 1523-1533. 2.0 16

18493 Myeloid-Derived Suppressor Cell Subsets Drive Glioblastoma Growth in a Sex-Specific Manner. Cancer
Discovery, 2020, 10, 1210-1225. 7.7 138

18494 Immune profiles provide insights into respiratory syncytial virus disease severity in young children.
Science Translational Medicine, 2020, 12, . 5.8 43

18495 Proteomics as a reliable approach for discovery of blood-based Alzheimerâ€™s disease biomarkers: A
systematic review and meta-analysis. Ageing Research Reviews, 2020, 60, 101066. 5.0 27

18496 Genome-wide DNA methylation profiles of low- and high-grade adenoma reveals potential biomarkers
for early detection of colorectal carcinoma. Clinical Epigenetics, 2020, 12, 56. 1.8 33

18497 Phthalate Exposure During the Prenatal and Lactational Period Increases the Susceptibility to
Rheumatoid Arthritis in Mice. Frontiers in Immunology, 2020, 11, 550. 2.2 13

18498 Identifying Long Non-coding RNA of Prostate Cancer Associated With Radioresponse by Comprehensive
Bioinformatics Analysis. Frontiers in Oncology, 2020, 10, 498. 1.3 9

18499 Chemokine receptor 4 expression is correlated with the occurrence and prognosis of gastric cancer.
FEBS Open Bio, 2020, 10, 1149-1161. 1.0 10

18500 miRâ€•30a inhibits androgenâ€•independent growth of prostate cancer via targeting MYBL2, FOXD1, and
SOX4. Prostate, 2020, 80, 674-686. 1.2 22

18501
Exosomes carrying ALDOA and ALDH3A1 from irradiated lung cancer cells enhance migration and
invasion of recipients by accelerating glycolysis. Molecular and Cellular Biochemistry, 2020, 469,
77-87.

1.4 34

18502 Predicted Cellular and Molecular Actions of Lithium in the Treatment of Bipolar Disorder: An In
Silico Study. CNS Drugs, 2020, 34, 521-533. 2.7 1

18503 Pan-proteomics: Technologies, applications, and challenges. , 2020, , 357-369. 0

18504 G3BP1 Is a Tunable Switch that Triggers Phase Separation to Assemble Stress Granules. Cell, 2020, 181,
325-345.e28. 13.5 697



1023

Citation Report

# Article IF Citations

18505 SFTSV Infection Induces BAK/BAX-Dependent Mitochondrial DNA Release to Trigger NLRP3
Inflammasome Activation. Cell Reports, 2020, 30, 4370-4385.e7. 2.9 80

18506 A Boolean Logical model for Reprogramming of Testes-derived male Germline Stem Cells into Germline
pluripotent stem cells. Computer Methods and Programs in Biomedicine, 2020, 192, 105473. 2.6 4

18507 Diagnostic classification of cancers using extreme gradient boosting algorithm and multi-omics data.
Computers in Biology and Medicine, 2020, 121, 103761. 3.9 102

18508 HLH-30/TFEB Is a Master Regulator of Reproductive Quiescence. Developmental Cell, 2020, 53, 316-329.e5. 3.1 32

18509 Disrupting ATF4 Expression Mechanisms Provides an Effective Strategy for BRAF-Targeted Melanoma
Therapy. IScience, 2020, 23, 101028. 1.9 12

18510 GATA3 Mediates a Fast, Irreversible Commitment to BMP4-Driven Differentiation in Human Embryonic
Stem Cells. Cell Stem Cell, 2020, 26, 693-706.e9. 5.2 50

18511 Thioproline Serves as an Efficient Antioxidant Protecting Human Cells from Oxidative Stress and
Improves Cell Viability. Chemical Research in Toxicology, 2020, 33, 1815-1821. 1.7 28

18512
Upregulation of TDRD1 Promotes the Sexual Maturation in Allotetraploids Hybridized from Red
Crucian Carp (Carassius auratus Red var) (â™€) and Common Carp (Cyprinus carpio L) (â™‚). Journal of
Proteome Research, 2020, 19, 2337-2345.

1.8 2

18513 Revealing Dynamic Protein Acetylation across Subcellular Compartments. Journal of Proteome
Research, 2020, 19, 2404-2418. 1.8 26

18515 Fabrication of Perfusable Vascular Channels and Capillaries in 3D Liver-like Tissue. Scientific Reports,
2020, 10, 5646. 1.6 20

18516 Discovery of novel biomarkers for atherosclerotic aortic aneurysm through proteomics-based
assessment of disease progression. Scientific Reports, 2020, 10, 6429. 1.6 10

18517 Phosphoproteomic characterization of the signaling network resulting from activation of the
chemokine receptor CCR2. Journal of Biological Chemistry, 2020, 295, 6518-6531. 1.6 16

18518 The circadian clock shapes the Arabidopsis transcriptome by regulating alternative splicing and
alternative polyadenylation. Journal of Biological Chemistry, 2020, 295, 7608-7619. 1.6 34

18519 Drug-Target Interaction Network Analysis of Gene-Phenotype Connectivity Maintained by Genistein.
Journal of Computational Biology, 2020, 27, 1678-1687. 0.8 4

18520 Baby Genomics: Tracing the Evolutionary Changes That Gave Rise to Placentation. Genome Biology and
Evolution, 2020, 12, 35-47. 1.1 11

18521 Identification of potential prognostic long non-coding RNA for predicting survival in intrahepatic
cholangiocarcinoma. Medicine (United States), 2020, 99, e19606. 0.4 8

18522 Bioinformatic identification of hub genes and key pathways in neutrophils of patients with acute
respiratory distress syndrome. Medicine (United States), 2020, 99, e19820. 0.4 8

18523 CA9 transcriptional expression determines prognosis and tumour grade in tongue squamous cell
carcinoma patients. Journal of Cellular and Molecular Medicine, 2020, 24, 5832-5841. 1.6 17



1024

Citation Report

# Article IF Citations

18524 Nuclear actin regulates inducible transcription by enhancing RNA polymerase II clustering. Science
Advances, 2020, 6, eaay6515. 4.7 81

18525 Cell-to-Cell Variation in Defective Virus Expression and Effects on Host Responses during Influenza
Virus Infection. MBio, 2020, 11, . 1.8 38

18526 A Five-Genes-Based Prognostic Signature for Cervical Cancer Overall Survival Prediction.
International Journal of Genomics, 2020, 2020, 1-13. 0.8 23

18527 Identification of potential crucial genes in monocytes for atherosclerosis using bioinformatics
analysis. Journal of International Medical Research, 2020, 48, 030006052090927. 0.4 6

18528 Intrapulmonary airway smooth muscle is hyperreactive with a distinct proteome in asthma. European
Respiratory Journal, 2020, 56, 1902178. 3.1 15

18529 microRNA profiling in the Weddell seal suggests novel regulatory mechanisms contributing to diving
adaptation. BMC Genomics, 2020, 21, 303. 1.2 9

18530 Transcriptomic analysis of marine endophytic fungi extract identifies highly enriched anti-fungal
fractions targeting cancer pathways in HepG2 cell lines. BMC Genomics, 2020, 21, 265. 1.2 8

18531 Computational models applied to metabolomics data hints at the relevance of glutamine metabolism in
breast cancer. BMC Cancer, 2020, 20, 307. 1.1 9

18532 SerpinB2 Regulates Immune Response in Kidney Injury and Aging. Journal of the American Society of
Nephrology: JASN, 2020, 31, 983-995. 3.0 28

18533 &lt;p&gt;Identification of circRNA-miRNA-mRNA Networks for Exploring the Fundamental Mechanism in
Lung Adenocarcinoma&lt;/p&gt;. OncoTargets and Therapy, 2020, Volume 13, 2945-2955. 1.0 30

18534 Catecholamines Induce Trained Immunity in Monocytes In Vitro and In Vivo. Circulation Research,
2020, 127, 269-283. 2.0 76

18535 Enhanced identification of significant regulators of gene expression. BMC Bioinformatics, 2020, 21,
134. 1.2 3

18536 Transcriptome profiling of non-climacteric â€˜yellowâ€™ melon during ripening: insights on sugar
metabolism. BMC Genomics, 2020, 21, 262. 1.2 16

18537 Stable intronic sequence RNAs (sisRNAs) are selected regions in introns with distinct properties. BMC
Genomics, 2020, 21, 287. 1.2 3

18538
Transcriptome analysis reveals the link between lncRNA-mRNA co-expression network and tumor
immune microenvironment and overall survival in head and neck squamous cell carcinoma. BMC
Medical Genomics, 2020, 13, 57.

0.7 21

18539 Integrative -omics and HLA-ligandomics analysis to identify novel drug targets for ccRCC
immunotherapy. Genome Medicine, 2020, 12, 32. 3.6 32

18540
Full-term low birth weight infants have differentially hypermethylated DNA related to immune system
and organ growth: a comparison with full-term normal birth weight infants. BMC Research Notes,
2020, 13, 199.

0.6 4

18541 YTHDF2 promotes mitotic entry and is regulated by cell cycle mediators. PLoS Biology, 2020, 18,
e3000664. 2.6 50



1025

Citation Report

# Article IF Citations

18542
Combination immunotherapy with anti-PD-L1 antibody and depletion of regulatory T cells during acute
viral infections results in improved virus control but lethal immunopathology. PLoS Pathogens, 2020,
16, e1008340.

2.1 11

18543 Genetic Networks Underlying Natural Variation in Basal and Induced Activity Levels in<i>Drosophila
melanogaster</i>. G3: Genes, Genomes, Genetics, 2020, 10, 1247-1260. 0.8 12

18544 3,4,5-Tri-O-Caffeoylquinic Acid Promoted Hair Pigmentation Through Î²-Catenin and Its Target Genes.
Frontiers in Cell and Developmental Biology, 2020, 8, 175. 1.8 13

18545 Developmentally Driven Changes in Adipogenesis in Different Fat Depots Are Related to Obesity.
Frontiers in Endocrinology, 2020, 11, 138. 1.5 12

18546 Natural-Killer-Derived Extracellular Vesicles: Immune Sensors and Interactors. Frontiers in
Immunology, 2020, 11, 262. 2.2 87

18547 Postnatal Gut Immunity and Microbiota Development Is Minimally Affected by Prenatal Inflammation in
Preterm Pigs. Frontiers in Immunology, 2020, 11, 420. 2.2 11

18548 Interleukin-17A/F1 Deficiency Reduces Antimicrobial Gene Expression and Contributes to Microbiome
Alterations in Intestines of Japanese medaka (Oryzias latipes). Frontiers in Immunology, 2020, 11, 425. 2.2 18

18549 Deletion of S-Layer Associated Ig-Like Domain Protein Disrupts the Lactobacillus acidophilus Cell
Surface. Frontiers in Microbiology, 2020, 11, 345. 1.5 14

18550 Differences in the Structure and Protein Expression of Femoral Nerve Branches in Rats. Frontiers in
Neuroanatomy, 2020, 14, 16. 0.9 0

18551 Identification of Co-expressed Genes Between Atrial Fibrillation and Stroke. Frontiers in Neurology,
2020, 11, 184. 1.1 15

18552 Alterations in Immune-Related Genes as Potential Marker of Prognosis in Breast Cancer. Frontiers in
Oncology, 2020, 10, 333. 1.3 24

18553 Differential Proteomic Analysis of Chinese Giant Salamander Liver in Response to Fasting. Frontiers in
Physiology, 2020, 11, 208. 1.3 3

18554 A Review of Candidate Genes and Pathways in Preeclampsiaâ€“An Integrated Bioinformatical Analysis.
Biology, 2020, 9, 62. 1.3 15

18555 The Efficacy of Sunitinib Treatment of Renal Cancer Cells Is Associated with the Protein PHAX In Vitro.
Biology, 2020, 9, 74. 1.3 2

18556 Deciphering Master Gene Regulators and Associated Networks of Human Mesenchymal Stromal Cells.
Biomolecules, 2020, 10, 557. 1.8 8

18557 Discoidin Domain Receptor-1 (DDR1) is Involved in Angiolymphatic Invasion in Oral Cancer. Cancers,
2020, 12, 841. 1.7 16

18558 Integrated Analysis of RNA-Binding Proteins in Glioma. Cancers, 2020, 12, 892. 1.7 48

18559
ARID1A Regulates Transcription and the Epigenetic Landscape via POLE and DMAP1 While ARID1A
Deficiency or Pharmacological Inhibition Sensitizes Germ Cell Tumor Cells to ATR Inhibition. Cancers,
2020, 12, 905.

1.7 15



1026

Citation Report

# Article IF Citations

18560 Knockout of IRF7 Highlights its Modulator Function of Host Response Against Avian Influenza Virus
and the Involvement of MAPK and TOR Signaling Pathways in Chicken. Genes, 2020, 11, 385. 1.0 19

18561 Proteomic Profiles and Biological Processes of Relapsed vs. Non-Relapsed Pediatric Hodgkin
Lymphoma. International Journal of Molecular Sciences, 2020, 21, 2185. 1.8 7

18562 Molecular Drivers of Lymphocyte Organization in Vertebrate Mucosal Surfaces: Revisiting the TNF
Superfamily Hypothesis. Journal of Immunology, 2020, 204, 2697-2711. 0.4 11

18563 Development of IFN-Stimulated Gene Expression from Embryogenesis through Adulthood, with and
without Constitutive MDA5 Pathway Activation. Journal of Immunology, 2020, 204, 2791-2807. 0.4 0

18564 Merkel cell polyomavirus activates LSD1-mediated blockade of non-canonical BAF to regulate
transformation and tumorigenesis. Nature Cell Biology, 2020, 22, 603-615. 4.6 47

18565
The tissue-specific aspect of genome-wide DNA methylation in newborn and placental tissues:
implications for epigenetic epidemiologic studies. Journal of Developmental Origins of Health and
Disease, 2021, 12, 113-123.

0.7 13

18566 Association between progesterone concentration and endometrial gene expression in dairy cows.
Domestic Animal Endocrinology, 2021, 74, 106481. 0.8 9

18567 Screening for genes and subnetworks associated with atypical teratoid/rhabdoid tumors using
bioinformatics analysis. International Journal of Neuroscience, 2021, 131, 319-326. 0.8 1

18568 Whole Exome Sequencing reveals NOTCH1 mutations in anaplastic large cell lymphoma and points to
Notch both as a key pathway and a potential therapeutic target. Haematologica, 2021, 106, 1693-1704. 1.7 40

18569
Differentially expressed genes identified through RNAâ€•seq with extreme values of principal
components for beef fatty acid in Nelore cattle. Journal of Animal Breeding and Genetics, 2021, 138,
80-90.

0.8 7

18570 RNA-seq Transcriptome Profiling of the Halophyte Salicornia persica in Response to Salinity. Journal
of Plant Growth Regulation, 2021, 40, 707-721. 2.8 11

18571 Computational recognition of lncRNA signature of tumor-infiltrating B lymphocytes with potential
implications in prognosis and immunotherapy of bladder cancer. Briefings in Bioinformatics, 2021, 22, . 3.2 126

18572 A gene coâ€•expression network analysis of the candidate genes and molecular pathways associated with
feather follicle traits of chicken skin. Journal of Animal Breeding and Genetics, 2021, 138, 122-134. 0.8 13

18573 Development of an RNA sequencingâ€•based prognostic gene signature in multiple myeloma. British
Journal of Haematology, 2021, 192, 310-321. 1.2 12

18574 Orexin B affects the transcriptome of incubated in vitro porcine endometrial explants from the
earlyâ€•implantation period. Reproduction in Domestic Animals, 2021, 56, 239-253. 0.6 2

18575 Immediate changes in transcription factors and synaptic transmission in the cochlea following
acoustic trauma: A gene transcriptome study. Neuroscience Research, 2021, 165, 6-13. 1.0 10

18576 MicroRNA analysis of childhood atopic dermatitis reveals a role for miRâ€•451a*. British Journal of
Dermatology, 2021, 184, 514-523. 1.4 11

18577
Colonoids From Patients With Pediatric Inflammatory Bowel Disease Exhibit Decreased Growth
Associated With Inflammation Severity and Durable Upregulation of Antigen Presentation Genes.
Inflammatory Bowel Diseases, 2021, 27, 256-267.

0.9 7



1027

Citation Report

# Article IF Citations

18578 A network-based computational framework to predict and differentiate functions for gene isoforms
using exon-level expression data. Methods, 2021, 189, 54-64. 1.9 2

18579
Analysis of Thyroid Hormone Receptor Î±-Knockout Tadpoles Reveals That the Activation of Cell Cycle
Program Is Involved in Thyroid Hormone-Induced Larval Epithelial Cell Death and Adult Intestinal Stem
Cell Development During<i>Xenopus tropicalis</i>Metamorphosis. Thyroid, 2021, 31, 128-142.

2.4 21

18580 Autophagy-based unconventional secretion of HMGB1 by keratinocytes plays a pivotal role in psoriatic
skin inï¬‚ammation. Autophagy, 2021, 17, 529-552. 4.3 81

18581 Identification of critical molecular pathways involved in exosome-mediated improvement of cardiac
function in a mouse model of muscular dystrophy. Acta Pharmacologica Sinica, 2021, 42, 529-535. 2.8 5

18582 Multi-Omics Analysis in a Network Context. , 2021, , 224-233. 1

18583 Variation in the life history strategy underlies functional diversity of tumors. National Science
Review, 2021, 8, nwaa124. 4.6 7

18584 Rare loss-of-function mutations of <i>PTGIR</i> are enriched in fibromuscular dysplasia.
Cardiovascular Research, 2021, 117, 1154-1165. 1.8 20

18585 Evaluation of geneâ€“drug common module identification methods using pharmacogenomics data.
Briefings in Bioinformatics, 2021, 22, . 3.2 15

18586 Toward a gold standard for benchmarking gene set enrichment analysis. Briefings in Bioinformatics,
2021, 22, 545-556. 3.2 83

18587 Increased Lipid Accumulation under Hypoxia in SZ95 Human Sebocytes. Dermatology, 2021, 237, 131-141. 0.9 16

18588 Systematical identification of cell-specificity of CTCF-gene binding based on epigenetic modifications.
Briefings in Bioinformatics, 2021, 22, 589-600. 3.2 2

18589 An absolute human stemness index associated with oncogenic dedifferentiation. Briefings in
Bioinformatics, 2021, 22, 2151-2160. 3.2 22

18590 Exploring the transcriptomic network of multi-ligand scavenger receptor Stabilin-1- and
Stabilin-2-deficient liver sinusoidal endothelial cells. Gene, 2021, 768, 145284. 1.0 16

18591 Isoformâ€•specific upregulation of FynT kinase expression is associated with tauopathy and glial
activation in Alzheimer's disease and Lewy body dementias. Brain Pathology, 2021, 31, 253-266. 2.1 21

18592
Sex-dependent effects of preconception exposure to arsenite on gene transcription in parental germ
cells and on transcriptomic profiles and diabetic phenotype of offspring. Archives of Toxicology,
2021, 95, 473-488.

1.9 7

18593 Asymptomatic Infection of Marburg Virus Reservoir Bats Is Explained by a Strategy of
Immunoprotective Disease Tolerance. Current Biology, 2021, 31, 257-270.e5. 1.8 51

18594 Integrative genomic phylogeography reveals signs of mitonuclear incompatibility in a natural hybrid
goby population. Evolution; International Journal of Organic Evolution, 2021, 75, 176-194. 1.1 7

18595 YTHDF1 Promotes Gastric Carcinogenesis by Controlling Translation of <i>FZD7</i>. Cancer Research,
2021, 81, 2651-2665. 0.4 150



1028

Citation Report

# Article IF Citations

18596
Integrative Analysis of Gene Expression and Regulatory Network Interaction Data Reveals the Protein
Kinase C Family of Serine/Threonine Receptors as a Significant Druggable Target for Parkinsonâ€™s
Disease. Journal of Molecular Neuroscience, 2021, 71, 466-480.

1.1 7

18597 MicroRNA and protein-coding gene expression analysis in idiopathic pulmonary fibrosis yields novel
biomarker signatures associated to survival. Translational Research, 2021, 228, 1-12. 2.2 6

18598 Comprehensive analysis of the transcriptome-wide m6A methylome in colorectal cancer by MeRIP
sequencing. Epigenetics, 2021, 16, 425-435. 1.3 48

18599 Beyond flowering time: diverse roles of an APETALA2â€•like transcription factor in shoot architecture
and perennial traits. New Phytologist, 2021, 229, 444-459. 3.5 11

18600
Beneficial Effects of Baduanjin Exercise on Left Ventricular Remodelling in Patients after Acute
Myocardial Infarction: an Exploratory Clinical Trial and Proteomic Analysis. Cardiovascular Drugs
and Therapy, 2021, 35, 21-32.

1.3 13

18601 Sex differences in changes of protein synthesis with rapamycin treatment are minimized when
metformin is added to rapamycin. GeroScience, 2021, 43, 809-828. 2.1 21

18602 Effects of Acanthopanax senticosus (Rupr. & Maxim.) Harms on cerebral ischemia-reperfusion injury
revealed by metabolomics and transcriptomics. Journal of Ethnopharmacology, 2021, 264, 113212. 2.0 11

18603 Rapid evolutionary changes in gene expression in response to climate fluctuations. Molecular
Ecology, 2021, 30, 193-206. 2.0 27

18604 Extracellular matrix remodelling is associated with muscle force increase in overloaded mouse
<i>plantaris</i> muscle. Neuropathology and Applied Neurobiology, 2021, 47, 218-235. 1.8 9

18605 Systematic profiling of early regulators during tissue regeneration using zebrafish model. Wound
Repair and Regeneration, 2021, 29, 189-195. 1.5 5

18606 A chemical biology approach to identifying molecular pathways associated with aging. GeroScience,
2021, 43, 353-365. 2.1 6

18607 Weighted singleâ€•step genomeâ€•wide association study and pathway analyses for feed efficiency traits in
Nellore cattle. Journal of Animal Breeding and Genetics, 2021, 138, 23-44. 0.8 30

18608
Inhibition of the catalytic subunit of DNAâ€•dependent protein kinase (DNAâ€•PKcs) stimulates
osteoblastogenesis by potentiating bone morphogenetic protein 2 (BMP2) responses. Journal of
Cellular Physiology, 2021, 236, 1195-1213.

2.0 4

18609 Genome-wide circadian rhythm detection methods: systematic evaluations and practical guidelines.
Briefings in Bioinformatics, 2021, 22, . 3.2 24

18610 Extraction optimization for combined metabolomics, peptidomics, and proteomics analysis of gut
microbiota samples. Journal of Mass Spectrometry, 2021, 56, e4625. 0.7 6

18611 The Long Noncoding RNA Landscape of Cardiac Regeneration in Zebrafish. Canadian Journal of
Cardiology, 2021, 37, 484-492. 0.8 4

18612 De novo assembly and functional annotation of the Red-striped golden stink bug (Poecilocoris lewisi)
transcriptome. Gene, 2021, 767, 145188. 1.0 1

18613 Liver Pyruvate Kinase Promotes NAFLD/NASH in Both Mice and Humans in a Sex-Specific Manner.
Cellular and Molecular Gastroenterology and Hepatology, 2021, 11, 389-406. 2.3 37



1029

Citation Report

# Article IF Citations

18614 Identification of genes and miRNAs in paclitaxel treatment for breast cancer. Gynecological
Endocrinology, 2021, 37, 65-71. 0.7 4

18615 IntAPT: integrated assembly of phenotype-specific transcripts from multiple RNA-seq profiles.
Bioinformatics, 2021, 37, 650-658. 1.8 1

18616 Distinct Metabolic Features of Pathogenic Escherichia coli and Shigella spp. Determined by Labelâ€•Free
Quantitative Proteomics. Proteomics, 2021, 21, 2000072. 1.3 5

18617 Isobaric Tagâ€•Based Protein Profiling across Eight Human Cell Lines Using Highâ€•Field Asymmetric Ion
Mobility Spectrometry and Realâ€•Time Database Searching. Proteomics, 2021, 21, e2000218. 1.3 4

18618 Transgenerational disease specific epigenetic sperm biomarkers after ancestral exposure to dioxin.
Environmental Research, 2021, 192, 110279. 3.7 12

18619 Comparative gene expression profiling of milk somatic cells of Sahiwal cattle and Murrah buffaloes.
Gene, 2021, 764, 145101. 1.0 10

18620 tRFtarget: a database for transfer RNA-derived fragment targets. Nucleic Acids Research, 2021, 49,
D254-D260. 6.5 37

18621 Protein anabolism is key to long-term survival in high-grade serous ovarian cancer. Translational
Oncology, 2021, 14, 100885. 1.7 6

18622 Profibrotic function of pulmonary group 2 innate lymphoid cells is controlled by regnase-1. European
Respiratory Journal, 2021, 57, 2000018. 3.1 30

18623 Tie1 regulates zebrafish cardiac morphogenesis through Tolloid-like 1 expression. Developmental
Biology, 2021, 469, 54-67. 0.9 6

18624 Identification of conserved genes linked to responses to abiotic stresses in leaves among different
plant species. Functional Plant Biology, 2021, 48, 54. 1.1 10

18625
Integrated network pharmacology and metabolomics to dissect the combination mechanisms of
Bupleurum chinense DC-Paeonia lactiflora Pall herb pair for treating depression. Journal of
Ethnopharmacology, 2021, 264, 113281.

2.0 48

18626 Oxidized DNA Precursors Cleanup by NUDT1 Contributes to Vascular Remodeling in Pulmonary
Arterial Hypertension. American Journal of Respiratory and Critical Care Medicine, 2021, 203, 614-627. 2.5 22

18627 The genetic landscape of metaplastic breast cancers and uterine carcinosarcomas. Molecular
Oncology, 2021, 15, 1024-1039. 2.1 21

18628 Novel amyloid-beta pathology C. elegans model reveals distinct neurons as seeds of pathogenicity.
Progress in Neurobiology, 2021, 198, 101907. 2.8 14

18629 Temporal Proteomic Profiling of SH-SY5Y Differentiation with Retinoic Acid Using FAIMS and Real-Time
Searching. Journal of Proteome Research, 2021, 20, 704-714. 1.8 24

18630 Genomeâ€•wide identification of <i>Streptococcus sanguinis</i> fitness genes in human serum and
discovery of potential selective drug targets. Molecular Microbiology, 2021, 115, 658-671. 1.2 8

18631 Fine-tuning of the PAX-SIX-EYA-DACH network by multiple microRNAs controls embryo myogenesis.
Developmental Biology, 2021, 469, 68-79. 0.9 3



1030

Citation Report

# Article IF Citations

18632 An immune-related gene signature for predicting survival and immunotherapy efficacy in
hepatocellular carcinoma. Cancer Immunology, Immunotherapy, 2021, 70, 967-979. 2.0 103

18633 What can we learn from PWS and SNORD116 genes about the pathophysiology of addictive disorders?.
Molecular Psychiatry, 2021, 26, 51-59. 4.1 20

18634 Expanding the Efflux InÂ Vitro Assay Toolbox: A CRISPR-Cas9 Edited MDCK Cell Line with Human BCRP and
Completely Lacking Canine MDR1. Journal of Pharmaceutical Sciences, 2021, 110, 388-396. 1.6 9

18635
Phenotypic and transcriptomic consequences in zebrafish early-life stages following exposure to
crude oil and chemical dispersant at sublethal concentrations. Science of the Total Environment,
2021, 763, 143053.

3.9 18

18636 Genomic sequencing analysis reveals copy number variations and their associations with
economically important traits in beef cattle. Genomics, 2021, 113, 812-820. 1.3 10

18637 Targeting Dormant Ovarian Cancer Cells<i>In Vitro</i>and in an<i>In Vivo</i>Mouse Model of
Platinum Resistance. Molecular Cancer Therapeutics, 2021, 20, 85-95. 1.9 6

18638 Transcriptomic analysis identifies a tumor subtype mRNA classifier for invasive non-functioning
pituitary neuroendocrine tumor diagnostics. Theranostics, 2021, 11, 132-146. 4.6 9

18639 Casteâ€•specific gene expression underlying the differential adult brain development in the honeybee
<scp><i>Apis mellifera</i></scp>. Insect Molecular Biology, 2021, 30, 42-56. 1.0 7

18640 Minor salivary gland mesenchymal stromal cells derived from patients with SjÓ§gren's syndrome deploy
intact immune plasticity. Cytotherapy, 2021, 23, 301-310. 0.3 6

18641 Nucleoporin 210 Serves a Key Scaffold for SMARCB1 in Liver Cancer. Cancer Research, 2021, 81, 356-370. 0.4 16

18642
Network analysis of transcriptomics data for the prediction and prioritization of
membrane-associated biomarkers for idiopathic pulmonary fibrosis (IPF) by bioinformatics approach.
Advances in Protein Chemistry and Structural Biology, 2021, 123, 241-273.

1.0 29

18643
Effects of Salvia officinalis L. and Chamaemelum nobile (L.) extracts on inflammatory responses in
two models of human cells: Primary subcutaneous adipocytes and neuroblastoma cell line (SK-N-SH).
Journal of Ethnopharmacology, 2021, 268, 113614.

2.0 7

18644 Survival prediction and response to immune checkpoint inhibitors: A prognostic immune signature for
hepatocellular carcinoma. Translational Oncology, 2021, 14, 100957. 1.7 15

18645 Integrated Analysis of an lncRNA-Associated ceRNA Network Reveals Potential Biomarkers for
Hepatocellular Carcinoma. Journal of Computational Biology, 2021, 28, 330-344. 0.8 5

18646 Early molecular alterations in anterior cingulate cortex and hippocampus in a rodent model of
neuropathic pain. Brain Research Bulletin, 2021, 166, 82-91. 1.4 6

18647
Transcription factor C/EBPÎ² induces genome-wide H3K27ac and upregulates gene expression during
decidualization of human endometrial stromal cells. Molecular and Cellular Endocrinology, 2021,
520, 111085.

1.6 14

18648 Changes in testicular gene expression following reduced estradiol synthesis: A complex pathway to
increased porcine Sertoli cell proliferation. Molecular and Cellular Endocrinology, 2021, 523, 111099. 1.6 3

18649 Activation of endothelial Wnt/Î²-catenin signaling by protective astrocytes repairs BBB damage in
ischemic stroke. Progress in Neurobiology, 2021, 199, 101963. 2.8 64



1031

Citation Report

# Article IF Citations

18650
RNA Sequencing Reveals Interacting Key Determinants of Osteoarthritis Acting in Subchondral Bone
and Articular Cartilage: Identification of <i>IL11</i> and <i>CHADL</i> as Attractive Treatment Targets.
Arthritis and Rheumatology, 2021, 73, 789-799.

2.9 38

18651 Transcriptomic analysis reveals the contribution of auxin on the differentially developed caryopses
on primary and secondary branches in rice. Journal of Plant Physiology, 2021, 256, 153310. 1.6 5

18652 Transcriptome assisted label free proteomics of hepatic tissue in response to both dietary restriction
and compensatory growth in cattle. Journal of Proteomics, 2021, 232, 104048. 1.2 10

18653 Capture of Mouse and Human Stem Cells with Features of Formative Pluripotency. Cell Stem Cell, 2021,
28, 453-471.e8. 5.2 151

18654
A Proteomic Approach to Understand the Clinical Significance of Acute Myeloid Leukemiaâ€“Derived
Extracellular Vesicles Reflecting Essential Characteristics of Leukemia. Molecular and Cellular
Proteomics, 2021, 20, 100017.

2.5 8

18655 Selection in the Finnhorse, a native allâ€•around horse breed. Journal of Animal Breeding and Genetics,
2021, 138, 188-203. 0.8 4

18657 Environmental pharmaceuticals and climate change: The case study of carbamazepine in M.
galloprovincialis under ocean acidification scenario. Environment International, 2021, 146, 106269. 4.8 35

18658 Arabidopsis Abscisic Acid Repressor 1 is a susceptibility hub that interacts with multiple
<i>Pseudomonas syringae</i> effectors. Plant Journal, 2021, 105, 1274-1292. 2.8 11

18659 The coupling of reduced type H vessels with unloading-induced bone loss and the protection role of
Panax quinquefolium saponin in the male mice. Bone, 2021, 143, 115712. 1.4 12

18660 Membrane Tension Gates ERK-Mediated Regulation of Pluripotent Cell Fate. Cell Stem Cell, 2021, 28,
273-284.e6. 5.2 104

18661 Whole-Genome Transcriptome Analyses of Native Symbionts Reveal Host Coral Genomic Novelties for
Establishing Coralâ€“Algae Symbioses. Genome Biology and Evolution, 2021, 13, . 1.1 23

18662 Distinct expression of SARSâ€•CoVâ€•2 receptor ACE2 correlates with endotypes of chronic rhinosinusitis
with nasal polyps. Allergy: European Journal of Allergy and Clinical Immunology, 2021, 76, 789-803. 2.7 29

18663
Herbal formula LLKL ameliorates hyperglycaemia, modulates the gut microbiota and regulates the
gutâ€•liver axis in Zucker diabetic fatty rats. Journal of Cellular and Molecular Medicine, 2021, 25,
367-382.

1.6 16

18664 Vascular neutrophilic inflammation and immunothrombosis distinguish severe COVIDâ€•19 from
influenza pneumonia. Journal of Thrombosis and Haemostasis, 2021, 19, 574-581. 1.9 80

18665 Reduced growth capacity of preimplantation mouse embryos in chronic unpredictable stress model.
Molecular Reproduction and Development, 2021, 88, 80-95. 1.0 1

18666 Stem cell growth and proliferation on RGD bio-conjugated cotton fibers. Bio-Medical Materials and
Engineering, 2021, 32, 39-52. 0.4 3

18667 The multifaceted roles of nucleophagy in cancer development and therapy. Cell Biology International,
2021, 45, 246-257. 1.4 2

18668 Global and Site-Specific Effect of Phosphorylation on Protein Turnover. Developmental Cell, 2021, 56,
111-124.e6. 3.1 57



1032

Citation Report

# Article IF Citations

18669 A transcriptomic overview of lung and liver changes one day after pulmonary exposure to graphene
and graphene oxide. Toxicology and Applied Pharmacology, 2021, 410, 115343. 1.3 26

18670 ClpX Is Essential and Activated by Single-Strand DNA Binding Protein in Mycobacteria. Journal of
Bacteriology, 2021, 203, . 1.0 6

18671
Enhanced protein phosphorylation in Apostichopus japonicus intestine triggered by tussah
immunoreactive substances might be involved in the regulation of immune-related signaling pathways.
Comparative Biochemistry and Physiology Part D: Genomics and Proteomics, 2021, 37, 100757.

0.4 0

18672 Peptidomics-Driven Strategy Reveals Peptides and Predicted Proteases Associated With Oral Cancer
Prognosis. Molecular and Cellular Proteomics, 2021, 20, 100004. 2.5 9

18673 Selective packaged circular RNAs in milk extracellular vesicles during <i>Staphylococcus aureus</i>
infection may have potential against bacterial infection. RNA Biology, 2021, 18, 818-831. 1.5 12

18674 RNF219 interacts with CCR4â€“NOT in regulating stem cell differentiation. Journal of Molecular Cell
Biology, 2021, 12, 894-905. 1.5 7

18675 Unravelling the metabolic alterations of liver damage induced by thirdhand smoke. Environment
International, 2021, 146, 106242. 4.8 9

18676 The Integrin Interactome. Methods in Molecular Biology, 2021, , . 0.4 0

18677 Transcriptome Analysis Identifies SenZfp536, a Sense LncRNA that Suppresses Self-renewal of Cortical
Neural Progenitors. Neuroscience Bulletin, 2021, 37, 183-200. 1.5 7

18678 Patient-derived xenograft (PDX) models of colorectal carcinoma (CRC) as a platform for
chemosensitivity and biomarker analysis in personalized medicine. Neoplasia, 2021, 23, 21-35. 2.3 32

18679 Engulfment and cell motility 1 ( ELMO1 ) and apolipoprotein A1 ( APOA1 ) as candidate genes for sickle
cell nephropathy. British Journal of Haematology, 2021, 193, 628-632. 1.2 4

18680 Comparative proteomic analysis of dental cementum from deciduous and permanent teeth. Journal of
Periodontal Research, 2021, 56, 173-185. 1.4 9

18681 Transcriptomic analysis of equine placenta reveals key regulators and pathways involved in ascending
placentitisâ€ . Biology of Reproduction, 2021, 104, 638-656. 1.2 9

18682 Labelâ€•free proteomics for discovering biomarker candidates of RAD140 administration to castrated
horses. Drug Testing and Analysis, 2021, 13, 1034-1047. 1.6 6

18683 Comprehensive genomic and immunophenotypic analysis of CD4 T cell infiltrating human
triple-negative breast cancer. Cancer Immunology, Immunotherapy, 2021, 70, 1649-1665. 2.0 11

18684 DNA maintenance methylation enzyme Dnmt1 in satellite cells is essential for muscle regeneration.
Biochemical and Biophysical Research Communications, 2021, 534, 79-85. 1.0 8

18685 Messenger RNA 5â€² NAD+ Capping Is a Dynamic Regulatory Epitranscriptome Mark That Is Required for
Proper Response to Abscisic Acid in Arabidopsis. Developmental Cell, 2021, 56, 125-140.e6. 3.1 40

18686 Transcriptome-wide changes associated with the reproductive behaviour of male guppies exposed to
17Î±-ethinyl estradiol. Environmental Pollution, 2021, 270, 116286. 3.7 5



1033

Citation Report

# Article IF Citations

18687 FunRich enables enrichment analysis of OMICs datasets. Journal of Molecular Biology, 2021, 433,
166747. 2.0 144

18688 Species and tissue specific analysis based on quantitative proteomics from allotetraploid and the
parents. Journal of Proteomics, 2021, 232, 104073. 1.2 4

18689 Chemical Modulators of Fibrinogen Production and Their Impact on Venous Thrombosis. Thrombosis
and Haemostasis, 2021, 121, 433-448. 1.8 8

18690 Ultraprocessed foods and cardiovascular health: it's not just about the nutrients. American Journal
of Clinical Nutrition, 2021, 113, 257-258. 2.2 10

18691 Serum MicroRNA Differences Between Fracture in Postmenopausal Women with and without Diabetes.
Orthopaedic Surgery, 2021, 13, 285-295. 0.7 1

18692 Inhibition of prostaglandin-degrading enzyme 15-PGDH rejuvenates aged muscle mass and strength.
Science, 2021, 371, . 6.0 107

18693
Improved recovery from skeletal muscle damage is largely unexplained by myofibrillar protein
synthesis or inflammatory and regenerative gene expression pathways. American Journal of Physiology
- Endocrinology and Metabolism, 2021, 320, E291-E305.

1.8 22

18694 Comparative genomeâ€•wide methylation analysis of longissimus dorsi muscles in Yorkshire and
Wannanhua pigs. Animal Genetics, 2021, 52, 78-89. 0.6 9

18695
A New Catalog of Structural Variants in 1,301 <i>A.Â thaliana</i> Lines from Africa, Eurasia, and North
America Reveals a Signature of Balancing Selection at Defense Response Genes. Molecular Biology and
Evolution, 2021, 38, 1498-1511.

3.5 25

18696 Resequencing and signatures of selection scan in two Siberian native sheep breeds point to candidate
genetic variants for adaptation and economically important traits. Animal Genetics, 2021, 52, 126-131. 0.6 6

18697 Diverse cellular morphologies during lumen maturation in <i>Anopheles gambiae</i> larval salivary
glands. Insect Molecular Biology, 2021, 30, 210-230. 1.0 3

18698
Systematic Evaluation of Mycobacterium tuberculosis Proteins for Antigenic Properties Identifies
Rv1485 and Rv1705c as Potential Protective Subunit Vaccine Candidates. Infection and Immunity, 2021,
89, .

1.0 4

18699
Serum protein complex profiling reveals heterogeneity of Balanced constitutional population in
traditional Chinese medicine through blue native polyacrylamide gel electrophoresis. Annals of
Palliative Medicine, 2021, 10, 1703-1716.

0.5 0

18700 Circulating <scp>microRNAs</scp> Associated With Reversible Cerebral Vasoconstriction Syndrome.
Annals of Neurology, 2021, 89, 459-473. 2.8 23

18701 Sorting nexin 5 mediates virus-induced autophagy and immunity. Nature, 2021, 589, 456-461. 13.7 61

18702 Identification of Two Subgroups of FOLFOX Resistance Patterns and Prediction of FOLFOX Response in
Colorectal Cancer Patients. Cancer Investigation, 2021, 39, 62-72. 0.6 5

18703 Brain Gene Expression in Systemic Hypothyroidism and Mouse Models of MCT8 Deficiency: The
Mct8-Oatp1c1-Dio2 Triad. Thyroid, 2021, 31, 985-993. 2.4 13

18704 Time of Day and Muscle Strength: A Circadian Output?. Physiology, 2021, 36, 44-51. 1.6 21



1034

Citation Report

# Article IF Citations

18705 PPARÎ³-p53-Mediated Vasculoregenerative Program to Reverse Pulmonary Hypertension. Circulation
Research, 2021, 128, 401-418. 2.0 41

18706 Systematic analysis reveals a lncRNA-miRNA-mRNA network associated with dasatinib resistance in
chronic myeloid leukemia. Annals of Palliative Medicine, 2021, 10, 1727-1738. 0.5 6

18707 FAX-RIC enables robust profiling of dynamic RNP complex formation in multicellular organisms in
vivo. Nucleic Acids Research, 2021, 49, e28-e28. 6.5 11

18708 Study of the co-expression gene modules of non-small cell lung cancer metastases. Cancer
Biomarkers, 2021, 30, 321-329. 0.8 2

18709 Epigenome-wide association study and network analysis for IgA Nephropathy from
CD19<sup>+</sup>B-cell in Chinese Population. Epigenetics, 2021, 16, 1283-1294. 1.3 6

18710 BMP Ligand Trap ALK3-Fc Attenuates Osteogenesis and Heterotopic Ossification in Blast-Related Lower
Extremity Trauma. Stem Cells and Development, 2021, 30, 91-105. 1.1 17

18711 Global spliceosome activity regulates entry into cellular senescence. FASEB Journal, 2021, 35, e21204. 0.2 18

18712 Single Mutation in the <i>NFU1</i> Gene Metabolically Reprograms Pulmonary Artery Smooth Muscle
Cells. Arteriosclerosis, Thrombosis, and Vascular Biology, 2021, 41, 734-754. 1.1 9

18713 Effect of the acute and chronic administration of Lupinus albus Î²-conglutin on glycaemia, circulating
cholesterol, and genes potentially involved. Biomedicine and Pharmacotherapy, 2021, 133, 110969. 2.5 4

18714 Drosophila Tubulin-Specific Chaperone E Recruits Tubulin around Chromatin to Promote Mitotic
Spindle Assembly. Current Biology, 2021, 31, 684-695.e6. 1.8 6

18715 Genomic investigations of acute munitions exposures on the health and skin microbiome composition
of leopard frog (Rana pipiens) tadpoles. Environmental Research, 2021, 192, 110245. 3.7 8

18716
Lingzhi and San-Miao-San with hyaluronic acid gel mitigate cartilage degeneration in anterior
cruciate ligament transection induced osteoarthritis. Journal of Orthopaedic Translation, 2021, 26,
132-140.

1.9 5

18717 Maternal obesity persistently alters cardiac progenitor gene expression and programs adult-onset
heart disease susceptibility. Molecular Metabolism, 2021, 43, 101116. 3.0 8

18718 Immunological Role and Prognostic Value of APBB1IP in Pan-Cancer Analysis. Journal of Cancer, 2021,
12, 595-610. 1.2 24

18719 Long Noncoding RNAs in the Progression of Atherosclerosis: An Integrated Analysis Based on
Competing Endogenous RNA Theory. DNA and Cell Biology, 2021, 40, 283-292. 0.9 6

18720 Temperature, rainfall and wind variables underlie environmental adaptation in natural populations of
<i>Drosophila melanogaster</i>. Molecular Ecology, 2021, 30, 938-954. 2.0 15

18721 l â€•Lactate Dehydrogenase Identified as a Protein Tyrosine Phosphatase 1B Substrate by Using Kâ€•BIPS.
ChemBioChem, 2021, 22, 186-192. 1.3 2

18722
Identification of gene targets of developmental neurotoxicity focusing on DNA hypermethylation
involved in irreversible disruption of hippocampal neurogenesis in rats. Journal of Applied
Toxicology, 2021, 41, 1021-1037.

1.4 4



1035

Citation Report

# Article IF Citations

18723 Polyamine pathway is associated with muscle anabolic effects by androgen receptor ligand. JCSM Rapid
Communications, 2021, 4, 57-74. 0.6 3

18724 Lymph nodes are innervated by a unique population of sensory neurons with immunomodulatory
potential. Cell, 2021, 184, 441-459.e25. 13.5 101

18725 Competition between PRC2.1 and 2.2 subcomplexes regulates PRC2 chromatin occupancy in human stem
cells. Molecular Cell, 2021, 81, 488-501.e9. 4.5 38

18726 Reconstitution of the oocyte transcriptional network with transcription factors. Nature, 2021, 589,
264-269. 13.7 92

18727 SNAIL regulates gastric carcinogenesis through CCN3 and NEFL. Carcinogenesis, 2021, 42, 190-201. 1.3 12

18728 Î²â€•catenin regulates FOXP2 transcriptional activity via multiple binding sites. FEBS Journal, 2021, 288,
3261-3284. 2.2 11

18729 Brachyury engineers cardiac repair competent stem cells. Stem Cells Translational Medicine, 2021, 10,
385-397. 1.6 9

18730 <i>Ctcf</i> haploinsufficiency mediates intron retention in a tissue-specific manner. RNA Biology, 2021,
18, 93-103. 1.5 12

18731 Microarray Profiling Reveals Distinct Circulating miRNAs in Aged Male and Female Mice Subjected to
Post-stroke Social Isolation. NeuroMolecular Medicine, 2021, 23, 305-314. 1.8 10

18732 Transcriptional heterogeneity of clonal plasma cells and immune evasion in immunoglobulin light
chain amyloidosis. International Journal of Hematology, 2021, 113, 231-242. 0.7 4

18733 RUNX3 methylation drives hypoxia-induced cell proliferation and antiapoptosis in early tumorigenesis.
Cell Death and Differentiation, 2021, 28, 1251-1269. 5.0 16

18734 HeRA: an atlas of enhancer RNAs across human tissues. Nucleic Acids Research, 2021, 49, D932-D938. 6.5 27

18735 Studying Immunotherapy Resistance in a Melanoma Autologous Humanized Mouse Xenograft.
Molecular Cancer Research, 2021, 19, 346-357. 1.5 6

18736 Potential SARS-CoV-2 interactions with proteins involved in trophoblast functions â€“ An in-silico
study. Placenta, 2021, 103, 141-151. 0.7 23

18737 A Sweep of Earthâ€™s Virome Reveals Host-Guided Viral Protein Structural Mimicry and Points to
Determinants of Human Disease. Cell Systems, 2021, 12, 82-91.e3. 2.9 24

18738 Inhibition of microRNA-128-3p attenuates hypercholesterolemia in mouse model. Life Sciences, 2021,
264, 118633. 2.0 8

18739 Identification of citrus immune regulators involved in defence against Huanglongbing using a new
functional screening system. Plant Biotechnology Journal, 2021, 19, 757-766. 4.1 14

18740 A facile â€œone-materialâ€• strategy for tandem enrichment of small extracellular vesicles
phosphoproteome. Talanta, 2021, 223, 121776. 2.9 8



1036

Citation Report

# Article IF Citations

18741 Analysis of DNA variants in miRNAs and miRNA 3Ê¼UTR binding sites in female infertility patients.
Laboratory Investigation, 2021, 101, 503-512. 1.7 10

18742 Differential nucleosome occupancy modulates alternative splicing in <i>Arabidopsis thaliana</i>. New
Phytologist, 2021, 229, 1937-1945. 3.5 19

18743
Depletion of eukaryotic initiation factor 5B (eIF5B) reprograms the cellular transcriptome and leads
to activation of endoplasmic reticulum (ER) stress and c-Jun N-terminal kinase (JNK). Cell Stress and
Chaperones, 2021, 26, 253-264.

1.2 3

18744 Integrated bioinformatics analysis identified COL11A1 as an immune infiltrates correlated
prognosticator in pancreatic adenocarcinoma. International Immunopharmacology, 2021, 90, 106982. 1.7 18

18745 Quantitative proteomic analysis of chicken serum reveals key proteins affecting follicle development
during reproductive phase transitions. Poultry Science, 2021, 100, 325-333. 1.5 5

18746 Effect of ferrate and monochloramine disinfection on the physiological and transcriptomic response
of Escherichia coli at late stationary phase. Water Research, 2021, 189, 116580. 5.3 17

18747 <i>Dictyostelium discoideum</i> as a nonâ€•mammalian biomedical model. Microbial Biotechnology, 2021,
14, 111-125. 2.0 20

18748 Molecular biomarker identification for esophageal adenocarcinoma using endoscopic brushing and
magnified endoscopy. Esophagus, 2021, 18, 306-314. 1.0 2

18749 Network study of nasal transcriptome profiles reveals master regulator genes of asthma. Journal of
Allergy and Clinical Immunology, 2021, 147, 879-893. 1.5 22

18750 SopBâ€• and SifAâ€•dependent shaping of the<i>Salmonella</i>â€•containing vacuole proteome in the social
amoeba<i>Dictyostelium discoideum</i>. Cellular Microbiology, 2021, 23, e13263. 1.1 3

18751 Analysis, identification and visualization of subgroups in genomics. Briefings in Bioinformatics, 2021,
22, . 3.2 4

18752 CIITA-Transduced Glioblastoma Cells Uncover a Rich Repertoire of Clinically Relevant
Tumor-Associated HLA-II Antigens. Molecular and Cellular Proteomics, 2021, 20, 100032. 2.5 22

18753
Distinct peripheral blood monocyte and neutrophil transcriptional programs following
intracerebral hemorrhage and different etiologies of ischemic stroke. Journal of Cerebral Blood
Flow and Metabolism, 2021, 41, 1398-1416.

2.4 27

18754 Weighted gene co-expression network analysis identifies RHOH and TRAF1 as key candidate genes for
psoriatic arthritis. Clinical Rheumatology, 2021, 40, 1381-1391. 1.0 3

18755
Potential compound from herbal food of Rhizoma Polygonati for treatment of COVID-19 analyzed by
network pharmacology: Viral and cancer signaling mechanisms. Journal of Functional Foods, 2021, 77,
104149.

1.6 97

18756 m6A mRNA methylation analysis provides novel insights into heat stress responses in the liver tissue
of sheep. Genomics, 2021, 113, 484-492. 1.3 17

18757 Study of miRNA interactome in active rheumatoid arthritis patients reveals key pathogenic roles of
dysbiosis in the infectionâ€“immune network. Rheumatology, 2021, 60, 1512-1522. 0.9 8

18758 Gene expression in rat placenta after exposure to di(2-ethylhexyl) phthalate. Human and Experimental
Toxicology, 2021, 40, 504-514. 1.1 8



1037

Citation Report

# Article IF Citations

18759 The sustained expression of Cas9 targeting toxic RNAs reverses disease phenotypes in mouse models of
myotonic dystrophy type 1. Nature Biomedical Engineering, 2021, 5, 157-168. 11.6 37

18760
GAB2 and GAB3 are expressed in a tumor stage-, grade- and histotype-dependent manner and are
associated with shorter progression-free survival in ovarian cancer. Journal of Cell Communication
and Signaling, 2021, 15, 57-70.

1.8 12

18761 Molecular characteristics associated with ferroptosis in hepatocellular carcinoma progression.
Human Cell, 2021, 34, 177-186. 1.2 20

18762 Methods for Enrichment and Assignment of N-Acetylglucosamine Modification Sites. Molecular and
Cellular Proteomics, 2021, 20, 100031. 2.5 21

18763 Historical Introgression from Wild Relatives Enhanced Climatic Adaptation and Resistance to
Pneumonia in Sheep. Molecular Biology and Evolution, 2021, 38, 838-855. 3.5 44

18764 Structural interaction between DISC1 and ATF4 underlying transcriptional and synaptic dysregulation
in an iPSC model of mental disorders. Molecular Psychiatry, 2021, 26, 1346-1360. 4.1 22

18765 Research on the effectiveness of polycarboxylate superplasticisers with different side-chain lengths.
Advances in Cement Research, 2021, 33, 39-45. 0.7 3

18766 Identification of Plasma Proteome Signatures Associated With Surgery Using SOMAscan. Annals of
Surgery, 2021, 273, 732-742. 2.1 41

18767 Distinct transcriptomic landscapes of cutaneous basal cell carcinomas and squamous cell
carcinomas. Genes and Diseases, 2021, 8, 181-192. 1.5 14

18768 Sustained Postnatal Skin Regeneration Upon Prenatal Application of Functionalized Collagen
Scaffolds. Tissue Engineering - Part A, 2021, 27, 10-25. 1.6 3

18769 Protein Synthesis in the Developing Neocortex at Near-Atomic Resolution Reveals Ebp1-Mediated
Neuronal Proteostasis at the 60S Tunnel Exit. Molecular Cell, 2021, 81, 304-322.e16. 4.5 27

18770 Urinary proteome profiling for children with autism using data-independent acquisition proteomics.
Translational Pediatrics, 2021, 10, 1765-1778. 0.5 9

18771 Study on the Prognostic Values of Dynactin Genes in Low-Grade Glioma. Technology in Cancer
Research and Treatment, 2021, 20, 153303382110101. 0.8 5

18772 Proteomic Profiling of Extracellular Vesicles Separated from Plasma of Former National Football
League Players at Risk for Chronic Traumatic Encephalopathy. , 2021, 12, 1363. 12

18774 A Systems-Based Approach to Toxicity Testing. , 2021, , 189-206. 0

18775
A Network Pharmacology Approach to Estimate Potential Targets of the Active Ingredients of
Epimedium for Alleviating Mild Cognitive Impairment and Treating Alzheimerâ€™s Disease. Evidence-based
Complementary and Alternative Medicine, 2021, 2021, 1-15.

0.5 13

18777 Exosomes as an emerging nanoplatform for functional therapeutics. , 2021, , 483-498. 3

18778 Multi-assignment clustering: Machine learning from a biological perspective. Journal of
Biotechnology, 2021, 326, 1-10. 1.9 2



1038

Citation Report

# Article IF Citations

18779 Differential Impact of Fluid Shear Stress and YAP/TAZ on BMP/TGFâ€•Î² Induced Osteogenic Target Genes.
Advanced Biology, 2021, 5, 2000051. 1.4 10

18780 Transcriptomic and proteomic profiling revealed reprogramming of carbon metabolism in
acetate-grown human pathogen Candida glabrata. Journal of Biomedical Science, 2021, 28, 1. 2.6 32

18782 LncRNAs and their regulatory networks in breast muscle tissue of Chinese Gushi chickens during late
postnatal development. BMC Genomics, 2021, 22, 44. 1.2 14

18783 Borrelia burgdorferi infection induces long-term memory-like responses in macrophages with
tissue-wide consequences in the heart. PLoS Biology, 2021, 19, e3001062. 2.6 7

18784 In situ dissecting the evolution of gene duplication with different histone modification patterns
based on high-throughput data analysis in Arabidopsis thaliana. PeerJ, 2021, 9, e10426. 0.9 2

18785 Infusion of Host-Derived Unlicensed NK Cells Improves Donor Engraftment in Non-Myeloablative
Allogeneic Hematopoietic Cell Transplantation. Frontiers in Immunology, 2020, 11, 614250. 2.2 5

18786
Analysis of Herbal Mechanisms and Prescriptions for Chronic Cerebral Circulatory Insufficiency
Based on Data Mining and Network Pharmacology. Combinatorial Chemistry and High Throughput
Screening, 2022, 25, 1239-1253.

0.6 4

18787 Gene expression profiling of CD34(+) cells from patients with myeloproliferative neoplasms.
Oncology Letters, 2021, 21, 204. 0.8 3

18788
Identification of crucial genes mediating abdominal aortic aneurysm pathogenesis based on gene
expression profiling of perivascular adipose tissue by WGCNA. Annals of Translational Medicine, 2021,
9, 52-52.

0.7 8

18789 PDA Indolylmaleimides Induce Anti-Tumor Effects in Prostate Carcinoma Cell Lines Through Mitotic
Death. Frontiers in Veterinary Science, 2020, 7, 558135. 0.9 4

18790 Pulmonary immune cell transcriptome changes in double-hit model of BPD induced by
chorioamnionitis and postnatal hyperoxia. Pediatric Research, 2021, 90, 565-575. 1.1 10

18791 Integrated analysis of label-free quantitative proteomics and bioinformatics reveal insights into
signaling pathways in male breast cancer. Genetics and Molecular Biology, 2021, 44, e20190410. 0.6 2

18792 Phosphorylation in Novel Mitochondrial Creatine Kinase Tyrosine Residues Render Cardioprotection
against Hypoxia/Reoxygenation Injury. Journal of Lipid and Atherosclerosis, 2021, 10, 223. 1.1 5

18793 Fetuin-A is a HIF target that safeguards tissue integrity during hypoxic stress. Nature Communications,
2021, 12, 549. 5.8 30

18794 Dynamic RNA Regulation in the Brain Underlies Physiological Plasticity in a Hibernating Mammal.
Frontiers in Physiology, 2020, 11, 624677. 1.3 10

18795 Chronic pain susceptibility is associated with anhedonic behavior and alterations in the accumbal
ubiquitin-proteasome system. Pain, 2021, 162, 1722-1731. 2.0 4

18796 RNA-Sequencing and Transcriptome Analysis after Stimulation in. Methods in Molecular Biology, 2021,
2319, 25-30. 0.4 0

18797 A systematic survey of PRMT interactomes reveals the key roles of arginine methylation in the global
control of RNA splicing and translation. Science Bulletin, 2021, 66, 1342-1357. 4.3 13



1039

Citation Report

# Article IF Citations

18799 Identification of breast cancer prognostic modules via differential module selection based on
weighted gene Co-expression network analysis. BioSystems, 2021, 199, 104317. 0.9 3

18800 Transcriptomic Coupling of PKP2 With Inflammatory and Immune Pathways Endogenous to Adult
Cardiac Myocytes. Frontiers in Physiology, 2020, 11, 623190. 1.3 15

18801 Tetracyclines promote survival and fitness in mitochondrial disease models. Nature Metabolism, 2021,
3, 33-42. 5.1 37

18802
Upregulation of peroxisome proliferator-activated receptor-Î± and the lipid metabolism pathway
promotes carcinogenesis of ampullary cancer. International Journal of Medical Sciences, 2021, 18,
256-269.

1.1 23

18804
Progression Risk Assessment of Post-surgical Papillary Thyroid Carcinoma Based on Circular
RNA-Associated Competing Endogenous RNA Mechanisms. Frontiers in Cell and Developmental Biology,
2020, 8, 606327.

1.8 3

18805
Drugmonizome and Drugmonizome-ML: integration and abstraction of small molecule attributes for
drug enrichment analysis and machine learning. Database: the Journal of Biological Databases and
Curation, 2021, 2021, .

1.4 19

18806 Deconstructing transcriptional variations and their effects on immunomodulatory function among
human mesenchymal stromal cells. Stem Cell Research and Therapy, 2021, 12, 53. 2.4 9

18807 Study of the active ingredients and mechanism of Sparganii rhizoma in gastric cancer based on
HPLC-Q-TOFâ€“MS/MS and network pharmacology. Scientific Reports, 2021, 11, 1905. 1.6 20

18808 SRGAP1 Controls Small Rho GTPases To Regulate Podocyte Foot Process Maintenance. Journal of the
American Society of Nephrology: JASN, 2021, 32, 563-579. 3.0 18

18809 Sex-specific responses to cold in a very cold-tolerant, northern Drosophila species. Heredity, 2021, 126,
695-705. 1.2 13

18810 Identification of hub genes in gastric cancer by integrated bioinformatics analysis. Translational
Cancer Research, 2021, 10, 0-0. 0.4 2

18811 The Escherichia coli S2P intramembrane protease RseP regulates ferric citrate uptake by cleaving the
sigma factor regulator FecR. Journal of Biological Chemistry, 2021, 296, 100673. 1.6 14

18812 Transcriptomic analysis of zebrafish prion protein mutants supports conserved cross-species
function of the cellular prion protein. Prion, 2021, 15, 70-81. 0.9 1

18813 Iterative Variable Selection for High-Dimensional Data: Prediction of Pathological Response in
Triple-Negative Breast Cancer. Mathematics, 2021, 9, 222. 1.1 2

18814 The transcriptional cofactor Jab1/Cops5 is crucial for BMPâ€•mediated mouse chondrocyte
differentiation by repressing p53 activity. Journal of Cellular Physiology, 2021, 236, 5686-5697. 2.0 4

18815 Deletion of Trim28 in committed adipocytes promotes obesity but preserves glucose tolerance. Nature
Communications, 2021, 12, 74. 5.8 16

18816 An altered secretome is an early marker of the pathogenesis of CLN6 Batten disease. Journal of
Neurochemistry, 2021, 157, 764-780. 2.1 7

18817 HLA Class II Presentation Is Specifically Altered at Elevated Temperatures in the B-Lymphoblastic Cell
Line JY. Molecular and Cellular Proteomics, 2021, 20, 100089. 2.5 6



1040

Citation Report

# Article IF Citations

18818 Transcriptional and translational landscape of Candida auris in response to caspofungin.
Computational and Structural Biotechnology Journal, 2021, 19, 5264-5277. 1.9 14

18819 A rare coding mutation in the MAST2 gene causes venous thrombosis in a French family with
unexplained thrombophilia: The Breizh MAST2 Arg89Gln variant. PLoS Genetics, 2021, 17, e1009284. 1.5 2

18820
Integrated Analysis of Gene Co-Expression Network and Prediction Model Development Indicates
Immune-Related Roles of the Identified Biomarkers in Sepsis and Sepsis-Induced Acute Respiratory
Distress Syndrome. SSRN Electronic Journal, 0, , .

0.4 0

18821 Comprehensive analysis of lncRNA-miRNA-mRNA regulatory networks for microbiota-mediated
colorectal cancer associated with immune cell infiltration. Bioengineered, 2021, 12, 3410-3425. 1.4 20

18822 Affinity Proteomics and Deglycoproteomics Uncover Novel EDEM2 Endogenous Substrates and an
Integrative ERAD Network. Molecular and Cellular Proteomics, 2021, 20, 100125. 2.5 7

18823 Cell surface thermal proteome profiling tracks perturbations and drug targets on the plasma
membrane. Nature Methods, 2021, 18, 84-91. 9.0 49

18824 Influence of a Polyherbal Mixture in Dairy Calves: Growth Performance and Gene Expression.
Frontiers in Veterinary Science, 2020, 7, 623710. 0.9 7

18825 Expansion sequencing: Spatially precise in situ transcriptomics in intact biological systems. Science,
2021, 371, . 6.0 197

18826 Human intestinal tissue-resident memory TÂ cells comprise transcriptionally and functionally distinct
subsets. Cell Reports, 2021, 34, 108661. 2.9 56

18828 Identification of the MuRF1 Skeletal Muscle Ubiquitylome Through Quantitative Proteomics. Function,
2021, 2, zqab029. 1.1 28

18829
Subtypes identification on heart failure with preserved ejection fraction via network enhancement
fusion using multi-omics data. Computational and Structural Biotechnology Journal, 2021, 19,
1567-1578.

1.9 13

18830 Enhancing Comprehensive Analysis of Secreted Glycoproteins from Cultured Cells without Serum
Starvation. Analytical Chemistry, 2021, 93, 2694-2705. 3.2 15

18831
Genomeâ€•wide chromatin occupancy of BRDT and gene expression analysis suggest transcriptional
partners and specific epigenetic landscapes that regulate gene expression during spermatogenesis.
Molecular Reproduction and Development, 2021, 88, 141-157.

1.0 9

18832 Polycomb represses a gene network controlling puberty via modulation of histone demethylase Kdm6b
expression. Scientific Reports, 2021, 11, 1996. 1.6 22

18834 Functional lncRNA-miRNA-mRNA Networks in Response to Baicalein Treatment in Hepatocellular
Carcinoma. BioMed Research International, 2021, 2021, 1-18. 0.9 6

18835 Enrichment of Phosphorylated Tau (Thr181) and Functionally Interacting Molecules in Chronic
Traumatic Encephalopathy Brain-derived Extracellular Vesicles. , 2021, 12, 1376. 3

18836
Bioinformatics analysis identified shared differentially expressed genes as potential biomarkers for
Hashimoto's thyroiditis-related papillary thyroid cancer. International Journal of Medical Sciences,
2021, 18, 3478-3487.

1.1 10

18837 Large Differentiation of Extremely Threatened Chinese Pangolins Provide New Genomic Cues for Their
Conservation. SSRN Electronic Journal, 0, , . 0.4 0



1041

Citation Report

# Article IF Citations

18838 Spermiation: Insights from Studies on the Adjudin Model. Advances in Experimental Medicine and
Biology, 2021, 1288, 241-254. 0.8 3

18839 Transcriptional modulations induced by proton irradiation in mice skin in function of adsorbed dose
and distance. Journal of Radiation Research and Applied Sciences, 2021, 14, 260-270. 0.7 0

18840 Ontological modeling and analysis of experimentally or clinically verified drugs against coronavirus
infection. Scientific Data, 2021, 8, 16. 2.4 14

18841 Quantitative analysis of the splice variants expressed by the major hepatitis B virus genotypes.
Microbial Genomics, 2021, 7, . 1.0 16

18843 A Mechanism of Action Study on Danggui Sini Decoction to Discover Its Therapeutic Effect on Gastric
Cancer. Frontiers in Pharmacology, 2020, 11, 592903. 1.6 10

18844 Hepatic transcriptome perturbations in dairy cows fed different forage resources. BMC Genomics,
2021, 22, 35. 1.2 7

18845 Integrative genomics of aging. , 2021, , 151-171. 1

18846 ZEITLUPE enhances expression of PIF4 and YUC8 in the upper aerial parts of Arabidopsis seedlings to
positively regulate hypocotyl elongation. Plant Cell Reports, 2021, 40, 479-489. 2.8 9

18847 A novel immune prognostic index for stratification of high-risk patients with early breast cancer.
Scientific Reports, 2021, 11, 128. 1.6 5

18849 Mtor inhibition by INK128 extends functions of the ovary reconstituted from germline stem cells in
aging and premature aging mice. Aging Cell, 2021, 20, e13304. 3.0 7

18850 Genome-scale mutant fitness reveals versatile <i>c</i>-type cytochromes in <i>Shewanella
oneidensis</i> MR-1. Molecular Omics, 2021, 17, 288-295. 1.4 2

18851 Hypoxia-inducible miR-196a modulates glioblastoma cell proliferation and migration through complex
regulation of NRAS. Cellular Oncology (Dordrecht), 2021, 44, 433-451. 2.1 11

18852 Comprehensive analysis of PLOD family members in low-grade gliomas using bioinformatics methods.
PLoS ONE, 2021, 16, e0246097. 1.1 4

18854 The Effects of Lentivirus-Mediated Gene Silencing of <i>RARÎ²</i> on the Stemness Capability of
Non-Small Cell Lung Cancer. Journal of Cancer, 2021, 12, 3468-3485. 1.2 2

18855 Identification of pathways modulating vemurafenib resistance in melanoma cells via a genome-wide
CRISPR/Cas9 screen. G3: Genes, Genomes, Genetics, 2021, 11, . 0.8 11

18856 Exploring Networks in the STRING and Reactome Database. , 2021, , 507-520. 6

18857 Hepatocyte size fractionation allows dissection of human liver zonation. Journal of Cellular
Physiology, 2021, 236, 5885-5894. 2.0 7

18858 Genome-wide association analysis reveals regulation of at-risk loci by DNA methylation in prostate
cancer. Asian Journal of Andrology, 2021, 23, 472. 0.8 1



1042

Citation Report

# Article IF Citations

18859 A short ORF-encoded transcriptional regulator. Proceedings of the National Academy of Sciences of
the United States of America, 2021, 118, . 3.3 33

18860 Three-dimensional interactions between enhancers and promoters during intestinal differentiation
depend upon HNF4. Cell Reports, 2021, 34, 108679. 2.9 15

18861 Whole Genome Sequencing Reveals the Effects of Recent Artificial Selection on Litter Size of Bamei
Mutton Sheep. Animals, 2021, 11, 157. 1.0 9

18862 Transcriptome analysis of soybean leaves response to manganese toxicity. Biotechnology and
Biotechnological Equipment, 2021, 35, 1043-1051. 0.5 6

18863 Proliferation Genes Repressed by TGF-Î² Are Downstream of Slug/Snail2 in Normal Bronchial Epithelial
Progenitors and Are Deregulated in COPD. Stem Cell Reviews and Reports, 2021, 17, 703-718. 1.7 5

18864 Brain Disease Network Analysis to Elucidate the Neurological Manifestations of COVID-19. Molecular
Neurobiology, 2021, 58, 1875-1893. 1.9 37

18865 Integrative analysis of miRNAâ€“mRNA network in high altitude retinopathy by bioinformatics analysis.
Bioscience Reports, 2021, 41, . 1.1 6

18866 Systemic characterization of the SLC family genes reveals SLC26A6 as a novel oncogene in
hepatocellular carcinoma. Translational Cancer Research, 2021, 10, 2882-2894. 0.4 6

18867
Severe acute respiratory syndrome coronavirus (SARS-CoV)-2 infection induces dysregulation of
immunity: <i>in silico</i> gene expression analysis. International Journal of Medical Sciences, 2021, 18,
1143-1152.

1.1 13

18868 Mass-Spectrometry-Based Near-Complete Draft of the<i>Saccharomyces cerevisiae</i>Proteome.
Journal of Proteome Research, 2021, 20, 1328-1340. 1.8 13

18869 System Biology-Guided Chemical Proteomics to Discover Protein Targets of Monoethylhexyl Phthalate
in Regulating Cell Cycle. Environmental Science &amp; Technology, 2021, 55, 1842-1851. 4.6 16

18870 Adipocyte-induced transdifferentiation of osteoblasts and its potential role in age-related bone loss.
PLoS ONE, 2021, 16, e0245014. 1.1 9

18871 Identification of potential genes associated with immune cell infiltration in atherosclerosis.
Mathematical Biosciences and Engineering, 2021, 18, 2230-2242. 1.0 6

18872 Shared Blood Transcriptomic Signatures between Alzheimerâ€™s Disease and Diabetes Mellitus.
Biomedicines, 2021, 9, 34. 1.4 18

18873 Evaluation of osteochondral-like tissues using human freeze-dried cancellous bone and chondrocyte
sheets to treat osteochondral defects in rabbits. Biomaterials Science, 2021, 9, 4701-4716. 2.6 5

18874 Bioinformaticsâ€“computer programming. , 2021, , 125-148. 0

18875 Salviae miltiorrhizae and ligustrazine hydrochloride injection combined with mecobalamin for
treating diabetic peripheral neuropathy. Medicine (United States), 2021, 100, e24103. 0.4 2

18876 GVES: machine learning model for identification of prognostic genes with a small dataset. Scientific
Reports, 2021, 11, 439. 1.6 12



1043

Citation Report

# Article IF Citations

18877 Deconvolution of expression for nascent RNA-sequencing data (DENR) highlights pre-RNA isoform
diversity in human cells. Bioinformatics, 2021, 37, 4727-4736. 1.8 4

18878
Elucidation of the Mechanism of Action of Ginseng Against Acute Lung Injury/Acute Respiratory
Distress Syndrome by a Network Pharmacology-Based Strategy. Frontiers in Pharmacology, 2020, 11,
611794.

1.6 19

18879
ActivinA Induced SMAD1/5 Signaling in an iPSC Derived EC Model of Fibrodysplasia Ossificans
Progressiva (FOP) Can Be Rescued by the Drug Candidate Saracatinib. Stem Cell Reviews and Reports,
2021, 17, 1039-1052.

1.7 10

18880 Non pharmacological high-intensity ultrasound treatment of human dermal fibroblasts to accelerate
wound healing. Scientific Reports, 2021, 11, 2465. 1.6 5

18882 Using proteomic and transcriptomic data to assess activation of intracellular molecular pathways.
Advances in Protein Chemistry and Structural Biology, 2021, 127, 1-53. 1.0 13

18883
AFExNet: An Adversarial Autoencoder for Differentiating Breast Cancer Sub-Types and Extracting
Biologically Relevant Genes. IEEE/ACM Transactions on Computational Biology and Bioinformatics,
2022, 19, 2060-2070.

1.9 6

18884
Expression levels of chemokine (C-X-C motif) ligands CXCL1 and CXCL3 as prognostic biomarkers in
rectal adenocarcinoma: evidence from Gene Expression Omnibus (GEO) analyses. Bioengineered, 2021,
12, 3711-3725.

1.4 8

18885 MYC regulates ribosome biogenesis and mitochondrial gene expression programs through its
interaction with host cell factorâ€“1. ELife, 2021, 10, . 2.8 45

18886 NGS Methodologies and Computational Algorithms for the Prediction and Analysis of. Methods in
Molecular Biology, 2021, 2362, 119-145. 0.4 2

18887
Integrated genomic and transcriptomic analysis reveals unique characteristics of hepatic metastases
and pro-metastatic role of complement C1q in pancreatic ductal adenocarcinoma. Genome Biology,
2021, 22, 4.

3.8 28

18888 Tissue-specific endothelial cell heterogeneity contributes to unequal inflammatory responses.
Scientific Reports, 2021, 11, 1949. 1.6 34

18889 TLR3 controls constitutive IFN-Î² antiviral immunity in human fibroblasts and cortical neurons. Journal
of Clinical Investigation, 2021, 131, . 3.9 64

18890 Proteomics in systems toxicology. Advances in Protein Chemistry and Structural Biology, 2021, 127,
55-91. 1.0 10

18891 FNDC-1-mediated mitophagy and ATFS-1 coordinate to protect against hypoxia-reoxygenation.
Autophagy, 2021, 17, 3389-3401. 4.3 13

18892 Prognostic value of LRRC4C in Colon and Gastric Cancers correlates with Tumour Microenvironment
Immunity. International Journal of Biological Sciences, 2021, 17, 1413-1427. 2.6 6

18893 Identification of Prognostic Signature in Esophageal Cancer Based on Network Analysis.
Communications in Computer and Information Science, 2021, , 419-431. 0.4 0

18894 Searching for a Putative Mechanism of RIZ2 Tumor-Promoting Function in Cancer Models. Frontiers in
Oncology, 2020, 10, 583533. 1.3 4

18895 Toward Identifying Key Gene Group in the Occurrence and Development of Lung Adenocarcinoma. IEEE
Access, 2021, 9, 26156-26167. 2.6 0



1044

Citation Report

# Article IF Citations

18896 The Effect of Dietary Lycopene Supplementation on Drip Loss during Storage of Lamb Meat by iTRAQ
Analysis. Antioxidants, 2021, 10, 198. 2.2 8

18897 Screening of disease-related biomarkers related to neuropathic pain (NP) after spinal cord injury (SCI).
Human Genomics, 2021, 15, 5. 1.4 12

18898 Identification of Novel Serological Autoantibodies in Takayasu Arteritis Patients Using HuProt Arrays.
Molecular and Cellular Proteomics, 2021, 20, 100036. 2.5 13

18899
G-Protein-coupled Estrogen Receptor 1 Agonist G-1 Perturbs Sunitinib Resistance-related
Phosphoproteomic Signatures in Renal Cell Carcinoma. Cancer Genomics and Proteomics, 2021, 18,
207-220.

1.0 5

18900 Integrated analysis of Shank1 PDZ interactions with C-terminal and internal binding motifs. Current
Research in Structural Biology, 2021, 3, 41-50. 1.1 4

18901 PathBIXâ€”a web server for network-based pathway annotation with adaptive null models.
Bioinformatics Advances, 2021, 1, . 0.9 5

18902 Identification of Key MicroRNAs and Mechanisms in Prostate Cancer Evolution Based on Biomarker
Prioritization Model and Carcinogenic Survey. Frontiers in Genetics, 2020, 11, 596826. 1.1 13

18904 Microarray expression profile of mRNAs and long noncoding RNAs and the potential role of PFK-1 in
infantile hemangioma. Cell Division, 2021, 16, 1. 1.1 9

18905 Transcriptomic markers in pediatric septic shock prognosis: an integrative analysis of gene expression
profiles. Brazilian Journal of Medical and Biological Research, 2021, 54, e10152. 0.7 2

18906 Transcriptomic analysis suggests candidate genes for hygienic behavior in African-derived Apis
mellifera honeybees. Apidologie, 2021, 52, 447-462. 0.9 3

18907 Breast Cancer-Derived Microvesicles Are the Source of Functional Metabolic Enzymes as Potential
Targets for Cancer Therapy. Biomedicines, 2021, 9, 107. 1.4 7

18908 Identification of Functional lncRNAs Associated With Ovarian Endometriosis Based on a ceRNA
Network. Frontiers in Genetics, 2021, 12, 534054. 1.1 10

18909 Identification of Key Modules and Hub Genes of Annulus Fibrosus in Intervertebral Disc Degeneration.
Frontiers in Genetics, 2020, 11, 596174. 1.1 4

18910 Single-cell transcriptomics following ischemic injury identifies a role for B2M in cardiac repair.
Communications Biology, 2021, 4, 146. 2.0 41

18911
Extracellular Vesicles From Liver Progenitor Cells Downregulates Fibroblast Metabolic Activity and
Increase the Expression of Immune-Response Related Molecules. Frontiers in Cell and Developmental
Biology, 2020, 8, 613583.

1.8 0

18913 Study on the action mechanism of Wuling Powder on treating osteoporosis based on network
pharmacology. Chinese Journal of Natural Medicines, 2021, 19, 28-35. 0.7 7

18914 XPF expression and its relationship with the risk and prognosis of colorectal cancer. Cancer Cell
International, 2021, 21, 12. 1.8 2

18916 <i>miR-142-3p</i> regulates cortical oligodendrocyte gene co-expression networks associated with
tauopathy. Human Molecular Genetics, 2021, 30, 103-118. 1.4 5



1045

Citation Report

# Article IF Citations

18917 CHRNA5 belongs to the secondary estrogen signaling network exhibiting prognostic significance in
breast cancer. Cellular Oncology (Dordrecht), 2021, 44, 453-472. 2.1 6

18918 Utilization of Laser Capture Microdissection Coupled to Mass Spectrometry to Uncover the Proteome
of Cellular Protrusions. Methods in Molecular Biology, 2021, 2259, 25-45. 0.4 2

18919 Postnatal Arx transcriptional activity regulates functional properties of PV interneurons. IScience,
2021, 24, 101999. 1.9 7

18920 Blood-based protein profiling identifies serum protein c-KIT as a novel biomarker for hypertrophic
cardiomyopathy. Scientific Reports, 2021, 11, 1755. 1.6 8

18921
Network pharmacology modeling identifies synergistic interaction of therapeutic and toxicological
mechanisms for Tripterygium hypoglaucum Hutch. BMC Complementary Medicine and Therapies, 2021,
21, 38.

1.2 2

18922 Role of FMRP in rapid antidepressant effects and synapse regulation. Molecular Psychiatry, 2021, 26,
2350-2362. 4.1 6

18923 A novel five-lncRNA signature panel improves high-risk survival prediction in patients with
cholangiocarcinoma. Aging, 2021, 13, 2959-2981. 1.4 13

18924 New novel non-MHC genes were identified for cervical cancer with an integrative analysis approach
of transcriptome-wide association study. Journal of Cancer, 2021, 12, 840-848. 1.2 7

18925 Comparative proteomic analysis to identify the novel target gene of angiotensin II in adrenocortical
H295R cells. Endocrine Journal, 2021, 68, 441-450. 0.7 2

18926 DPCMNE: detecting protein complexes from protein-protein interaction networks via multi-level
network embedding. IEEE/ACM Transactions on Computational Biology and Bioinformatics, 2021, PP, 1-1. 1.9 19

18927 Identification of potential biomarkers of peripheral blood mononuclear cell in hepatocellular
carcinoma using bioinformatic analysis. Medicine (United States), 2021, 100, e24172. 0.4 4

18928 Differential expression of <i>COL4A3</i> and collagen in upward and downward progressing types of
nasopharyngeal carcinoma. Oncology Letters, 2021, 21, 223. 0.8 6

18929 Prognostic score model-based signature genes for predicting the prognosis of metastatic skin
cutaneous melanoma. Mathematical Biosciences and Engineering, 2021, 18, 5125-5145. 1.0 1

18930 Comparison of Growth Performance and Meat Quality Traits of Commercial Cross-Bred Pigs versus
the Large Black Pig Breed. Animals, 2021, 11, 200. 1.0 22

18931 Mediators of SARS-CoV-2 entry are preferentially enriched in cardiomyocytes. Hereditas, 2021, 158, 4. 0.5 25

18932 Estrogen-induced circRNA, circPGR, functions as a ceRNA to promote estrogen receptor-positive
breast cancer cell growth by regulating cell cycle-related genes. Theranostics, 2021, 11, 1732-1752. 4.6 42

18933 Meta-analysis of transcriptome datasets: An alternative method to study IL-6 regulation in
coronavirus disease 2019. Computational and Structural Biotechnology Journal, 2021, 19, 767-776. 1.9 5

18934 Secretome and Comparative Proteomics of Yersinia pestis Identify Two Novel E3 Ubiquitin Ligases That
Contribute to Plague Virulence. Molecular and Cellular Proteomics, 2021, 20, 100066. 2.5 3



1046

Citation Report

# Article IF Citations

18935 A comprehensive epigenome atlas reveals DNA methylation regulating skeletal muscle development.
Nucleic Acids Research, 2021, 49, 1313-1329. 6.5 68

18936 Downregulation of Diacylglycerol kinase zeta (DGKZ) suppresses tumorigenesis and progression of
cervical cancer by facilitating cell apoptosis and cell cycle arrest. Bioengineered, 2021, 12, 1517-1529. 1.4 11

18938 Heterogeneity Analysis of Esophageal Squamous Cell Carcinoma in Cell Lines, Tumor Tissues and
Patient-Derived Xenografts. Journal of Cancer, 2021, 12, 3930-3944. 1.2 13

18939 A seven-gene prognostic model related to immune checkpoint PD-1 revealing overall survival in
patients with lung adenocarcinoma. Mathematical Biosciences and Engineering, 2021, 18, 6136-6154. 1.0 3

18940 Integration of fluxome and transcriptome data in <i>Saccharomyces cerevisiae</i> offers unique
features of doxorubicin and imatinib. Molecular Omics, 2021, 17, 783-789. 1.4 3

18941 Exploration of prognostic biomarkers and therapeutic targets in the microenvironment of bladder
cancer based on CXC chemokines. Mathematical Biosciences and Engineering, 2021, 18, 6262-6287. 1.0 11

18942 Apobec1 complementation factor overexpression promotes hepatic steatosis, fibrosis, and
hepatocellular cancer. Journal of Clinical Investigation, 2021, 131, . 3.9 21

18943 LncRNA TINCR favors tumorigenesis via STAT3â€“TINCRâ€“EGFR-feedback loop by recruiting DNMT1 and
acting as a competing endogenous RNA in human breast cancer. Cell Death and Disease, 2021, 12, 83. 2.7 24

18944 Specific Differentially Methylated and Expressed Genes in People with Longevity Family History. Iranian
Journal of Public Health, 2021, 50, 152-160. 0.3 1

18945 Integrative analysis of transcriptomic data for identification of T-cell activation-related mRNA
signatures indicative of preterm birth. Scientific Reports, 2021, 11, 2392. 1.6 3

18946 Toxoplasma and Eimeria co-opt the host cFos expression for intracellular development in mammalian
cells. Computational and Structural Biotechnology Journal, 2021, 19, 719-731. 1.9 3

18947 linc-AAM Facilitates Gene Expression Contributing to Macrophage Activation and Adaptive Immune
Responses. Cell Reports, 2021, 34, 108584. 2.9 10

18948 High Throughput Sequencing of MicroRNA in Rainbow Trout Plasma, Mucus, and Surrounding Water
Following Acute Stress. Frontiers in Physiology, 2020, 11, 588313. 1.3 24

18949 Male obesity impacts DNA methylation reprogramming in sperm. Clinical Epigenetics, 2021, 13, 17. 1.8 20

18950 Genetic and pharmacological inhibition of the nuclear receptor RORÎ± regulates TH17 driven
inflammatory disorders. Nature Communications, 2021, 12, 76. 5.8 27

18951 Dysregulated gene-associated biomarkers for Alzheimerâ€™s disease and aging. Translational
Neuroscience, 2021, 12, 83-95. 0.7 10

18952 The m6A methylome of SARS-CoV-2 in host cells. Cell Research, 2021, 31, 404-414. 5.7 95

18953 â€œNetwork Targetâ€• Theory and Network Pharmacology. , 2021, , 1-34. 4



1047

Citation Report

# Article IF Citations

18954 GATA3 somatic mutations are associated with clinicopathological features and expression profile in
TCGA breast cancer patients. Scientific Reports, 2021, 11, 1679. 1.6 15

18955 Alternative splicing landscapes in Arabidopsis thaliana across tissues and stress conditions highlight
major functional differences with animals. Genome Biology, 2021, 22, 35. 3.8 93

18956 Survival analysis across the entire transcriptome identifies biomarkers with the highest prognostic
power in breast cancer. Computational and Structural Biotechnology Journal, 2021, 19, 4101-4109. 1.9 436

18957 Weighted gene co-expression network analysis identifies molecular pathways and hub genes involved
in broiler White Striping and Wooden Breast myopathies. Scientific Reports, 2021, 11, 1776. 1.6 21

18958 SMN Depleted Mice Offer a Robust and Rapid Onset Model of Nonalcoholic Fatty Liver Disease.
Cellular and Molecular Gastroenterology and Hepatology, 2021, 12, 354-377.e3. 2.3 16

18959 A role for orphan nuclear receptor liver receptor homolog-1 (LRH-1, NR5A2) in primordial follicle
activation. Scientific Reports, 2021, 11, 1079. 1.6 13

18960 Maternal folic acid impacts DNA methylation profile in male rat offspring implicated in
neurodevelopment and learning/memory abilities. Genes and Nutrition, 2021, 16, 1. 1.2 17

18961 Gut Microbiota Condition the Therapeutic Efficacy of Trastuzumab in HER2-Positive Breast Cancer.
Cancer Research, 2021, 81, 2195-2206. 0.4 63

18962 SIX2 and SIX3 coordinately regulate functional maturity and fate of human pancreatic Î² cells. Genes
and Development, 2021, 35, 234-249. 2.7 26

18964 Effective Cancer Subtype and Stage Prediction via Dropfeature-DNNs. IEEE/ACM Transactions on
Computational Biology and Bioinformatics, 2022, 19, 107-120. 1.9 1

18965 Regulatory status of pesticide residues in cannabis: Implications to medical use in neurological
diseases. Current Research in Toxicology, 2021, 2, 140-148. 1.3 10

18966 Comprehensive investigation of the clinical significance of long non-coding RNA HOXA-AS2 in acute
myeloid leukemia using genome-wide RNA sequencing dataset. Journal of Cancer, 2021, 12, 2151-2164. 1.2 4

18967 Could protein content of Urinary Extracellular Vesicles be useful to detect Cirrhosis in Alcoholic
Liver Disease?. International Journal of Biological Sciences, 2021, 17, 1864-1877. 2.6 10

18968 Identification of Endogenous Kinase Substrates by Proximity Labeling Combined with Kinase
Perturbation and Phosphorylation Motifs. Molecular and Cellular Proteomics, 2021, 20, 100119. 2.5 19

18969 Quantitative Proteomics Reveals that GmENO2 Proteins Are Involved in Response to Phosphate
Starvation in the Leaves of Glycine max L.. International Journal of Molecular Sciences, 2021, 22, 920. 1.8 9

18970 A global analysis of CNVs in Chinese indigenous fine-wool sheep populations using whole-genome
resequencing. BMC Genomics, 2021, 22, 78. 1.2 18

18972 Systematic Identification of Protein Targets of Sub5 Using Saccharomyces cerevisiae Proteome
Microarrays. International Journal of Molecular Sciences, 2021, 22, 760. 1.8 3

18973 Molecular pathogenesis of rhegmatogenous retinal detachment. Scientific Reports, 2021, 11, 966. 1.6 16



1048

Citation Report

# Article IF Citations

18975 Drug perturbation gene set enrichment analysis (dpGSEA): a new transcriptomic drug screening
approach. BMC Bioinformatics, 2021, 22, 22. 1.2 7

18976 Transcriptomic analysis of Sur7-mediated response ofBeauveria bassianato different nutritional
conditions. FEMS Microbiology Letters, 2021, 368, . 0.7 1

18978 ATPIF1 maintains normal mitochondrial structure which is impaired by CCM3 deficiency in endothelial
cells. Cell and Bioscience, 2021, 11, 11. 2.1 4

18979 Comparative Transcriptome Analysis Reveals Putative Genes Responsible for High Theacrine Content in
Kucha (Camellia kucha (Chang et Wang) Chang). Tropical Plant Biology, 2021, 14, 82-92. 1.0 3

18982 Biogenic amine neurotransmitters promote eicosanoid production and protein homeostasis. EMBO
Reports, 2021, 22, e51063. 2.0 5

18983
Integrated Profiles Analysis Identified a Coding-Non-Coding Signature for Predicting Lymph Node
Metastasis and Prognosis in Cervical Cancer. Frontiers in Cell and Developmental Biology, 2020, 8,
631491.

1.8 3

18984 Cardiac-specific microRNA-125b deficiency induces perinatal death and cardiac hypertrophy. Scientific
Reports, 2021, 11, 2377. 1.6 11

18985 Exploration of underlying molecular mechanism of Lycii Cortex in Treating Type 2 Diabetes Mellitus
Based on Network Pharmacology and Molecular Docking. E3S Web of Conferences, 2021, 233, 02007. 0.2 1

18987
HIR V2: a human interactome resource for the biological interpretation of differentially expressed
genes via gene set linkage analysis. Database: the Journal of Biological Databases and Curation, 2021,
2021, .

1.4 3

18988 The role of phosphoprotein phosphatases catalytic subunit genes in pancreatic cancer. Bioscience
Reports, 2021, 41, . 1.1 9

18989 PVT1 signals an androgen-dependent transcriptional repression program in prostate cancer cells and a
set of the repressed genes predicts high-risk tumors. Cell Communication and Signaling, 2021, 19, 5. 2.7 12

18990 Screening of key biomarkers and immune infiltration in Pulmonary Arterial Hypertension via
integrated bioinformatics analysis. Bioengineered, 2021, 12, 2576-2591. 1.4 11

18991 Exploring the molecular subclasses and stage-specific genes of oral cancer: A bioinformatics analysis.
Cancer Treatment and Research Communications, 2021, 27, 100320. 0.7 3

18992 Melanoma Cell Resistance to Vemurafenib Modifies Inter-Cellular Communication Signals.
Biomedicines, 2021, 9, 79. 1.4 10

18993 Loss of LIMCH1 predicts poor prognosis in patients with surgically resected Lung Adenocarcinoma: A
study based on Immunohistochemical Analysis and Bioinformatics. Journal of Cancer, 2021, 12, 181-189. 1.2 7

18994
Uncovering potential novel biomarkers and immune infiltration characteristics in persistent atrial
fibrillation using integrated bioinformatics analysis. Mathematical Biosciences and Engineering, 2021,
18, 4696-4712.

1.0 20

18995 Systematic Identification of Protein Phosphorylation-Mediated Interactions. Journal of Proteome
Research, 2021, 20, 1359-1370. 1.8 14

18996 Selenium-dependent metabolic reprogramming during inflammation and resolution. Journal of
Biological Chemistry, 2021, 296, 100410. 1.6 12



1049

Citation Report

# Article IF Citations

18997
Exosomal hsa-miR-129-2 and hsa-miR-889 from a 6-microRNA Signature Might be a Potential Biomarker
for Predicting the Prognosis of Papillary Thyroid Carcinoma. Combinatorial Chemistry and High
Throughput Screening, 2022, 25, 819-830.

0.6 5

18998 Quercetin as a potential treatment for COVID-19-induced acute kidney injury: Based on network
pharmacology and molecular docking study. PLoS ONE, 2021, 16, e0245209. 1.1 52

18999 Unraveling the surface glycoprotein interaction network by integrating chemical crosslinking with
MS-based proteomics. Chemical Science, 2021, 12, 2146-2155. 3.7 10

19000 Discovery of acquired molecular signature on immune checkpoint inhibitors in paired tumor tissues.
Cancer Immunology, Immunotherapy, 2021, 70, 1755-1769. 2.0 4

19001 Chronic exposure of humans to high level natural background radiation leads to robust expression
of protective stress response proteins. Scientific Reports, 2021, 11, 1777. 1.6 4

19002 Mitochondrial protein gene expression and the oxidative phosphorylation pathway associated with
feed efficiency and energy balance in dairy cattle. Journal of Dairy Science, 2021, 104, 575-587. 1.4 14

19003 Quantitative Proteome Data Analysis of Tandem Mass Tags Labeled Samples. Methods in Molecular
Biology, 2021, 2228, 409-417. 0.4 1

19004
Deregulation of extracellular matrix modeling with molecular prognostic markers revealed by
transcriptome sequencing and validations in Oral Tongue squamous cell carcinoma. Scientific
Reports, 2021, 11, 250.

1.6 14

19005 CSF-resident CD4+ T-cells display a distinct gene expression profile with relevance to immune
surveillance and multiple sclerosis. Brain Communications, 2021, 3, fcab155. 1.5 9

19006 of Incongruous Cancer Genomics and Proteomics Datasets. Methods in Molecular Biology, 2021, 2361,
291-305. 0.4 1

19007 Brain aging and microarray analysis. , 2021, , 59-70. 0

19008
CENPA is one of the potential key genes associated with the proliferation and prognosis of ovarian
cancer based on integrated bioinformatics analysis and regulated by MYBL2. Translational Cancer
Research, 2021, 10, 4076-4086.

0.4 14

19009
Construction of a prognostic model for lung squamous cell carcinoma based on seven
N6-methylandenosine-related autophagy genes. Mathematical Biosciences and Engineering, 2021, 18,
6709-6723.

1.0 4

19010 SCA-1 micro-heterogeneity in the fate decision of dystrophic fibro/adipogenic progenitors. Cell Death
and Disease, 2021, 12, 122. 2.7 21

19011 p62/SQSTM1-droplet serves as a platform for autophagosome formation and anti-oxidative stress
response. Nature Communications, 2021, 12, 16. 5.8 137

19012
Genomic instability-derived plasma extracellular vesicle-microRNA signature as a minimally invasive
predictor of risk and unfavorable prognosis in breast cancer. Journal of Nanobiotechnology, 2021, 19,
22.

4.2 52

19013 Bone marrow adipogenic lineage precursors promote osteoclastogenesis in bone remodeling and
pathologic bone loss. Journal of Clinical Investigation, 2021, 131, . 3.9 101

19014 Calumenin contributes to epithelial-mesenchymal transition and predicts poor survival in glioma.
Translational Neuroscience, 2021, 12, 67-75. 0.7 9



1050

Citation Report

# Article IF Citations

19015
Dissection of the potential pharmacological function of neohesperidin dihydrochalcone â€“ a food
additive â€“ by in vivo substances profiling and network pharmacology. Food and Function, 2021, 12,
4325-4336.

2.1 12

19016 Construction and prognostic analysis of miRNA-mRNA regulatory network in liver metastasis from
colorectal cancer. World Journal of Surgical Oncology, 2021, 19, 7. 0.8 16

19017 Ancestral plastics exposure induces transgenerational disease-specific sperm epigenome-wide
association biomarkers. Environmental Epigenetics, 2021, 7, dvaa023. 0.9 46

19018 Deciphering extrachromosomal circular DNA in Arabidopsis. Computational and Structural
Biotechnology Journal, 2021, 19, 1176-1183. 1.9 31

19019 Genome-wide association study between copy number variation regions and carcass- and meat-quality
traits in Nellore cattle. Animal Production Science, 2021, 61, 731. 0.6 2

19020
Pseudogene Annexin A2 Pseudogene 1 Contributes to Hepatocellular Carcinoma Progression by
Modulating Its Parental Gene ANXA2 via miRNA-376a-3p. Digestive Diseases and Sciences, 2021, 66,
3903-3915.

1.1 4

19021 Drug-Disease-Based Network Pharmacology Practice Process. , 2021, , 431-460. 0

19022 Colorectal Cancer Cells Enter a Diapause-like DTP State to Survive Chemotherapy. Cell, 2021, 184,
226-242.e21. 13.5 258

19023 Comparative analysis on the anti-inflammatory/immune effect of mesenchymal stem cell therapy for
the treatment of pulmonary arterial hypertension. Scientific Reports, 2021, 11, 2012. 1.6 12

19024 Immune modulation resulting from MR-guided high intensity focused ultrasound in a model of murine
breast cancer. Scientific Reports, 2021, 11, 927. 1.6 48

19027 Serum-Derived Exosomal Proteins as Potential Candidate Biomarkers for Hepatocellular Carcinoma.
ACS Omega, 2021, 6, 827-835. 1.6 16

19028 Effects and Possible Pathway of ESYT3 on Lung Adenocarcinoma. Cancer Research Journal, 2021, 9, 85. 0.0 0

19029 Exosomal miR-1305 in the oncogenic activity of hypoxic multiple myeloma cells: a biomarker for
predicting prognosis. Journal of Cancer, 2021, 12, 2825-2834. 1.2 15

19030 Potential therapeutic target genes for systemic lupus erythematosus: a bioinformatics analysis.
Bioengineered, 2021, 12, 2810-2819. 1.4 8

19031 A comprehensive investigation on liver regeneration: a meta-analysis and systems biology approach.
Clinical and Experimental Hepatology, 2021, 7, 183-190. 0.6 3

19032
Type 1 conventional dendritic cells and interferons are required for spontaneous CD4<sup>+</sup>
and CD8<sup>+</sup> Tâ€•cell protective responses to breast cancer. Clinical and Translational
Immunology, 2021, 10, e1305.

1.7 35

19033 Signalling pathways and mechanistic cues highlighted by transcriptomic analysis of primordial,
primary, and secondary ovarian follicles in domestic cat. Scientific Reports, 2021, 11, 2683. 1.6 10

19034 UBE2T And CYP3A4: hub genes regulating the transformation of cirrhosis into hepatocellular
carcinoma. International Journal of Transgender Health, 2021, 14, 509-521. 1.1 0



1051

Citation Report

# Article IF Citations

19035 Hypoxia-Induced Suppression of Alternative Splicing of MBD2 Promotes Breast Cancer Metastasis via
Activation of FZD1. Cancer Research, 2021, 81, 1265-1278. 0.4 28

19036 Hepatic transcriptomic adaptation from prepartum to postpartum in dairy cows. Journal of Dairy
Science, 2021, 104, 1053-1072. 1.4 10

19037 A map of copy number variations in the Tunisian population: a valuable tool for medical genomics in
North Africa. Npj Genomic Medicine, 2021, 6, 3. 1.7 5

19038 A network-based machine-learning framework to identify both functional modules and disease genes.
Human Genetics, 2021, 140, 897-913. 1.8 9

19039 Identification of differentially expressed proteins and clinicopathological significance of HMGB2 in
cervical cancer. Clinical Proteomics, 2021, 18, 2. 1.1 3

19040
Molecular Signature of Extracellular Vesicular Small Non-Coding RNAs Derived from Cerebrospinal
Fluid of Leptomeningeal Metastasis Patients: Functional Implication of miR-21 and Other Small RNAs in
Cancer Malignancy. Cancers, 2021, 13, 209.

1.7 9

19041 A predictive model for assessing prognostic risks in gastric cancer patients using gene expression and
methylation data. BMC Medical Genomics, 2021, 14, 14. 0.7 1

19042 Positive selection signatures in Anqing sixâ€•endâ€•white pig population based on reducedâ€•representation
genome sequencing data. Animal Genetics, 2021, 52, 143-154. 0.6 8

19043 Berberine ameliorates vascular dysfunction by a global modulation of lncRNA and mRNA expression
profiles in hypertensive mouse aortae. PLoS ONE, 2021, 16, e0247621. 1.1 4

19044 The Conserved Translation Factor LepA Is Required for Optimal Synthesis of a Porin Family in
Mycobacterium smegmatis. Journal of Bacteriology, 2021, 203, . 1.0 5

19045 Novel signaling pathways regulate SARS-CoV and SARS-CoV-2 infectious disease. Medicine (United) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 342 Td (States), 2021, 100, e24321.0.4 16

19046 Loss of Active Neurogenesis in the Adult Shark Retina. Frontiers in Cell and Developmental Biology,
2021, 9, 628721. 1.8 11

19047 Label-Free Mass Spectrometry-Based Plasma Proteomics Identified LY6D, DSC3, CDSN, SERPINB12, and
SLURP1 as Novel Protein Biomarkers For Pulmonary Tuberculosis. Current Proteomics, 2021, 18, 50-61. 0.1 0

19048 Quantitative analysis of proteome dynamics in a mouse model of asthma. Clinical and Experimental
Allergy, 2021, 51, 1471-1481. 1.4 2

19049 Identification of potential Parkinsonâ€™s disease biomarkers using computational biology approaches.
Network Modeling Analysis in Health Informatics and Bioinformatics, 2021, 10, 1. 1.2 0

19050 miR-31 Displays Subtype Specificity in Lung Cancer. Cancer Research, 2021, 81, 1942-1953. 0.4 11

19053 SPA: A Quantitation Strategy for MS Data in Patient-derived Xenograft Models. Genomics, Proteomics
and Bioinformatics, 2021, 19, 522-533. 3.0 1

19059
Quantitative proteomic analysis of ahpC/F and katE and katG knockout Escherichia coliâ€”a useful
model to study endogenous oxidative stress. Applied Microbiology and Biotechnology, 2021, 105,
2399-2410.

1.7 8



1052

Citation Report

# Article IF Citations

19060 Toxicant exposure during pregnancy increases protective proteins in the dam and a sexually dimorphic
response in the fetus. Toxicology and Applied Pharmacology, 2021, 413, 115407. 1.3 0

19061 Transcriptional response of vaginal epithelial cells to medroxyprogesterone acetate treatment
results in decreased barrier integrity. Journal of Reproductive Immunology, 2021, 143, 103253. 0.8 5

19062 Validation of novel hub genes and molecular mechanisms in acute lung injury using an integrative
bioinformatics approach. Acta Biochimica Et Biophysica Sinica, 2021, 53, 342-353. 0.9 4

19063 Proteomic profile of preâ€•implantational ovine embryos produced in vivo. Reproduction in Domestic
Animals, 2021, 56, 586-603. 0.6 10

19064 A novel prognostic prediction model based on seven immune-related RNAs for predicting overall
survival of patients in early cervical squamous cell carcinoma. BMC Medical Genomics, 2021, 14, 49. 0.7 7

19065 Comparative Transcriptome Profile between Iberian Pig Varieties Provides New Insights into Their
Distinct Fat Deposition and Fatty Acids Content. Animals, 2021, 11, 627. 1.0 7

19066 CMTM6 and PD-L1 coexpression is associated with an active immune microenvironment and a favorable
prognosis in colorectal cancer. , 2021, 9, e001638. 38

19067 Characterization of Bicistronic Transcription in Budding Yeast. MSystems, 2021, 6, . 1.7 1

19068
Effects of glyphosate residues and different concentrate feed proportions in dairy cow rations on
hepatic gene expression, liver histology and biochemical blood parameters. PLoS ONE, 2021, 16,
e0246679.

1.1 12

19069 Bioinformatics analysis of the prognosis and biological significance of VCAN in gastric cancer.
Immunity, Inflammation and Disease, 2021, 9, 547-559. 1.3 14

19070 Novel oxidative stress-related prognostic biomarkers for melanoma associated with tumor
metastasis. Medicine (United States), 2021, 100, e24866. 0.4 8

19071 Downregulation of PAICS due to loss of chromosome 4q is associated with poor survival in stage III
colorectal cancer. PLoS ONE, 2021, 16, e0247169. 1.1 4

19072 Transcriptome analysis of the transdifferentiation of canine BMSCs into insulin producing cells. BMC
Genomics, 2021, 22, 134. 1.2 3

19073 Identification of hub genes correlated with sleep deprivation using co-expression analysis. Sleep and
Breathing, 2021, 25, 1969-1976. 0.9 2

19074 Lactobacillus plantarum 299v probiotic supplementation in men with stable coronary artery disease
suppresses systemic inflammation. Scientific Reports, 2021, 11, 3972. 1.6 11

19075 The Mitochondrial Protease LonP1 Promotes Proteasome Inhibitor Resistance in Multiple Myeloma.
Cancers, 2021, 13, 843. 1.7 12

19076 Investigation of allele specific expression in various tissues of broiler chickens using the detection
tool VADT. Scientific Reports, 2021, 11, 3968. 1.6 5

19077
Rare Recurrent Variants in Noncoding Regions Impact Attention-Deficit Hyperactivity Disorder (ADHD)
Gene Networks in Children of both African American and European American Ancestry. Genes, 2021, 12,
310.

1.0 10



1053

Citation Report

# Article IF Citations

19078 An OMICs-based meta-analysis to support infection state stratification. Bioinformatics, 2021, 37,
2347-2355. 1.8 2

19080 Novel Immune Modulators Enhance <i>Caenorhabditis elegans</i> Resistance to Multiple Pathogens.
MSphere, 2021, 6, . 1.3 17

19081 Mapping drug-target interactions and synergy in multi-molecular therapeutics for pressure-overload
cardiac hypertrophy. Npj Systems Biology and Applications, 2021, 7, 11. 1.4 13

19082 An Integrated Systems Biology Approach Identifies the Proteasome as A Critical Host Machinery for
ZIKV and DENV Replication. Genomics, Proteomics and Bioinformatics, 2021, 19, 108-122. 3.0 7

19083 Acute kidney injury leading to CKD is associated with a persistence of metabolic dysfunction and
hypertriglyceridemia. IScience, 2021, 24, 102046. 1.9 22

19084 CircNR3C2 promotes HRD1-mediated tumor-suppressive effect via sponging miR-513a-3p in triple-negative
breast cancer. Molecular Cancer, 2021, 20, 25. 7.9 55

19085 Methyltransferaseâ€‘like 1 regulates lung adenocarcinoma A549 cell proliferation and autophagy via the
AKT/mTORC1 signaling pathway. Oncology Letters, 2021, 21, 330. 0.8 25

19086 Single Cell Omics for Musculoskeletal Research. Current Osteoporosis Reports, 2021, 19, 131-140. 1.5 10

19087 Enrichment of Neurodegenerative Microglia Signature in Brain-Derived Extracellular Vesicles
Isolated from Alzheimerâ€™s Disease Mouse Models. Journal of Proteome Research, 2021, 20, 1733-1743. 1.8 34

19088
Increased Tenascin C, Osteopontin and HSP90 Levels in Plasmatic Small Extracellular Vesicles of
Pediatric ALK-Positive Anaplastic Large Cell Lymphoma: New Prognostic Biomarkers?. Diagnostics, 2021,
11, 253.

1.3 4

19089 Assessing technical and biological variation in SWATH-MS-based proteomic analysis of chronic
lymphocytic leukaemia cells. Scientific Reports, 2021, 11, 2932. 1.6 5

19090
Dysregulations of Expression of Genes of the Ubiquitin/SUMO Pathways in an In Vitro Model of
Amyotrophic Lateral Sclerosis Combining Oxidative Stress and SOD1 Gene Mutation. International
Journal of Molecular Sciences, 2021, 22, 1796.

1.8 10

19092 Integrated analysis identifies oxidative stress genes associated with progression and prognosis in
gastric cancer. Scientific Reports, 2021, 11, 3292. 1.6 36

19093 Distinct mechanisms of resistance to fulvestrant treatment dictate level of ER independence and
selective response to CDK inhibitors in metastatic breast cancer. Breast Cancer Research, 2021, 23, 26. 2.2 19

19094 Asporin is a Potential Promising Biomarker for Common Heart Failure. DNA and Cell Biology, 2021, 40,
303-315. 0.9 10

19096 Identification of Potential Biomarkers Associated with Prognosis in Gastric Cancer via Bioinformatics
Analysis. Medical Science Monitor, 2021, 27, e929104. 0.5 3

19099 Quantitative Proteomic Profiling Identifies a Potential Novel Chaperone Marker in Resistant Breast
Cancer. Frontiers in Oncology, 2021, 11, 540134. 1.3 4

19101 Dissecting the Gene Expression Networks Associated with Variations in the Major Components of the
Fatty Acid Semimembranosus Muscle Profile in Large White Heavy Pigs. Animals, 2021, 11, 628. 1.0 8



1054

Citation Report

# Article IF Citations

19103 Nerve Growth Factor Neutralization Promotes Oligodendrogenesis by Increasing miR-219a-5p Levels.
Cells, 2021, 10, 405. 1.8 7

19104 Linking clinotypes to phenotypes and genotypes from laboratory test results in comprehensive
physical exams. BMC Medical Informatics and Decision Making, 2021, 21, 51. 1.5 2

19105 Competing endogenous RNA network analysis explores the key lncRNAs, miRNAs, and mRNAs in type 1
diabetes. BMC Medical Genomics, 2021, 14, 35. 0.7 9

19106 Molecular and phenotypic analysis of rodent models reveals conserved and species-specific
modulators of human sarcopenia. Communications Biology, 2021, 4, 194. 2.0 43

19107 Genome-wide analysis of pseudogenes reveals HBBP1â€™s human-specific essentiality in erythropoiesis and
implication in Î²-thalassemia. Developmental Cell, 2021, 56, 478-493.e11. 3.1 22

19108 Proteomic and Structural Manifestations of Cardiomyopathy in Rat Models of Obesity and Weight
Loss. Frontiers in Endocrinology, 2021, 12, 568197. 1.5 7

19109 Sperm chromatin integrity and DNA methylation in Norwegian Red bulls of contrasting fertility.
Molecular Reproduction and Development, 2021, 88, 187-200. 1.0 15

19110
Extracellular Vesicles Derived From Adult and Fetal Bone Marrow Mesenchymal Stromal Cells
Differentially Promote ex vivo Expansion of Hematopoietic Stem and Progenitor Cells. Frontiers in
Bioengineering and Biotechnology, 2021, 9, 640419.

2.0 10

19111 Proteome-wide and matrisome-specific alterations during human pancreas development and
maturation. Nature Communications, 2021, 12, 1020. 5.8 24

19112 Identification and Validation of Key Genes in Hepatocellular Carcinoma by Bioinformatics Analysis.
BioMed Research International, 2021, 2021, 1-13. 0.9 7

19113 Regulatory Interplay between miR-181a-5p and Estrogen Receptor Signaling Cascade in Breast Cancer.
Cancers, 2021, 13, 543. 1.7 10

19114 A High-Throughput Method for Identifying Novel Genes That Influence Metabolic Pathways Reveals
New Iron and Heme Regulation in Pseudomonas aeruginosa. MSystems, 2021, 6, . 1.7 11

19115 The transcriptional coactivator CBP/p300 is an evolutionarily conserved node that promotes
longevity in response to mitochondrial stress. Nature Aging, 2021, 1, 165-178. 5.3 49

19116 Ancient genomes reveal early Andean farmers selected common beans while preserving diversity.
Nature Plants, 2021, 7, 123-128. 4.7 29

19118 Caloric Restriction Promotes Immunometabolic Reprogramming Leading to Protection from
Tuberculosis. Cell Metabolism, 2021, 33, 300-318.e12. 7.2 35

19119 MAP2 is differentially phosphorylated in schizophrenia, altering its function. Molecular Psychiatry,
2021, 26, 5371-5388. 4.1 13

19120 Identification of the hub gene BUB1B in hepatocellular carcinoma via bioinformatic analysis and in
vitro experiments. PeerJ, 2021, 9, e10943. 0.9 7

19121 Disruption of DNA polymerase Î¶ engages an innate immune response. Cell Reports, 2021, 34, 108775. 2.9 13



1055

Citation Report

# Article IF Citations

19122 Huntingtonâ€™s disease brain-derived small RNAs recapitulate associated neuropathology in mice. Acta
Neuropathologica, 2021, 141, 565-584. 3.9 12

19123 Comprehensive Analysis of Expression Regulation for RNA m6A Regulators With Clinical Significance
in Human Cancers. Frontiers in Oncology, 2021, 11, 624395. 1.3 14

19124 Inducible Stem-Cell-Derived Embryos Capture Mouse Morphogenetic Events InÂ Vitro. Developmental
Cell, 2021, 56, 366-382.e9. 3.1 77

19125 Polycomb complexes redundantly maintain epidermal stem cell identity during development. Genes and
Development, 2021, 35, 354-366. 2.7 25

19126 Evaluation of an O2-Substituted (1â€“3)-Î²-D-Glucan, Produced by Pediococcus parvulus 2.6, in ex vivo
Models of Crohnâ€™s Disease. Frontiers in Microbiology, 2021, 12, 621280. 1.5 5

19127 ZMYND11-MBTD1 induces leukemogenesis through hijacking NuA4/TIP60 acetyltransferase complex and
a PWWP-mediated chromatin association mechanism. Nature Communications, 2021, 12, 1045. 5.8 27

19128 The long non-coding RNA GHSROS reprograms prostate cancer cell lines toward a more aggressive
phenotype. PeerJ, 2021, 9, e10280. 0.9 5

19130 CoExp: A Web Tool for the Exploitation of Co-expression Networks. Frontiers in Genetics, 2021, 12,
630187. 1.1 16

19132 Redox proteomics reveals an interdependence of redox modification and location of adhesome
proteins in NGF-treated PC12Â cells. Free Radical Biology and Medicine, 2021, 164, 341-353. 1.3 4

19133 The Role of Interleukin-33 in Head and Neck Squamous Cell Carcinoma Is Determined by Its Cellular
Sources in the Tumor Microenvironment. Frontiers in Oncology, 2020, 10, 588454. 1.3 3

19134 Identification of epigenetic memory candidates associated with gestational age at birth through
analysis of methylome and transcriptional data. Scientific Reports, 2021, 11, 3381. 1.6 6

19135 Coronary artery disease: differential expression of ceRNAs and interaction analyses. Annals of
Translational Medicine, 2021, 9, 229-229. 0.7 3

19136 Histone modifications form a cell-type-specific chromosomal bar code that persists through the cell
cycle. Scientific Reports, 2021, 11, 3009. 1.6 11

19137 Crenolanib Regulates ERK and AKT/mTOR Signaling Pathways in RAS/BRAF-Mutated Colorectal Cancer
Cells and Organoids. Molecular Cancer Research, 2021, 19, 812-822. 1.5 6

19138 Inclusion of Oat and Yeast Culture in Sow Gestational and Lactational Diets Alters Immune and
Antimicrobial Associated Proteins in Milk. Animals, 2021, 11, 497. 1.0 3

19140 Cytotoxic Fractions from Hechtia glomerata Extracts and p-Coumaric Acid as MAPK Inhibitors.
Molecules, 2021, 26, 1096. 1.7 4

19141 Clinically significant genomic alterations in the Chinese and Western patients with intrahepatic
cholangiocarcinoma. BMC Cancer, 2021, 21, 152. 1.1 7

19142 Transcriptome Response of Liver and Muscle in Heat-Stressed Laying Hens. Genes, 2021, 12, 255. 1.0 10



1056

Citation Report

# Article IF Citations

19144 Development and analysis of long non-coding RNA-associated competing endogenous RNA network for
osteosarcoma metastasis. Hereditas, 2021, 158, 9. 0.5 2

19145
Identification of Targets and Active Components of Yiqi SanJie Formula Against Lung Neoplasms Based
on Network Pharmacology Analysis and Molecular Docking. Natural Product Communications, 2021,
16, 1934578X2199767.

0.2 0

19147 Computational screening of potential glioma-related genes and drugs based on analysis of GEO
dataset and text mining. PLoS ONE, 2021, 16, e0247612. 1.1 4

19148
Comprehensive Integration of Genome-Wide Association and Gene Expression Studies Reveals Novel
Gene Signatures and Potential Therapeutic Targets for Helicobacter pylori-Induced Gastric Disease.
Frontiers in Immunology, 2021, 12, 624117.

2.2 8

19149 Algorithmic Annotation of Functional Roles for Components of 3,044 Human Molecular Pathways.
Frontiers in Genetics, 2021, 12, 617059. 1.1 30

19150 Conserved Epigenetic Programming and Enhanced Heme Metabolism Drive Memory B Cell Reactivation.
Journal of Immunology, 2021, 206, 1493-1504. 0.4 15

19151
Integrative Analysis of Transcriptome-Wide Association Study and mRNA Expression Profiles Identified
Candidate Genes and Pathways Associated With Acute Myocardial Infarction. Frontiers in Genetics,
2021, 12, 616492.

1.1 4

19153 Proteomic profiling of milk small extracellular vesicles from bovine leukemia virus-infected cattle.
Scientific Reports, 2021, 11, 2951. 1.6 15

19154
Distinct profile of CD34+ cells and plasma-derived extracellular vesicles from triple-negative patients
with Myelofibrosis reveals potential markers of aggressive disease. Journal of Experimental and
Clinical Cancer Research, 2021, 40, 49.

3.5 11

19155 Phosphoproteomic Landscape of AML Cells Treated with the ATP-Competitive CK2 Inhibitor CX-4945.
Cells, 2021, 10, 338. 1.8 7

19156 The Complement Pathway Is Activated in People With Human Immunodeficiency Virus and Is Associated
With Non-AIDS Comorbidities. Journal of Infectious Diseases, 2021, 224, 1405-1409. 1.9 7

19157 Identification of RNAs bound by Hfq reveals widespread RNA partners and a sporulation regulator in
the human pathogen <i>Clostridioides difficile</i>. RNA Biology, 2021, 18, 1931-1952. 1.5 13

19158 Proteomics signature of autoimmune atrophic gastritis: towards a link with gastric cancer. Gastric
Cancer, 2021, 24, 666-679. 2.7 10

19159 Comparative Transcriptome Profiling of Human and Pig Intestinal Epithelial Cells after Porcine
Deltacoronavirus Infection. Viruses, 2021, 13, 292. 1.5 14

19160 Predicting therapeutic drugs for hepatocellular carcinoma based on tissue-specific pathways. PLoS
Computational Biology, 2021, 17, e1008696. 1.5 48

19161
A Clinically Applicable 24-Protein Model for Classifying Risk Subgroups in Pancreatic Ductal
Adenocarcinomas using Multiple Reaction Monitoring-Mass Spectrometry. Clinical Cancer Research,
2021, 27, 3370-3382.

3.2 11

19162 Transcriptomic Identification of Draxin-Responsive Targets During Cranial Neural Crest EMT.
Frontiers in Physiology, 2021, 12, 624037. 1.3 6

19163 Alteration of mRNA 5-Methylcytosine Modification in Neurons After OGD/R and Potential Roles in Cell
Stress Response and Apoptosis. Frontiers in Genetics, 2021, 12, 633681. 1.1 12



1057

Citation Report

# Article IF Citations

19164 Co-expression Network Analysis Revealing the Potential Regulatory Roles of LncRNAs in Atrial
Fibrillation. Current Bioinformatics, 2020, 15, 980-987. 0.7 3

19165 Decellularized adipose tissue: A key factor in promoting fat regeneration by recruiting and inducing
mesenchymal stem cells. Biochemical and Biophysical Research Communications, 2021, 541, 63-69. 1.0 11

19166 Sex difference in the mouse BAT transcriptome reveals a role of progesterone. Journal of Molecular
Endocrinology, 2021, 66, 97-113. 1.1 9

19167 Nascent RNA sequencing identifies a widespread sigma70-dependent pausing regulated by Gre factors in
bacteria. Nature Communications, 2021, 12, 906. 5.8 11

19168 TOXPANEL: A Gene-Set Analysis Tool to Assess Liver and Kidney Injuries. Frontiers in Pharmacology,
2021, 12, 601511. 1.6 5

19169 Prognostic Significance of the Hsp70 Gene Family in Colorectal Cancer. Medical Science Monitor, 2021,
27, e928352. 0.5 6

19172 miR-16-5p Promotes Erythroid Maturation of Erythroleukemia Cells by Regulating Ribosome Biogenesis.
Pharmaceuticals, 2021, 14, 137. 1.7 5

19174 SMARCA2 Is a Novel Interactor of NSD2 and Regulates Prometastatic <i>PTP4A3</i> through Chromatin
Remodeling in t(4;14) Multiple Myeloma. Cancer Research, 2021, 81, 2332-2344. 0.4 10

19176 Singleâ€•cell analysis of nonhuman primate preimplantation development in comparison to humans and
mice. Developmental Dynamics, 2021, 250, 974-985. 0.8 9

19177 Urine proteomics analysis of patients with neuronal ceroid lipofuscinoses. IScience, 2021, 24, 102020. 1.9 12

19178 MMP11 promotes the proliferation and progression of breast cancer through stabilizing Smad2
protein. Oncology Reports, 2021, 45, . 1.2 13

19179 Low Expression of the Polycomb Protein RING1 Predicts Poor Prognosis in Human Breast Cancer.
Frontiers in Oncology, 2020, 10, 618768. 1.3 2

19180 Identification of potential biomarkers for abdominal pain in IBS patients by bioinformatics approach.
BMC Gastroenterology, 2021, 21, 48. 0.8 7

19182 PATZ1 (MAZR) Co-occupies Genomic Sites With p53 and Inhibits Liver Cancer Cell Proliferation via
Regulating p27. Frontiers in Cell and Developmental Biology, 2021, 9, 586150. 1.8 2

19183 T cell immune regulator 1 is a prognostic marker associated with immune infiltration in glioblastoma
multiforme. Oncology Letters, 2021, 21, 252. 0.8 8

19184 Combination of Ginsenosides Rb2 and Rg3 Promotes Angiogenic Phenotype of Human Endothelial Cells
via PI3K/Akt and MAPK/ERK Pathways. Frontiers in Pharmacology, 2021, 12, 618773. 1.6 12

19185 Insulin-like 3 affects zebrafish spermatogenic cells directly and via Sertoli cells. Communications
Biology, 2021, 4, 204. 2.0 11

19187
High expression of vinculin predicts poor prognosis and distant metastasis and associates with
influencing tumor-associated NK cell infiltration and epithelial-mesenchymal transition in gastric
cancer. Aging, 2021, 13, 5197-5225.

1.4 18



1058

Citation Report

# Article IF Citations

19188 Investigation of ancestral alleles in the Bovinae subfamily. BMC Genomics, 2021, 22, 108. 1.2 4

19190 Characteristics of B lymphocyte infiltration in HPV<sup>+</sup> head and neck squamous cell
carcinoma. Cancer Science, 2021, 112, 1402-1416. 1.7 22

19194 CC Chemokine Receptors in Lung Adenocarcinoma: The Inflammation-Related Prognostic Biomarkers
and Immunotherapeutic Targets. Journal of Inflammation Research, 2021, Volume 14, 267-285. 1.6 22

19195 MYCT1 Inhibits the Adhesion and Migration of Laryngeal Cancer Cells Potentially Through Repressing
Collagen VI. Frontiers in Oncology, 2020, 10, 564733. 1.3 11

19196 Differential Effects of Trp53 Alterations in Murine Colorectal Cancer. Cancers, 2021, 13, 808. 1.7 5

19197 Oncogenic transcriptomic profile is sustained in the liver after the eradication of the hepatitis C
virus. Carcinogenesis, 2021, 42, 672-684. 1.3 6

19198 The novel roles of virus infection-associated gene CDKN1A in chemoresistance and immune
infiltration of glioblastoma. Aging, 2021, 13, 6662-6680. 1.4 11

19199 Metabolic Analysis of Vitreous/Lens and Retina in Wild Type and Retinal Degeneration Mice.
International Journal of Molecular Sciences, 2021, 22, 2345. 1.8 6

19200 Mechanism and reversal of drug-induced nephrotoxicity on a chip. Science Translational Medicine,
2021, 13, . 5.8 51

19201 Endothelial cells response to neutrophil-derived extracellular vesicles miRNAs in anti-PR3 positive
vasculitis. Clinical and Experimental Immunology, 2021, 204, 267-282. 1.1 10

19202 SUMOylation regulates the protein network and chromatin accessibility at glucocorticoid
receptor-binding sites. Nucleic Acids Research, 2021, 49, 1951-1971. 6.5 23

19203 Dynamic effects of genetic variation on gene expression revealed following hypoxic stress in
cardiomyocytes. ELife, 2021, 10, . 2.8 41

19205 Identification of key biomarkers and functional pathways in osteosarcomas with lung metastasis.
Medicine (United States), 2021, 100, e24471. 0.4 5

19206 A Fifth of the Protein World: Rossmann-like Proteins as an Evolutionarily Successful Structural unit.
Journal of Molecular Biology, 2021, 433, 166788. 2.0 26

19207 Adipose-derived mesenchymal stem cells differentiate into heterogeneous cancer-associated
fibroblasts in a stroma-rich xenograft model. Scientific Reports, 2021, 11, 4690. 1.6 31

19208 The cancer microbiome atlas: a pan-cancer comparative analysis to distinguish tissue-resident
microbiota from contaminants. Cell Host and Microbe, 2021, 29, 281-298.e5. 5.1 109

19209 Using Single-Cell RNA-Seq Data to Trace Tissue Cells Responsive to Thyroid Hormones. Frontiers in
Endocrinology, 2021, 12, 609308. 1.5 1

19210 Loss of Ciliary Gene Bbs8 Results in Physiological Defects in the Retinal Pigment Epithelium. Frontiers
in Cell and Developmental Biology, 2021, 9, 607121. 1.8 12



1059

Citation Report

# Article IF Citations

19211 Optimized expression of Hfq protein increases Escherichia coli growth. Journal of Biological
Engineering, 2021, 15, 7. 2.0 5

19212 DNA damage contributes to transcriptional and immunological dysregulation of testicular cells
during Chlamydia infection. American Journal of Reproductive Immunology, 2021, 86, e13400. 1.2 3

19213 A Î²-catenin-driven switch in TCF/LEF transcription factor binding to DNA target sites promotes
commitment of mammalian nephron progenitor cells. ELife, 2021, 10, . 2.8 32

19214 Distinct Transcriptomic Profiles in the Dorsal Hippocampus and Prelimbic Cortex Are Transiently
Regulated following Episodic Learning. Journal of Neuroscience, 2021, 41, 2601-2614. 1.7 13

19215 Identification of <i>MYCN</i>-Related Gene as a Potential Biomarker for Neuroblastoma Prognostic
Model by Integrated Analysis and Quantitative Real-Time PCR. DNA and Cell Biology, 2021, 40, 332-347. 0.9 3

19216
Transcriptomic Changes Associated with Loss of Cell Viability Induced by Oxysterol Treatment of a
Retinal Photoreceptor-Derived Cell Line: An In Vitro Model of Smithâ€“Lemliâ€“Opitz Syndrome.
International Journal of Molecular Sciences, 2021, 22, 2339.

1.8 2

19217 Metformin Reduces Histone H3K4me3 at the Promoter Regions of Positive Cell Cycle Regulatory Genes
in Lung Cancer Cells. Cancers, 2021, 13, 739. 1.7 14

19218 Development and Validation of a 5-Gene Autophagy-Based Prognostic Index in Endometrial Carcinoma.
Medical Science Monitor, 2021, 27, e928949. 0.5 2

19222 Integrating Genomic and Transcriptomic Data to Reveal Genetic Mechanisms Underlying Piao Chicken
Rumpless Trait. Genomics, Proteomics and Bioinformatics, 2021, 19, 787-799. 3.0 7

19223 Identification BCL6 and miR-30 family associating with Ibrutinib resistance in activated B-cell-like
diffuse large B-cell lymphoma. Medical Oncology, 2021, 38, 33. 1.2 8

19224 Pan-cancer investigation reveals mechanistic insights of planar cell polarity gene Fuz in
carcinogenesis. Aging, 2021, 13, 7259-7283. 1.4 10

19225 The Alphaviral Capsid Protein Inhibits IRAK1-Dependent TLR Signaling. Viruses, 2021, 13, 377. 1.5 5

19226 Automating parameter selection to avoid implausible biological pathway models. Npj Systems Biology
and Applications, 2021, 7, 12. 1.4 7

19227 High expression of MCM10 is predictive of poor outcomes in lung adenocarcinoma. PeerJ, 2021, 9,
e10560. 0.9 2

19228 Immature symbiotic system between horizontally transmitted green algae and brown hydra. Scientific
Reports, 2021, 11, 2921. 1.6 1

19229
Identification of methylation changes associated with positive and negative growth deviance in
Gambian infants using a targeted methyl sequencing approach of genomic DNA. FASEB BioAdvances,
2021, 3, 205-230.

1.3 3

19230 RNA Based Approaches to Profile Oncogenic Pathways From Low Quantity Samples to Drive Precision
Oncology Strategies. Frontiers in Genetics, 2020, 11, 598118. 1.1 18

19231
Potential Neuroprotective Mechanisms of Methamphetamine Treatment in Traumatic Brain Injury
Defined by Large-Scale IonStar-Based Quantitative Proteomics. International Journal of Molecular
Sciences, 2021, 22, 2246.

1.8 3



1060

Citation Report

# Article IF Citations

19232 Identification of pannexin 1-regulated genes, interactome, and pathways in rhabdomyosarcoma and its
tumor inhibitory interaction with AHNAK. Oncogene, 2021, 40, 1868-1883. 2.6 11

19234 Screening of Hub Gene Targets for Lung Cancer via Microarray Data. Combinatorial Chemistry and
High Throughput Screening, 2021, 24, 269-285. 0.6 8

19235
Screening of Significant Biomarkers Related to Prognosis of Cervical Cancer and Functional Study
Based on lncRNA-associated ceRNA Regulatory Network. Combinatorial Chemistry and High
Throughput Screening, 2021, 24, 472-482.

0.6 8

19236 Short-term exposure to intermittent hypoxia leads to changes in gene expression seen in chronic
pulmonary disease. ELife, 2021, 10, . 2.8 22

19237 Systemic pharmacological investigation of the Feng Shi Gu Tong capsule in the treatment of
rheumatoid arthritis. Naunyn-Schmiedeberg's Archives of Pharmacology, 2021, 394, 1285-1299. 1.4 0

19238 MazEF Toxin-Antitoxin System-Mediated DNA Damage Stress Response in Deinococcus radiodurans.
Frontiers in Genetics, 2021, 12, 632423. 1.1 12

19239 HAT cofactor TRRAP modulates microtubule dynamics via SP1 signaling to prevent neurodegeneration.
ELife, 2021, 10, . 2.8 9

19240 Identification of Primary and Metastatic Lung Cancer-Related lncRNAs and Potential Targeted Drugs
Based on ceRNA Network. Frontiers in Oncology, 2020, 10, 628930. 1.3 6

19241 Comprehensive Analysis of CDCAs Methylation and Immune Infiltrates in Hepatocellular Carcinoma.
Frontiers in Oncology, 2020, 10, 566183. 1.3 8

19242
An immune-related gene expression signature predicts brain metastasis in lung adenocarcinoma
patients after surgery: gene expression profile and immunohistochemical analyses. Translational Lung
Cancer Research, 2021, 10, 802-814.

1.3 8

19243 Yixin-Shu Capsules Ameliorated Ischemia-Induced Heart Failure by Restoring Trx2 and Inhibiting JNK/p38
Activation. Oxidative Medicine and Cellular Longevity, 2021, 2021, 1-15. 1.9 5

19244 Programmable human histone phosphorylation and gene activation using a CRISPR/Cas9-based
chromatin kinase. Nature Communications, 2021, 12, 896. 5.8 39

19245 20S proteasomes secreted by the malaria parasite promote its growth. Nature Communications, 2021,
12, 1172. 5.8 45

19246
In silico Analyses of Immune System Protein Interactome Network, Single-Cell RNA Sequencing of
Human Tissues, and Artificial Neural Networks Reveal Potential Therapeutic Targets for Drug
Repurposing Against COVID-19. Frontiers in Pharmacology, 2021, 12, 598925.

1.6 16

19247 A meta-analysis of transcriptomic profiles reveals molecular pathways response to cadmium stress of
Gramineae. Ecotoxicology and Environmental Safety, 2021, 209, 111816. 2.9 15

19248 Vasculature-driven stem cell population coordinates tissue scaling in dynamic organs. Science
Advances, 2021, 7, . 4.7 11

19249 Inâ€•depth proteome of perilymph in guinea pig model. Proteomics, 2021, 21, 2000138. 1.3 5

19250 Genomic signatures of UV resistance evolution in <i>Escherichia coli</i> depend on the growth phase
during exposure. Journal of Evolutionary Biology, 2021, 34, 953-967. 0.8 2



1061

Citation Report

# Article IF Citations

19251 Medication for Acromegaly Reduces Expression of MUC16, MACC1 and GRHL2 in Pituitary
Neuroendocrine Tumour Tissue. Frontiers in Oncology, 2020, 10, 593760. 1.3 4

19252 Identifying the potential regulators of neutrophils recruitment in hepatocellular carcinoma using
bioinformatics method. Translational Cancer Research, 2021, 10, 724-737. 0.4 2

19253 Investigating the role of <i>dachshund b</i> in the development of the pancreatic islet in zebrafish.
Journal of Diabetes Investigation, 2021, 12, 710-727. 1.1 2

19255 Genome-wide transcriptome study using deep RNA sequencing for myocardial infarction and coronary
artery calcification. BMC Medical Genomics, 2021, 14, 45. 0.7 5

19256 Effects of electrical biostimulation and silver ions on porcine fibroblast cells. PLoS ONE, 2021, 16,
e0246847. 1.1 4

19257 Interleukin-33 modulates immune responses in cutaneous melanoma in a context-specific way. Aging,
2021, 13, 6740-6751. 1.4 5

19258 Histone deacetylase inhibitor givinostat alleviates liver fibrosis by regulating hepatic stellate cell
activation. Molecular Medicine Reports, 2021, 23, . 1.1 8

19260 Plasma microRNA signature associated with retinopathy in patients with type 2 diabetes. Scientific
Reports, 2021, 11, 4136. 1.6 19

19261 Decreased HLF Expression Predicts Poor Survival in Lung Adenocarcinoma. Medical Science Monitor,
2021, 27, e929333. 0.5 9

19262 Protein tyrosine phosphatases (PTPs) in diabetes: causes and therapeutic opportunities. Archives of
Pharmacal Research, 2021, 44, 310-321. 2.7 13

19264 Single cell RNA-sequencing data generated from human pluripotent stem cell-derived lens epithelial
cells. Data in Brief, 2021, 34, 106657. 0.5 4

19266 Towards an improved pain assessment in castrated horses using facial expressions (HGS) and
circulating miRNAs. Veterinary Record, 2021, 188, e82. 0.2 5

19267 Fruitless decommissions regulatory elements to implement cell-type-specific neuronal
masculinization. PLoS Genetics, 2021, 17, e1009338. 1.5 18

19268 Genetic Diversity and Signatures of Selection for Thermal Stress in Cattle and Other Two Bos Species
Adapted to Divergent Climatic Conditions. Frontiers in Genetics, 2021, 12, 604823. 1.1 29

19271 In vivo proteomic mapping through GFP-directed proximity-dependent biotin labelling in zebrafish.
ELife, 2021, 10, . 2.8 39

19272 Global transcriptome profile of the developmental principles of in vitro iPSC-to-motor neuron
differentiation. BMC Molecular and Cell Biology, 2021, 22, 13. 1.0 17

19273 Gene Size Matters: An Analysis of Gene Length in the Human Genome. Frontiers in Genetics, 2021, 12,
559998. 1.1 67

19274
Construction and Validation of a Prognostic Gene-Based Model for Overall Survival Prediction in
Hepatocellular Carcinoma Using an Integrated Statistical and Bioinformatic Approach. International
Journal of Molecular Sciences, 2021, 22, 1632.

1.8 8



1062

Citation Report

# Article IF Citations

19275 Adaptive Gene Content and Allele Distribution Variations in the Wild and Domesticated Populations of
Saccharomyces cerevisiae. Frontiers in Microbiology, 2021, 12, 631250. 1.5 14

19276 GeneWalk identifies relevant gene functions for a biological context using network representation
learning. Genome Biology, 2021, 22, 55. 3.8 28

19277 Temporal modulation of the NF-ÎºB RelA network in response to different types of DNA damage.
Biochemical Journal, 2021, 478, 533-551. 1.7 10

19278 The Role of DNA Methylation Reprogramming During Sex Determination and Transition in Zebrafish.
Genomics, Proteomics and Bioinformatics, 2021, 19, 48-63. 3.0 17

19279 Preoperative immune landscape predisposes adverse outcomes in hepatocellular carcinoma patients
with liver transplantation. Npj Precision Oncology, 2021, 5, 27. 2.3 11

19280
The identification of neutrophils-mediated mechanisms and potential therapeutic targets for the
management of sepsis-induced acute immunosuppression using bioinformatics. Medicine (United) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 537 Td (States), 2021, 100, e24669.0.4 2

19281 Comparing of backfat microRNAomes of Landrace and Neijiang pig by high-throughput sequencing.
Genes and Genomics, 2021, 43, 543-551. 0.5 3

19282 Swine Inflammation and Necrosis Syndrome Is Associated with Plasma Metabolites and Liver
Transcriptome in Affected Piglets. Animals, 2021, 11, 772. 1.0 4

19283 Molecular Subtypes Based on the Stemness Index Predict Prognosis in Glioma Patients. Frontiers in
Genetics, 2021, 12, 616507. 1.1 7

19284 Prolonged Low-Dose Dioxin Exposure Impairs Metabolic Adaptability to High-Fat Diet Feeding in Female
but Not Male Mice. Endocrinology, 2021, 162, . 1.4 12

19285 Neoadjuvant chemoradiation alters biomarkers of anticancer immunotherapy responses in locally
advanced rectal cancer. , 2021, 9, e001610. 27

19286 Small Extracellular Vesicles Control Dendritic Spine Development through Regulation of HDAC2
Signaling. Journal of Neuroscience, 2021, 41, 3799-3807. 1.7 7

19288 Poor Clearance of Free Hemoglobin Due to Lower Active Haptoglobin Availability is Associated with
Osteoarthritis Inflammation. Journal of Inflammation Research, 2021, Volume 14, 949-964. 1.6 3

19289
Identification of Transcriptomic Differences between Lower Extremities Arterial Disease, Abdominal
Aortic Aneurysm and Chronic Venous Disease in Peripheral Blood Mononuclear Cells Specimens.
International Journal of Molecular Sciences, 2021, 22, 3200.

1.8 4

19290
Quantitative Proteomic Approach Reveals Altered Metabolic Pathways in Response to the Inhibition of
Lysine Deacetylases in A549 Cells under Normoxia and Hypoxia. International Journal of Molecular
Sciences, 2021, 22, 3378.

1.8 3

19291 TDP-43 proteinopathy alters the ribosome association of multiple mRNAs including the glypican
Dally-like protein (Dlp)/GPC6. Acta Neuropathologica Communications, 2021, 9, 52. 2.4 10

19294 Network based multifactorial modelling of miRNA-target interactions. PeerJ, 2021, 9, e11121. 0.9 2

19295 Comparative transcriptome analysis during developmental stages of direct somatic embryogenesis in
Tilia amurensis Rupr. Scientific Reports, 2021, 11, 6359. 1.6 9



1063

Citation Report

# Article IF Citations

19296 Transcriptome analysis reveals brown adipogenic reprogramming in chemical compound-induced
brown adipocytes converted from human dermal fibroblasts. Scientific Reports, 2021, 11, 5061. 1.6 4

19297
Transcriptomic analysis of feminizing somatic stem cells in the<i>Drosophila</i>testis reveals
putative downstream effectors of the transcription factor Chinmo. G3: Genes, Genomes, Genetics,
2021, 11, .

0.8 3

19298 Transcriptional networks identify synaptotagmin-like 3 as a regulator of cortical neuronal migration
during early neurodevelopment. Cell Reports, 2021, 34, 108802. 2.9 5

19299 Combined genomic and proteomic approaches reveal DNA binding sites and interaction partners of
TBX2 in the developing lung. Respiratory Research, 2021, 22, 85. 1.4 8

19301
Anti-Lung Cancer Targets of Radix Paeoniae Rubra and Biological Molecular Mechanism: Network
Pharmacological Analyses and Experimental Validation. OncoTargets and Therapy, 2021, Volume 14,
1925-1936.

1.0 3

19303 Gene expression-based biomarkers designating glioblastomas resistant to multiple treatment
strategies. Carcinogenesis, 2021, 42, 804-813. 1.3 21

19304 Insulin-stimulated endoproteolytic TUG cleavage links energy expenditure with glucose uptake. Nature
Metabolism, 2021, 3, 378-393. 5.1 13

19306 Differential expression analysis and profiling of hepatic miRNA and isomiRNA in dengue hemorrhagic
fever. Scientific Reports, 2021, 11, 5554. 1.6 12

19307 Molecular Physiological Characterization of a High Heat Resistant Spore Forming Bacillus subtilis
Food Isolate. Microorganisms, 2021, 9, 667. 1.6 13

19308 Metallothionein-3 promotes cisplatin chemoresistance remodelling in neuroblastoma. Scientific
Reports, 2021, 11, 5496. 1.6 13

19309 Identification of key immune-related genes and immune infiltration in atrial fibrillation with valvular
heart disease based on bioinformatics analysis. Journal of Thoracic Disease, 2021, 13, 1785-1798. 0.6 12

19310 Surfactant-assisted one-pot sample preparation for label-free single-cell proteomics. Communications
Biology, 2021, 4, 265. 2.0 46

19311 Genomic Approaches Reveal Pleiotropic Effects in Crossbred Beef Cattle. Frontiers in Genetics, 2021,
12, 627055. 1.1 7

19312 Alterations of mesenchymal stromal cells in cerebrospinal fluid: insights from transcriptomics and
an ALS clinical trial. Stem Cell Research and Therapy, 2021, 12, 187. 2.4 8

19313 Exploring the mechanism of <i>Radix Rhei Et Rhizome</i> intervention in intracerebral hemorrhage
based on systematic pharmacology and proteomics strategy. Bioscience Reports, 2021, 41, . 1.1 3

19314
Thyroid Hormone Receptor Is Essential for Larval Epithelial Apoptosis and Adult Epithelial Stem Cell
Development but Not Adult Intestinal Morphogenesis during Xenopus tropicalis Metamorphosis.
Cells, 2021, 10, 536.

1.8 19

19315 IKAROS is required for the measured response of NOTCH target genes upon external NOTCH signaling.
PLoS Genetics, 2021, 17, e1009478. 1.5 4

19316 A developmental lineage-based gene co-expression network for mouse pancreatic Î²-cells reveals a role
for <i>Zfp800</i> in pancreas development. Development (Cambridge), 2021, 148, . 1.2 12



1064

Citation Report

# Article IF Citations

19317 Mechanistic Drivers of MÃ¼llerian Duct Development and Differentiation Into the Oviduct. Frontiers
in Cell and Developmental Biology, 2021, 9, 605301. 1.8 27

19318 Single-Cell Transcriptomics and In Situ Morphological Analyses Reveal Microglia Heterogeneity
Across the Nigrostriatal Pathway. Frontiers in Immunology, 2021, 12, 639613. 2.2 30

19319 Network Pharmacology and Pharmacological Evaluation Reveals the Mechanism of the Sanguisorba
Officinalis in Suppressing Hepatocellular Carcinoma. Frontiers in Pharmacology, 2021, 12, 618522. 1.6 19

19320 Evidence for additive and synergistic action of mammalian enhancers during cell fate determination.
ELife, 2021, 10, . 2.8 64

19323 The Transcription Factor Shox2 Shapes Neuron Firing Properties and Suppresses Seizures by
Regulation of Key Ion Channels in Thalamocortical Neurons. Cerebral Cortex, 2021, 31, 3194-3212. 1.6 2

19324 Identification of four key prognostic genes and three potential drugs in human papillomavirus
negative head and neck squamous cell carcinoma. Cancer Cell International, 2021, 21, 167. 1.8 7

19325 Systematic insight into the active constituents and mechanism of Guiqi Baizhu for the treatment of
gastric cancer. Cancer Science, 2021, 112, 1772-1784. 1.7 17

19326 Heterogeneous Hunter-Gatherer and Steppe-Related Ancestries in Late Neolithic and Bell Beaker
Genomes from Present-Day France. Current Biology, 2021, 31, 1072-1083.e10. 1.8 20

19327 Tissue-specific proteome characterization of avocado seed during postharvest shelf life. Journal of
Proteomics, 2021, 235, 104112. 1.2 4

19328 VaximmutorDB: A Web-Based Vaccine Immune Factor Database and Its Application for Understanding
Vaccine-Induced Immune Mechanisms. Frontiers in Immunology, 2021, 12, 639491. 2.2 6

19329 Functional Network of the Long Non-coding RNA Growth Arrest-Specific Transcript 5 and Its
Interacting Proteins in Senescence. Frontiers in Genetics, 2021, 12, 615340. 1.1 5

19330 Integrative genomic expression analysis reveals stable differences between lung cancer and systemic
sclerosis. BMC Cancer, 2021, 21, 259. 1.1 0

19332
Implication of EZH2 in the Pro-Proliferative and Apoptosis-Resistant Phenotype of Pulmonary Artery
Smooth Muscle Cells in PAH: A Transcriptomic and Proteomic Approach. International Journal of
Molecular Sciences, 2021, 22, 2957.

1.8 9

19333 Differences in the Microbial Composition of Hemodialysis Patients Treated with and without
Î²-Blockers. Journal of Personalized Medicine, 2021, 11, 198. 1.1 3

19334
Identification of MEG8/miRâ€•378d/SOBP axis as a novel regulatory network and associated with immune
infiltrates in ovarian carcinoma by integrated bioinformatics analysis. Cancer Medicine, 2021, 10,
2924-2939.

1.3 9

19336 Gefitinib Results in Robust Host-Directed Immunity Against Salmonella Infection Through
Proteo-Metabolomic Reprogramming. Frontiers in Immunology, 2021, 12, 648710. 2.2 12

19338 Improved redox homeostasis owing to the up-regulation of one-carbon metabolism and related
pathways is crucial for yeast heterosis at high temperature. Genome Research, 2021, 31, 622-634. 2.4 6

19339 Disruption of Circadian Transcriptome in Lung by Acute Sleep Deprivation. Frontiers in Genetics, 2021,
12, 664334. 1.1 7



1065

Citation Report

# Article IF Citations

19340
Comprehensive In Silico Analysis of a Novel Serum Exosome-Derived Competitive Endogenous RNA
Network for Constructing a Prognostic Model for Glioblastoma. Frontiers in Oncology, 2021, 11,
553594.

1.3 11

19341 Plasma Chemical Reactions. Journal of the Institute of Electrical Engineers of Japan, 2021, 141, 155-158. 0.0 0

19342 M-CSF, IL-6, and TGF-Î² promote generation of a new subset of tissue repair macrophage for traumatic
brain injury recovery. Science Advances, 2021, 7, . 4.7 40

19343 Diet-Dependent Changes of the DNA Methylome Using a GÃ¶ttingen Minipig Model for Obesity. Frontiers
in Genetics, 2021, 12, 632859. 1.1 4

19344 Schwann cell plasticity regulates neuroblastic tumor cell differentiation via epidermal growth
factor-like protein 8. Nature Communications, 2021, 12, 1624. 5.8 47

19345 Poplar acetylome profiling reveals lysine acetylation dynamics in seasonal bud dormancy release.
Plant, Cell and Environment, 2021, 44, 1830-1845. 2.8 12

19346 Transcription initiation mapping in 31 bovine tissues reveals complex promoter activity, pervasive
transcription, and tissue-specific promoter usage. Genome Research, 2021, 31, 732-744. 2.4 11

19347 Brassinosteroidâ€•BZR1/2â€•WAT1 module determines the high level of auxin signalling in vascular cambium
during wood formation. New Phytologist, 2021, 230, 1503-1516. 3.5 23

19348 Elevated glucose represses lysosomal and mTOR-related genes in renal epithelial cells composed of
progenitor CD133+ cells. PLoS ONE, 2021, 16, e0248241. 1.1 5

19349 Changes in protein expression due to metformin treatment and hyperinsulinemia in a human
endometrial cancer cell line. PLoS ONE, 2021, 16, e0248103. 1.1 9

19350 Transcriptomic Profiling Identifies DCBLD2 as a Diagnostic and Prognostic Biomarker in Pancreatic
Ductal Adenocarcinoma. Frontiers in Molecular Biosciences, 2021, 8, 659168. 1.6 9

19351 Global profiling of distinct cysteine redox forms reveals wide-ranging redox regulation in C. elegans.
Nature Communications, 2021, 12, 1415. 5.8 62

19353 Repurposing novel therapeutic candidate drugs for coronavirus disease-19 based on protein-protein
interaction network analysis. BMC Biotechnology, 2021, 21, 22. 1.7 29

19354 Multiple sclerosis risk gene Mertk is required for microglial activation and subsequent
remyelination. Cell Reports, 2021, 34, 108835. 2.9 61

19355 Metabolic remodeling of dystrophic skeletal muscle reveals biological roles for dystrophin and
utrophin in adaptation and plasticity. Molecular Metabolism, 2021, 45, 101157. 3.0 22

19356 Single-cell RNA-seq dissects the intratumoral heterogeneity of triple-negative breast cancer based on
gene regulatory networks. Molecular Therapy - Nucleic Acids, 2021, 23, 682-690. 2.3 45

19357 Relationships between metabolic profiles and gene expression in liver and leukocytes of dairy cows in
early lactation. Journal of Dairy Science, 2021, 104, 3596-3616. 1.4 19

19358 Genetic Variability in Molecular Pathways Implicated in Alzheimer's Disease: A Comprehensive Review.
Frontiers in Aging Neuroscience, 2021, 13, 646901. 1.7 16



1066

Citation Report

# Article IF Citations

19359
Prioritization of Osteoporosisâ€•Associated Genomeâ€•wide Association Study (<scp>GWAS)</scp>
Singleâ€•Nucleotide Polymorphisms (<scp>SNPs)</scp> Using Epigenomics and Transcriptomics. JBMR
Plus, 2021, 5, e10481.

1.3 14

19360 Gene Set Knowledge Discovery with Enrichr. Current Protocols, 2021, 1, e90. 1.3 1,464

19361 Induction of interferon signaling and allograft inflammatory factor 1 in macrophages in a mouse
model of breast cancer metastases. Wellcome Open Research, 2021, 6, 52. 0.9 5

19362 Proteomics Profiling of Neuron-Derived Small Extracellular Vesicles from Human Plasma: Enabling
Single-Subject Analysis. International Journal of Molecular Sciences, 2021, 22, 2951. 1.8 23

19363 Antibiotic intervention redisposes bacterial interspecific interacting dynamics in competitive
environments. Environmental Microbiology, 2021, , . 1.8 4

19364 Human Inflammatory Neutrophils Express Genes Encoding Peptidase Inhibitors: Production of Elafin
Mediated by NF-ÎºB and CCAAT/Enhancer-Binding Protein Î². Journal of Immunology, 2021, 206, 1943-1956. 0.4 4

19365 Muscle Enriched Lamin Interacting Protein (Mlip) Binds Chromatin and Is Required for Myoblast
Differentiation. Cells, 2021, 10, 615. 1.8 8

19366 A proteomics approach for the identification of cullin-9 (CUL9) related signaling pathways in induced
pluripotent stem cell models. PLoS ONE, 2021, 16, e0248000. 1.1 3

19368 Epigenomic tensor predicts disease subtypes and reveals constrained tumor evolution. Cell Reports,
2021, 34, 108927. 2.9 12

19369 The Role of PBK as a Potential Prognostic and Diagnostic Biomarker in Ovarian Cancer. Cancer
Biotherapy and Radiopharmaceuticals, 2021, , . 0.7 0

19370 A landscape for drug-target interactions based on network analysis. PLoS ONE, 2021, 16, e0247018. 1.1 9

19371 Genome-Wide Association Identifies Risk Pathways for SAPHO Syndrome. Frontiers in Cell and
Developmental Biology, 2021, 9, 643644. 1.8 5

19372 Identification of molecular biomarkers and pathways of NSCLC: insights from a systems biomedicine
perspective. Journal of Genetic Engineering and Biotechnology, 2021, 19, 43. 1.5 8

19373 Identification ACTA2 and KDR as key proteins for prognosis of PDâ€•1/PDâ€•L1 blockade therapy in melanoma.
Animal Models and Experimental Medicine, 2021, 4, 138-150. 1.3 4

19374 Ontogenic shifts in cellular fate are linked to proteotype changes in lineage-biased hematopoietic
progenitor cells. Cell Reports, 2021, 34, 108894. 2.9 9

19375 The oncogene AAMDC links PI3K-AKT-mTOR signaling with metabolic reprograming in estrogen
receptor-positive breast cancer. Nature Communications, 2021, 12, 1920. 5.8 19

19376 The Counteracting Effects of Demography on Functional Genomic Variation: The Roma Paradigm.
Molecular Biology and Evolution, 2021, 38, 2804-2817. 3.5 14

19377 Modulations of obesity-related microRNAs after exercise intervention: a systematic review and
bioinformatics analysis. Molecular Biology Reports, 2021, 48, 2817-2831. 1.0 8



1067

Citation Report

# Article IF Citations

19378 Whole genomeÂ mapping and identification of single nucleotide polymorphismsÂ ofÂ four
BangladeshiÂ individualsÂ and their functional significance. BMC Research Notes, 2021, 14, 105. 0.6 1

19379 Nonâ€•coding <scp>RNA</scp> Identification in Osteonecrosis of the Femoral Head Using Competitive
Endogenous <scp>RNA</scp> Network Analysis. Orthopaedic Surgery, 2021, 13, 1067-1076. 0.7 8

19380 A systems biology approach for identifying key genes and pathways of gastric cancer using microarray
data. Gene Reports, 2021, 22, 101011. 0.4 1

19381 Short communication: Genome wide association study for gastrointestinal nematodes resistance in
Bos taurus x Bos indicus crossbred cattle. Livestock Science, 2021, 245, 104403. 0.6 0

19382
Characterization of Long Non-Coding RNA Profiles in Porcine Granulosa Cells of Healthy and Atretic
Antral Follicles: Implications for a Potential Role in Apoptosis. International Journal of Molecular
Sciences, 2021, 22, 2677.

1.8 9

19383 Identification of Prognostic and Therapeutic Biomarkers among FAM83 Family Members for Pancreatic
Ductal Adenocarcinoma. Disease Markers, 2021, 2021, 1-21. 0.6 6

19384
The Phenoxyphenol Compound diTFPP Mediates Exogenous C2-Ceramide Metabolism, Inducing Cell
Apoptosis Accompanied by ROS Formation and Autophagy in Hepatocellular Carcinoma Cells.
Antioxidants, 2021, 10, 394.

2.2 8

19385 Expression and prognostic value of transcription-associated cyclin-dependent kinases in human breast
cancer. Aging, 2021, 13, 8095-8114. 1.4 2

19386 Conversion of the death inhibitor ARC to a killer activates pancreatic Î² cell death in diabetes.
Developmental Cell, 2021, 56, 747-760.e6. 3.1 8

19387 Integrated characterization of SARS-CoV-2 genome, microbiome, antibiotic resistance and host
response from single throat swabs. Cell Discovery, 2021, 7, 19. 3.1 11

19388 Construction of competitive endogenous RNA network reveals regulatory role of long non-coding
RNAs in intracranial aneurysm. BMC Neuroscience, 2021, 22, 15. 0.8 8

19389 The transcriptome characteristics of vestibular organs from delayed endolymphatic hydrops patients
(Meniereâ€™s disease). Clinical Otolaryngology, 2021, 46, 823-833. 0.6 3

19390 Non-invasive Intrauterine Administration of Botulinum Toxin A Enhances Endometrial Angiogenesis
and Improves the Rates of Embryo Implantation. Reproductive Sciences, 2021, 28, 1671-1687. 1.1 4

19391 Overexpression of the wheat NAC transcription factor TaSNAC4-3A gene confers drought tolerance in
transgenic Arabidopsis. Plant Physiology and Biochemistry, 2021, 160, 37-50. 2.8 26

19392 Genetics-Based Approach to Identify Novel Genes Regulated by the Aryl Hydrocarbon Receptor inÂ Mouse
Liver. Toxicological Sciences, 2021, 181, 285-294. 1.4 3

19393 Quantitative proteomics identifies FOLR1 to drive sorafenib resistance via activating autophagy in
hepatocellular carcinoma cells. Carcinogenesis, 2021, 42, 753-761. 1.3 7

19394
Influence of Proteome Profiles and Intracellular Drug Exposure on Differences in CYP Activity in
Donor-Matched Human Liver Microsomes and Hepatocytes. Molecular Pharmaceutics, 2021, 18,
1792-1805.

2.3 9

19395 Identification of a Six Gene Prognosis Signature for Papillary Thyroid Cancer Using Multi-Omics
Methods and Bioinformatics Analysis. Frontiers in Oncology, 2021, 11, 624421. 1.3 12



1068

Citation Report

# Article IF Citations

19396 Nanopore Sequencing Reveals Global Transcriptome Signatures of Mitochondrial and Ribosomal Gene
Expressions in Various Human Cancer Stem-like Cell Populations. Cancers, 2021, 13, 1136. 1.7 14

19397 Long-term dynamic compression enhancement TGF-Î²3-induced chondrogenesis in bovine stem cells: a
gene expression analysis. BMC Genomic Data, 2021, 22, 13. 0.7 7

19398 The Bromodomain Containing 8 (BRD8) transcriptional network in human lung epithelial cells.
Molecular and Cellular Endocrinology, 2021, 524, 111169. 1.6 8

19399 Exploring the Role of Epicardial Adipose Tissue in Coronary Artery Disease From the Difference of
Gene Expression. Frontiers in Physiology, 2021, 12, 605811. 1.3 3

19400
PNOC Expressed by B Cells in Cholangiocarcinoma Was Survival Related and LAIR2 Could Be a T Cell
Exhaustion Biomarker in Tumor Microenvironment: Characterization of Immune Microenvironment
Combining Single-Cell and Bulk Sequencing Technology. Frontiers in Immunology, 2021, 12, 647209.

2.2 25

19402 Developing a gene panel for pharmacoresistant epilepsy: a review of epilepsy pharmacogenetics.
Pharmacogenomics, 2021, 22, 225-234. 0.6 12

19403 A Plant Based Modified Biostimulant (Copper Chlorophyllin), Mediates Defense Response in Arabidopsis
thaliana under Salinity Stress. Plants, 2021, 10, 625. 1.6 11

19404 Bioinformatics analysis and quantitative weight of evidence assessment to map the potential mode of
actions of bisphenol A. Environmental Pollution, 2021, 273, 116469. 3.7 14

19405 Huntingtonâ€™s disease-specific mis-splicing unveils key effector genes and altered splicing factors.
Brain, 2021, 144, 2009-2023. 3.7 32

19406 Systematic characterization of mutations altering protein degradation in human cancers. Molecular
Cell, 2021, 81, 1292-1308.e11. 4.5 36

19407 Corticosterone inhibits GAS6 to govern hair follicle stem-cell quiescence. Nature, 2021, 592, 428-432. 13.7 73

19408 Demographic History, Adaptation, and NRAP Convergent Evolution at Amino Acid Residue 100 in the
World Northernmost Cattle from Siberia. Molecular Biology and Evolution, 2021, 38, 3093-3110. 3.5 27

19409 Triple-negative breast cancer cells respond to T cells severely at the alternative splicing layer.
Electronic Journal of Biotechnology, 2021, 50, 59-67. 1.2 2

19410 NASH limits anti-tumour surveillance in immunotherapy-treated HCC. Nature, 2021, 592, 450-456. 13.7 649

19411 Probing into the Effects of Grapevine Leafroll-Associated Viruses on the Physiology, Fruit Quality and
Gene Expression of Grapes. Viruses, 2021, 13, 593. 1.5 28

19412 Transient ACE (Angiotensin-Converting Enzyme) Inhibition Suppresses Future Fibrogenic Capacity and
Heterogeneity of Cardiac Fibroblast Subpopulations. Hypertension, 2021, 77, 904-918. 1.3 13

19413 Meta-Analysis of Peripheral Blood Transcriptome Datasets Reveals a Biomarker Panel for Tuberculosis
in Patients Infected With HIV. Frontiers in Cellular and Infection Microbiology, 2021, 11, 585919. 1.8 5

19414
Research and Clinical Significance of the Differentially Expressed Genes TP63 and LMO4 in Human
Immunodeficiency Virus-Related Penile Squamous Cell Carcinoma. American Journal of Men's Health,
2021, 15, 155798832110113.

0.7 0



1069

Citation Report

# Article IF Citations

19417
Transcriptomic analysis reveals the molecular mechanisms of rumen wall morphological and
functional development induced by different solid diet introduction in a lamb model. Journal of
Animal Science and Biotechnology, 2021, 12, 33.

2.1 19

19418 Integrative Analysis of the Expression of SIGLEC Family Members in Lung Adenocarcinoma via Data
Mining. Frontiers in Oncology, 2021, 11, 608113. 1.3 7

19419 MicroRNAs mediate precise control of spinal interneuron populations to exert delicate
sensory-to-motor outputs. ELife, 2021, 10, . 2.8 6

19421 NKG2D and its ligands as cytotoxic factors in cutaneous lupus erythematosus. Experimental
Dermatology, 2021, 30, 847-852. 1.4 6

19422 Temporal gene regulation by p53 is associated with the rotational setting of its binding sites in
nucleosomes. Cell Cycle, 2021, 20, 792-807. 1.3 2

19424 The Transcriptome in Transition: Global Gene Expression Profiles of Young Adult Fruit Flies Depend
More Strongly on Developmental Than Adult Diet. Frontiers in Ecology and Evolution, 2021, 9, . 1.1 1

19426 Integration of multi-omics approaches for functional characterization of muscle related selective
sweep genes in Nanchukmacdon. Scientific Reports, 2021, 11, 7219. 1.6 8

19427 Increased Abundance of Nuclear HDAC4 Impairs Neuronal Development and Long-Term Memory.
Frontiers in Molecular Neuroscience, 2021, 14, 616642. 1.4 10

19428 Transcriptome Profiling of the Retained Fetal Membranesâ€”An Insight in the Possible Pathogenesis of
the Disease. Animals, 2021, 11, 675. 1.0 1

19429 REG4 is a Potential Biomarker for Radiochemotherapy Sensitivity in Colorectal Cancer. OncoTargets
and Therapy, 2021, Volume 14, 1605-1611. 1.0 6

19430 Transcriptomics of Long-Term Meditation Practice: Evidence for Prevention or Reversal of Stress
Effects Harmful to Health. Medicina (Lithuania), 2021, 57, 218. 0.8 7

19431 MegaGO: A Fast Yet Powerful Approach to Assess Functional Gene Ontology Similarity across
Meta-Omics Data Sets. Journal of Proteome Research, 2021, 20, 2083-2088. 1.8 8

19432 microRNA Sequencing of CD34+ Sorted Adipose Stem Cells Undergoing Endotheliogenesis. Stem Cells
and Development, 2021, 30, 265-288. 1.1 4

19433 Sensory neurons expressing calcitonin gene-related peptide Î± regulate adaptive thermogenesis and
diet-induced obesity. Molecular Metabolism, 2021, 45, 101161. 3.0 20

19434 Neonatal overfeeding during lactation rapidly and permanently misaligns the hepatic circadian
rhythm and programmes adult NAFLD. Molecular Metabolism, 2021, 45, 101162. 3.0 12

19435 Genome-wide association study for beef fatty acid profile using haplotypes in Nellore cattle. Livestock
Science, 2021, 245, 104396. 0.6 10

19436 TLR2-mediated activation of innate responses in the upper airways confers antiviral protection of the
lungs. JCI Insight, 2021, 6, . 2.3 15

19437 Recurrent novel HMGA2-NCOR2 fusions characterize a subset of keratin-positive giant cell-rich soft
tissue tumors. Modern Pathology, 2021, 34, 1507-1520. 2.9 22



1070

Citation Report

# Article IF Citations

19438 HDAC6 inhibition restores TDPâ€•43 pathology and axonal transport defects in human motor neurons
with <i>TARDBP</i> mutations. EMBO Journal, 2021, 40, e106177. 3.5 51

19439 Secreted midbody remnants are a class of extracellular vesicles molecularly distinct from exosomes
and microparticles. Communications Biology, 2021, 4, 400. 2.0 41

19440 OmicsVolcano: Software for intuitive visualization and interactive exploration of high-throughput
biological data. STAR Protocols, 2021, 2, 100279. 0.5 7

19441 Identification and validation of three core genes in p53 signaling pathway in hepatitis B virus-related
hepatocellular carcinoma. World Journal of Surgical Oncology, 2021, 19, 66. 0.8 11

19442 Dysfunction of the proteoglycan Tsukushi causes hydrocephalus through altered neurogenesis in the
subventricular zone in mice. Science Translational Medicine, 2021, 13, . 5.8 14

19443 Proteomic analysis of urinary and tissueâ€•exudative extracellular vesicles to discover novel bladder
cancer biomarkers. Cancer Science, 2021, 112, 2033-2045. 1.7 35

19444 The Impact of Spaceflight and Microgravity on the Human Islet-1+ Cardiovascular Progenitor Cell
Transcriptome. International Journal of Molecular Sciences, 2021, 22, 3577. 1.8 11

19445 Î³Î´ T cells regulate the intestinal response to nutrient sensing. Science, 2021, 371, . 6.0 78

19446 1,25-dihydroxyvitamin D3 induces stable and reproducible therapeutic tolerogenic dendritic cells with
specific epigenetic modifications. Cytotherapy, 2021, 23, 242-255. 0.3 12

19447 Bioinformatics Analysis of Candidate Genes and Pathways Related to Hepatocellular Carcinoma in
China: A Study Based on Public Databases. Pathology and Oncology Research, 2021, 27, 588532. 0.9 17

19448 Identification of a Novel Epithelialâ€“Mesenchymal Transition Gene Signature Predicting Survival in
Patients With HNSCC. Pathology and Oncology Research, 2021, 27, 585192. 0.9 6

19449 Genome-wide RNAi screen for regulators of UPRmt in <i>Caenorhabditis elegans</i> mutants with
defects in mitochondrial fusion. G3: Genes, Genomes, Genetics, 2021, 11, . 0.8 5

19450
Catastrophic ATP loss underlies a metabolic combination therapy tailored for <i>MYCN</i> -amplified
neuroblastoma. Proceedings of the National Academy of Sciences of the United States of America,
2021, 118, .

3.3 10

19451 A comprehensive review on oncogenic miRNAs in breast cancer. Journal of Genetics, 2021, 100, 1. 0.4 21

19452 Combined Genome, Transcriptome and Metabolome Analysis in the Diagnosis of Childhood Cerebellar
Ataxia. International Journal of Molecular Sciences, 2021, 22, 2990. 1.8 3

19454 SVEP1 is a human coronary artery disease locus that promotes atherosclerosis. Science Translational
Medicine, 2021, 13, . 5.8 28

19455 Hypoxia Inducible Factor 1A Supports a Pro-Fibrotic Phenotype Loop in Idiopathic Pulmonary Fibrosis.
International Journal of Molecular Sciences, 2021, 22, 3331. 1.8 23

19456 Integrative network analyses of transcriptomics data reveal potential drug targets for acute
radiation syndrome. Scientific Reports, 2021, 11, 5585. 1.6 4



1071

Citation Report

# Article IF Citations

19457 Downregulation of <i>TOP2</i> modulates neurodegeneration caused by GGGGCC expanded repeats.
Human Molecular Genetics, 2021, 30, 893-901. 1.4 4

19458 Overexpression of CCNE1 confers a poorer prognosis in triple-negative breast cancer identified by
bioinformatic analysis. World Journal of Surgical Oncology, 2021, 19, 86. 0.8 13

19459 Insights into adaption and growth evolution: a comparative genomics study on two distinct cattle
breeds from Northern and Southern China. Molecular Therapy - Nucleic Acids, 2021, 23, 959-967. 2.3 9

19460 A switch in mechanism of action prevents doxorubicin-mediated cardiac damage. Biochemical
Pharmacology, 2021, 185, 114410. 2.0 2

19461
RNA-seq reveals correlations between cytoskeleton-related genes and the osteogenic activity of
mesenchymal stem cells on strontium loaded titania nanotube arrays. Materials Science and
Engineering C, 2021, 122, 111939.

3.8 2

19462
Interception Targets of <i>Angelica Gigas</i> Nakai Root Extract versus Pyranocoumarins in Prostate
Early Lesions and Neuroendocrine Carcinomas in TRAMP Mice. Cancer Prevention Research, 2021, 14,
635-648.

0.7 1

19463 In silico analysis of non-coding RNAs and putative target genes implicated in metabolic syndrome.
Computers in Biology and Medicine, 2021, 130, 104229. 3.9 14

19465 EGF Induces Migration Independent of EMT or Invasion in A549 Lung Adenocarcinoma Cells. Frontiers
in Cell and Developmental Biology, 2021, 9, 634371. 1.8 13

19466 EphA2 super-enhancer promotes tumor progression by recruiting FOSL2 and TCF7L2 to activate the
target gene EphA2. Cell Death and Disease, 2021, 12, 264. 2.7 18

19468 Functional characterization of Copy Number Variations regions in DjallonkÃ© sheep. Journal of Animal
Breeding and Genetics, 2021, 138, 600-612. 0.8 10

19469 Identification of fibroblast activation-related genes in two acute kidney injury models. PeerJ, 2021, 9,
e10926. 0.9 5

19470 A meta-analysis of comorbidities in COVID-19: Which diseases increase the susceptibility of SARS-CoV-2
infection?. Computers in Biology and Medicine, 2021, 130, 104219. 3.9 48

19471
Aberrant gene expression induced by a high fat diet is linked to H3K9 acetylation in the
promoter-proximal region. Biochimica Et Biophysica Acta - Gene Regulatory Mechanisms, 2021, 1864,
194691.

0.9 5

19472 Identification of Biomarkers Related to Atrial Fibrillation With Mitral Regurgitation. American
Journal of the Medical Sciences, 2021, 361, 319-326. 0.4 4

19473 Functional annotations of three domestic animal genomes provide vital resources for comparative
and agricultural research. Nature Communications, 2021, 12, 1821. 5.8 105

19474 CAGE-Seq Reveals that HIV-1 Latent Infection Does Not Trigger Unique Cellular Responses in a Jurkat T
Cell Model. Journal of Virology, 2021, 95, . 1.5 1

19475 Neuronal enhancers are hotspots for DNA single-strand break repair. Nature, 2021, 593, 440-444. 13.7 126

19476 Astrocytic ApoE reprograms neuronal cholesterol metabolism and histone-acetylation-mediated
memory. Neuron, 2021, 109, 957-970.e8. 3.8 76



1072

Citation Report

# Article IF Citations

19477 Screening of Hub Genes Associated with Pulmonary Arterial Hypertension by Integrated Bioinformatic
Analysis. BioMed Research International, 2021, 2021, 1-16. 0.9 9

19479 Cancerâ€•associated fibroblast migration in nonâ€•small cell lung cancers is modulated by increased
integrin Î±11 expression. Molecular Oncology, 2021, 15, 1507-1527. 2.1 24

19480 Non-Genomic AhR-Signaling Modulates the Immune Response in Endotoxin-Activated Macrophages
After Activation by the Environmental Stressor BaP. Frontiers in Immunology, 2021, 12, 620270. 2.2 20

19481 Morphological and Genetic Recovery of Coral Polyps After Bail-Out. Frontiers in Marine Science, 2021,
8, . 1.2 6

19482 Influenza Causes MLKL-Driven Cardiac Proteome Remodeling During Convalescence. Circulation
Research, 2021, 128, 570-584. 2.0 9

19483 CXC Chemokines as Therapeutic Targets and Prognostic Biomarkers in Skin Cutaneous Melanoma
Microenvironment. Frontiers in Oncology, 2021, 11, 619003. 1.3 15

19484 Integrated Proteomics and Bioinformatics to Identify Potential Prognostic Biomarkers in
Hepatocellular Carcinoma. Cancer Management and Research, 2021, Volume 13, 2307-2317. 0.9 12

19485 Clinical and genomic assessment of PD-L1 SP142 expression in triple-negative breast cancer. Breast
Cancer Research and Treatment, 2021, 188, 165-178. 1.1 13

19486 MiRNA expression profiling and emergence of new prognostic signature for oral squamous cell
carcinoma. Scientific Reports, 2021, 11, 7298. 1.6 23

19487
Nuclear factorÂ IB is downregulated in vulvar squamous cell carcinoma (VSCC): Unravelling
differentially expressed genes in VSCC through gene expression dataset analysis. Oncology Letters,
2021, 21, 381.

0.8 2

19488 Genome-wide scan for runs of homozygosity identifies candidate genes in Wannan Black pigs. Animal
Bioscience, 2021, 34, 1895-1902. 0.8 8

19489 Identification of Hub Genes and Key Pathways Associated with Anti-VEGF Resistant Glioblastoma Using
Gene Expression Data Analysis. Biomolecules, 2021, 11, 403. 1.8 12

19491 Identification of Genetic Modifiers of TDP-43: Inflammatory Activation of Astrocytes for
Neuroinflammation. Cells, 2021, 10, 676. 1.8 9

19492 Repetitive in vivo manual loading of the spine elicits cellular responses in porcine annuli fibrosi. PLoS
ONE, 2021, 16, e0248104. 1.1 1

19494 Characterization of Extracellular Vesicles from Preconditioned Human Adipose-Derived Stromal/Stem
Cells. International Journal of Molecular Sciences, 2021, 22, 2873. 1.8 12

19495 Comprehensive analysis of autophagy-related genes and patterns of immune cell infiltration in
valvular atrial fibrillation. BMC Cardiovascular Disorders, 2021, 21, 132. 0.7 10

19496 Deleterious fibronectin type III-related gene variants may induce a spinal extradural arachnoid cyst: an
exome sequencing study of identical twin cases. Child's Nervous System, 2021, 37, 2329-2334. 0.6 1

19497 A potentially effective drug for patients with recurrent glioma: sermorelin. Annals of Translational
Medicine, 2021, 9, 406-406. 0.7 1



1073

Citation Report

# Article IF Citations

19498
Study on the Mechanism of Jiawei Shengjiang Powder in Improving Male Asthma-Induced
Asthenospermia Based on Network Pharmacology and Bioinformatics. Drug Design, Development and
Therapy, 2021, Volume 15, 1245-1259.

2.0 5

19500
Calorie Restriction and SIRT1 Overexpression Induce Different Gene Expression Profiles in White
Adipose Tissue in Association with Metabolic Improvement. Molecular Nutrition and Food Research,
2021, 65, e2000672.

1.5 6

19501 Reproducing diabetic retinopathy features using newly developed human inducedâ€•pluripotent stem
cellâ€•derived retinal MÃ¼ller glial cells. Glia, 2021, 69, 1679-1693. 2.5 11

19502 The impact of cesarean delivery on infant DNA methylation. BMC Pregnancy and Childbirth, 2021, 21,
265. 0.9 4

19503
IL-12p40/IL-23p40 Blockade With Ustekinumab Decreases the Synovial Inflammatory Infiltrate Through
Modulation of Multiple Signaling Pathways Including MAPK-ERK and Wnt. Frontiers in Immunology,
2021, 12, 611656.

2.2 19

19504 Comprehensive Analysis of the Prognosis and Correlations With Immune Infiltration of S100 Protein
Family Members in Hepatocellular Carcinoma. Frontiers in Genetics, 2021, 12, 648156. 1.1 15

19505 Deficiency of intellectual disability-related gene <i>Brpf1</i> reduced inhibitory neurotransmission in
MGE-derived GABAergic interneurons. G3: Genes, Genomes, Genetics, 2021, 11, . 0.8 3

19506 Direct RNAâ€“RNA interaction between Neat1 and RNA targets, as a mechanism for RNAs paraspeckle
retention. RNA Biology, 2021, 18, 2016-2027. 1.5 8

19507 Quantitative Proteomics Analysis of Berberine-Treated Colon Cancer Cells Reveals Potential Therapy
Targets. Biology, 2021, 10, 250. 1.3 11

19508 Similarities between bovine and human germline development revealed by single-cell RNA sequencing.
Reproduction, 2021, 161, 239-253. 1.1 12

19509 Mapping of the contraction-induced phosphoproteome identifies TRIM28 as a significant regulator of
skeletal muscle size and function. Cell Reports, 2021, 34, 108796. 2.9 36

19510
Identification of a DNA Repair Gene Signature and Establishment of a Prognostic Nomogram Predicting
Biochemical-Recurrence-Free Survival of Prostate Cancer. Frontiers in Molecular Biosciences, 2021, 8,
608369.

1.6 8

19511 USP42 protects ZNRF3/RNF43 from Râ€•spondinâ€•dependent clearance and inhibits Wnt signalling. EMBO
Reports, 2021, 22, e51415. 2.0 28

19513 Molecular characterization of long-term survivors of hepatocellular carcinoma. Aging, 2021, 13,
7517-7537. 1.4 5

19514 Loss of ten-eleven translocation 2 induces cardiac hypertrophy and fibrosis through modulating ERK
signaling pathway. Human Molecular Genetics, 2021, 30, 865-879. 1.4 12

19515 Proteome dynamics at broken replication forks reveal a distinct ATM-directed repair response
suppressing DNA double-strand break ubiquitination. Molecular Cell, 2021, 81, 1084-1099.e6. 4.5 57

19516 Visibility graph based temporal community detection with applications in biological time series.
Scientific Reports, 2021, 11, 5623. 1.6 14

19517 Oncogenic role of abnormal spindleâ€‘like microcephalyâ€‘associated protein in lung adenocarcinoma.
International Journal of Oncology, 2021, 58, . 1.4 8



1074

Citation Report

# Article IF Citations

19518 HOXBLINC long non-coding RNA activation promotes leukemogenesis in NPM1-mutant acute myeloid
leukemia. Nature Communications, 2021, 12, 1956. 5.8 28

19519 Differential MicroRNA Expression Involved in Endometrial Receptivity of Goats. Biomolecules, 2021, 11,
472. 1.8 11

19520 Protein Binding Partners of Dysregulated miRNAs in Parkinsonâ€™s Disease Serum. Cells, 2021, 10, 791. 1.8 11

19523 Identification and Validation of SNP-Containing Genes With Prognostic Value in Gastric Cancer via
Integrated Bioinformatics Analysis. Frontiers in Oncology, 2021, 11, 564296. 1.3 10

19524 Hypoxia-Driven HIF-1Î± Activation Reprograms Pre-Activated NK Cells towards Highly Potent Effector
Phenotypes via ERK/STAT3 Pathways. Cancers, 2021, 13, 1904. 1.7 20

19525 A data-driven approach for the discovery of biomarkers associated with thyroid eye disease. BMC
Ophthalmology, 2021, 21, 166. 0.6 1

19526 Identification of the Key Regulators of Spina Bifida Through Graph-Theoretical Approach. Frontiers in
Genetics, 2021, 12, 597983. 1.1 3

19527 The transcriptional landscape of a hepatoma cell line grown on scaffolds of extracellular matrix
proteins. BMC Genomics, 2021, 22, 238. 1.2 0

19528 Comparative analysis of histone H3K4me3 modifications between blastocysts and somatic tissues in
cattle. Scientific Reports, 2021, 11, 8253. 1.6 9

19529 Identification of ZBTB18 as a novel colorectal tumor suppressor gene through genome-wide promoter
hypermethylation analysis. Clinical Epigenetics, 2021, 13, 88. 1.8 5

19530 The expression and prognostic value of the epidermal growth factor receptor family in glioma. BMC
Cancer, 2021, 21, 451. 1.1 5

19531 Multi-omic analyses in Abyssinian cats with primary renal amyloid deposits. Scientific Reports, 2021, 11,
8339. 1.6 6

19532 Effect of Neuroprotective Magnesium Sulfate Treatment on Brain Transcription Response to Hypoxia
Ischemia in Neonate Mice. International Journal of Molecular Sciences, 2021, 22, 4253. 1.8 2

19533 Network Pharmacology-Based Prediction of Mechanism of Shenzhuo Formula for Application to DKD.
Evidence-based Complementary and Alternative Medicine, 2021, 2021, 1-13. 0.5 2

19534 Cut-like homeobox 1 (CUX1) tumor suppressor gene haploinsufficiency induces apoptosis evasion to
sustain myeloid leukemia. Nature Communications, 2021, 12, 2482. 5.8 14

19535 Phosphorylation of GAPVD1 Is Regulated by the PER Complex and Linked to GAPVD1 Degradation.
International Journal of Molecular Sciences, 2021, 22, 3787. 1.8 2

19536 Expression level of long non-coding RNA colon adenocarcinoma hypermethylated serves as a novel
prognostic biomarker in patients with thyroid carcinoma. Bioscience Reports, 2021, 41, . 1.1 5

19538
Immune-Associated Proteins Are Enriched in Lung Tissue-Derived Extracellular Vesicles during
Allergen-Induced Eosinophilic Airway Inflammation. International Journal of Molecular Sciences,
2021, 22, 4718.

1.8 4



1075

Citation Report

# Article IF Citations

19539 Cytoplasmic polyadenylation by TENT5A is required for proper bone formation. Cell Reports, 2021, 35,
109015. 2.9 24

19540 Efficient endothelial and smooth muscle cell differentiation from human pluripotent stem cells
through a simplified insulin-free culture system. Biomaterials, 2021, 271, 120713. 5.7 11

19541 Depression patient-derived cortical neurons reveal potential biomarkers for antidepressant response.
Translational Psychiatry, 2021, 11, 201. 2.4 5

19542 Screening and identification of haptoglobin showing its important role in pathophysiological
process of gallbladder carcinoma. Gene, 2021, 776, 145429. 1.0 2

19543 Docosahexanoic acid signals through the Nrf2â€“Nqo1 pathway to maintain redox balance and promote
neurite outgrowth. Molecular Biology of the Cell, 2021, 32, 511-520. 0.9 9

19544 Prediction and analysis of novel key genes ITGAX, LAPTM5, SERPINE1 in clear cell renal cell carcinoma
through bioinformatics analysis. PeerJ, 2021, 9, e11272. 0.9 18

19545 Novel, non-invasive markers for detecting therapy induced neuroendocrine differentiation in
castration-resistant prostate cancer patients. Scientific Reports, 2021, 11, 8279. 1.6 28

19546 Identification of key biomarkers for thyroid cancer by integrative gene expression profiles.
Experimental Biology and Medicine, 2021, 246, 1617-1625. 1.1 3

19547 Ezh1 regulates expression of &lt;i&gt;Cpg15/Neuritin&lt;/i&gt; in mouse cortical neurons. Drug
Discoveries and Therapeutics, 2021, 15, 55-65. 0.6 3

19548 MicroRNAs in the aqueous humor of patients with different types of glaucoma. Graefe's Archive for
Clinical and Experimental Ophthalmology, 2021, 259, 2337-2349. 1.0 14

19550 Mithramycin A Radiosensitizes EWS:Fli1+ Ewing Sarcoma Cells by Inhibiting Double Strand Break
Repair. International Journal of Radiation Oncology Biology Physics, 2021, 109, 1454-1471. 0.4 6

19551 Embryonic protein NODAL regulates the breast tumor microenvironment by reprogramming
cancer-derived secretomes. Neoplasia, 2021, 23, 375-390. 2.3 3

19552 Identification of Key Genes Involved in Pancreatic Ductal Adenocarcinoma with Diabetes Mellitus
Based on Gene Expression Profiling Analysis. Pathology and Oncology Research, 2021, 27, 604730. 0.9 4

19553 The molecular landscape of neural differentiation in the developing Drosophila brain revealed by
targeted scRNA-seq and multi-informatic analysis. Cell Reports, 2021, 35, 109039. 2.9 21

19554 CRISPR screens identify a novel combination treatment targeting BCL-XL and WNT signaling for
KRAS/BRAF-mutated colorectal cancers. Oncogene, 2021, 40, 3287-3302. 2.6 18

19555 Negative elongation factor regulates muscle progenitor expansion for efficient myofiber repair and
stem cell pool repopulation. Developmental Cell, 2021, 56, 1014-1029.e7. 3.1 18

19556 MicroRNA-21â€“Dependent Macrophage-to-Fibroblast Signaling Determines the Cardiac Response to
Pressure Overload. Circulation, 2021, 143, 1513-1525. 1.6 67

19557 ADAMTS19 Suppresses Cell Migration and Invasion by Targeting S100A16 via the NF-ÎºB Pathway in Human
Gastric Cancer. Biomolecules, 2021, 11, 561. 1.8 15



1076

Citation Report

# Article IF Citations

19558 Multi-Omics Approaches to Define Calcific Aortic Valve Disease Pathogenesis. Circulation Research,
2021, 128, 1371-1397. 2.0 39

19559 TMTpro-18plex: The Expanded and Complete Set of TMTpro Reagents for Sample Multiplexing. Journal of
Proteome Research, 2021, 20, 2964-2972. 1.8 158

19560 Hybrid Cuckoo Search with Clonal Selection for Triclustering Gene Expression Data of Breast Cancer.
IETE Journal of Research, 2023, 69, 2328-2336. 1.8 7

19561 A modified protein marker panel to identify four consensus molecular subtypes in colorectal cancer
using immunohistochemistry. Pathology Research and Practice, 2021, 220, 153379. 1.0 7

19562 Identification of genes associated with altered gene expression and m6A profiles during hypoxia using
tensor decomposition based unsupervised feature extraction. Scientific Reports, 2021, 11, 8909. 1.6 10

19563 Biomarker Identification for Liver Hepatocellular Carcinoma and Cholangiocarcinoma Based on Gene
Regulatory Network Analysis. Current Bioinformatics, 2021, 16, 31-43. 0.7 4

19564 A Nomogram Combining a Four-Gene Biomarker and Clinical Factors for Predicting Survival of
Melanoma. Frontiers in Oncology, 2021, 11, 593587. 1.3 5

19565 Sustained intrinsic WNT and BMP4 activation impairs hESC differentiation to definitive endoderm and
drives the cells towards extra-embryonic mesoderm. Scientific Reports, 2021, 11, 8242. 1.6 5

19566 KLF4, a Key Regulator of a Transitive Triplet, Acts on the TGF-Î² Signaling Pathway and Contributes to
High-Altitude Adaptation of Tibetan Pigs. Frontiers in Genetics, 2021, 12, 628192. 1.1 7

19567 The autism-associated protein CHD8 is required for cerebellar development and motor function. Cell
Reports, 2021, 35, 108932. 2.9 27

19568 BATF Regulates T Regulatory Cell Functional Specification and Fitness of Triglyceride Metabolism in
Restraining Allergic Responses. Journal of Immunology, 2021, 206, 2088-2100. 0.4 11

19569 From Proteomic Mapping to Invasion-Metastasis-Cascade Systemic Biomarkering and Targeted Drugging
of Mutant BRAF-Dependent Human Cutaneous Melanomagenesis. Cancers, 2021, 13, 2024. 1.7 5

19570 Knockout of Formyl Peptide Receptor-1 Attenuates Cigarette Smokeâ€“Induced Airway Inflammation in
Mice. Frontiers in Pharmacology, 2021, 12, 632225. 1.6 7

19571
Transcriptomic and Metabolomic Profiling Reveals the Protective Effect of Acanthopanax senticosus
(Rupr. &amp; Maxim.) Harms Combined With Gastrodia elata Blume on Cerebral Ischemia-Reperfusion
Injury. Frontiers in Pharmacology, 2021, 12, 619076.

1.6 12

19572 A human ACTH-secreting corticotroph tumoroid model. EBioMedicine, 2021, 66, 103294. 2.7 8

19573 Transcriptomic signaling pathways involved in a naturalistic model of inflammation-related
depression and its remission. Translational Psychiatry, 2021, 11, 203. 2.4 8

19574 Methylated biomarkers for breast cancer identified through public database analysis and plasma
target capture sequencing. Annals of Translational Medicine, 2021, 9, 683-683. 0.7 3

19575 Interferon regulatory factor transcript levels correlate with clinical outcomes in human glioma.
Aging, 2021, 13, 12086-12098. 1.4 11



1077

Citation Report

# Article IF Citations

19576
Clinical and In Silico Outcomes of the Expression of miR-130a-5p and miR-615-3p in Tumor Compared
with Non-Tumor Adjacent Tissues of Patients with BC. Anti-Cancer Agents in Medicinal Chemistry, 2021,
21, 927-935.

0.9 4

19577 Multi-label Learning for the Diagnosis of Cancer and Identification of Novel Biomarkers with
High-throughput Omics. Current Bioinformatics, 2021, 16, 261-273. 0.7 5

19578 Bioinformatics Analysis Reveals Centromere Protein K Can Serve as Potential Prognostic Biomarker
and Therapeutic Target for Non-small Cell Lung Cancer. Current Bioinformatics, 2021, 16, 106-119. 0.7 7

19579 miRGTF-net: Integrative miRNA-gene-TF network analysis reveals key drivers of breast cancer
recurrence. PLoS ONE, 2021, 16, e0249424. 1.1 16

19580 eIF5A hypusination, boosted by dietary spermidine, protects from premature brain aging and
mitochondrial dysfunction. Cell Reports, 2021, 35, 108941. 2.9 56

19581 Expression Profiles of tRNA-Derived Fragments and Their Potential Roles in Multiple Myeloma.
OncoTargets and Therapy, 2021, Volume 14, 2805-2814. 1.0 11

19582 Chromatin remodeller CHD7 is required for GABAergic neuron development by promoting PAQR3
expression. EMBO Reports, 2021, 22, e50958. 2.0 15

19583 Effector and regulator: Diverse functions of C. elegans C-type lectin-like domain proteins. PLoS
Pathogens, 2021, 17, e1009454. 2.1 22

19584 Abnormal early folliculogenesis due to impeded pyruvate metabolism in mouse oocytes. Biology of
Reproduction, 2021, 105, 64-75. 1.2 7

19586 M6ADD: a comprehensive database of m<sup>6</sup>A modifications in diseases. RNA Biology, 2021, 18,
2354-2362. 1.5 8

19587 Ubiquitin specific peptidase Usp53 regulates osteoblast versus adipocyte lineage commitment.
Scientific Reports, 2021, 11, 8418. 1.6 9

19588 CLK1 reorganizes the splicing factor U1-70K for early spliceosomal protein assembly. Proceedings of
the National Academy of Sciences of the United States of America, 2021, 118, . 3.3 13

19589 Androgen receptor activation decreases proliferation in thyroid cancer cells. Journal of Cellular
Biochemistry, 2021, 122, 1113-1125. 1.2 7

19590 A compendium and comparative epigenomics analysis of cis-regulatory elements in the pig genome.
Nature Communications, 2021, 12, 2217. 5.8 63

19591 A serum microRNA sequence reveals fragile X protein pathology in amyotrophic lateral sclerosis.
Brain, 2021, 144, 1214-1229. 3.7 8

19592 Transcriptome analysis of gravitational effects on mouse skeletal muscles under microgravity and
artificial 1 g onboard environment. Scientific Reports, 2021, 11, 9168. 1.6 26

19595 Global Analysis of RNA-Dependent RNA Polymerase-Dependent Small RNAs Reveals New Substrates and
Functions for These Proteins and SGS3 in Arabidopsis. Non-coding RNA, 2021, 7, 28. 1.3 10

19596
Comprehensive analysis of the prognostic value of the chemokine-like factor-like MARVEL
transmembrane domain-containing family in gastric cancer. Journal of Gastrointestinal Oncology,
2021, 12, 388-406.

0.6 5



1078

Citation Report

# Article IF Citations

19597 Whole-exome sequencing identifies somatic mutations associated with lung cancer metastasis to the
brain. Annals of Translational Medicine, 2021, 9, 694-694. 0.7 8

19598 Development and validation of an oxidative stressâ€”associated prognostic risk model for melanoma.
PeerJ, 2021, 9, e11258. 0.9 7

19599 Knock out of specific maternal vitellogenins in zebrafish (Danio rerio) evokes vital changes in egg
proteomic profiles that resemble the phenotype of poor quality eggs. BMC Genomics, 2021, 22, 308. 1.2 14

19600 Comprehensive Analysis of Common Different Gene Expression Signatures in the Neutrophils of Sepsis.
BioMed Research International, 2021, 2021, 1-10. 0.9 2

19601 DNA methylation variations in familial female and male breast cancer. Oncology Letters, 2021, 21, 468. 0.8 4

19604 Molecular Regulation of the Melatonin Biosynthesis Pathway in Unipolar and Bipolar Depression.
Frontiers in Pharmacology, 2021, 12, 666541. 1.6 14

19605 Identification of Prognostic Genes in the Tumor Microenvironment of Hepatocellular Carcinoma.
Frontiers in Immunology, 2021, 12, 653836. 2.2 51

19606 Identification and Functional Analysis of Long Non-coding RNAs in Human Pulmonary Microvascular
Endothelial Cells Subjected to Cyclic Stretch. Frontiers in Physiology, 2021, 12, 655971. 1.3 4

19607 The impact of damage-associated molecules released from canine tumor cells on gene expression in
macrophages. Scientific Reports, 2021, 11, 8525. 1.6 5

19608 Comprehensive analyses of competing endogenous RNA networks reveal potential biomarkers for
predicting hepatocellular carcinoma recurrence. BMC Cancer, 2021, 21, 436. 1.1 3

19609 Kapd Is Essential for Specification of the Dopaminergic Neurogenesis in Zebrafish Embryos. Molecules
and Cells, 2021, 44, 233-244. 1.0 2

19610 AGAP2-AS1 May Promote the Occurrence and Development of Glioblastoma by Sponging miR-9-5p:
Evidence From a ceRNA Network. Frontiers in Oncology, 2021, 11, 607989. 1.3 4

19611
Network Pharmacology Analysis of ZiShenWan for Diabetic Nephropathy and Experimental
Verification of Its Anti-Inflammatory Mechanism. Drug Design, Development and Therapy, 2021, Volume
15, 1577-1594.

2.0 8

19612 PU.1 enforces quiescence and limits hematopoietic stem cell expansion during inflammatory stress.
Journal of Experimental Medicine, 2021, 218, . 4.2 49

19614 An mRNA characterization model predicting survival in patients with invasive breast cancer based on
The Cancer Genome Atlas database. Cancer Biomarkers, 2021, 30, 417-428. 0.8 5

19615 Neurokinin-1 receptor signaling induces a pro-inflammatory transcriptomic profile in CD16+
monocytes. Journal of Neuroimmunology, 2021, 353, 577524. 1.1 2

19616
Computational Identification of Essential Enzymes as Potential Drug Targets in Shigella flexneri
Pathogenesis Using Metabolic Pathway Analysis and Epitope Mapping. Journal of Microbiology and
Biotechnology, 2021, 31, 621-629.

0.9 1

19617 QSER1 protects DNA methylation valleys from de novo methylation. Science, 2021, 372, . 6.0 69



1079

Citation Report

# Article IF Citations

19618 PQBP1 promotes translational elongation and regulates hippocampal mGluR-LTD by suppressing eEF2
phosphorylation. Molecular Cell, 2021, 81, 1425-1438.e10. 4.5 13

19619
Exploring the dermotoxicity of the mycotoxin deoxynivalenol: combined morphologic and proteomic
profiling of human epidermal cells reveals alteration of lipid biosynthesis machinery and membrane
structural integrity relevant for skin barrier function. Archives of Toxicology, 2021, 95, 2201-2221.

1.9 11

19620 Microarray-based exploration of molecules associated with keloid pruritus. Itch (Philadelphia, Pa ),
2021, 6, e53-e53. 1.0 0

19621 A PAS Protein Directs Metabolic Reprogramming during Cryptococcal Adaptation to Hypoxia. MBio,
2021, 12, . 1.8 7

19622 Identification of key genes and pathways in discoid lupus skin via bioinformatics analysis. Medicine
(United States), 2021, 100, e25433. 0.4 10

19623 Antisense RNAs during early vertebrate development are divided in groups with distinct features.
Genome Research, 2021, 31, 995-1010. 2.4 7

19624 Effects of Polychlorinated Biphenyls on Lignin Biosynthesis in Arabidopsis thaliana. ACS Agricultural
Science and Technology, 2021, 1, 202-210. 1.0 1

19625 MAPLE: A Microbiome Analysis Pipeline Enabling Optimal Peptide Search and Comparative Taxonomic
and Functional Analysis. Journal of Proteome Research, 2021, 20, 2882-2894. 1.8 4

19626 Proteome-Wide Analysis of Protein Lysine <i>N</i>-Homocysteinylation in <i>Saccharomyces
cerevisiae</i>. Journal of Proteome Research, 2021, 20, 2458-2476. 1.8 4

19627 An Integrated Genomic, Proteomic, and Immunopeptidomic Approach to Discover Treatment-Induced
Neoantigens. Frontiers in Immunology, 2021, 12, 662443. 2.2 22

19628 Distinct diagnostic and prognostic values of Glypicans gene expression in patients with
hepatocellular carcinoma. BMC Cancer, 2021, 21, 462. 1.1 6

19629 Single-cell dual-omics reveals the transcriptomic and epigenomic diversity of cardiac non-myocytes.
Cardiovascular Research, 2022, 118, 1548-1563. 1.8 31

19630 Integrated analysis of lncRNA, miRNA and mRNA profiles reveals potential lncRNA functions during
early HIV infection. Journal of Translational Medicine, 2021, 19, 135. 1.8 7

19631 Diagnostic biomarkers from proteomic characterization of cerebrospinal fluid in patients with brain
malignancies. Journal of Neurochemistry, 2021, 158, 522-538. 2.1 18

19632 Adaptation of codon and amino acid use for translational functions in highly expressed cricket genes.
BMC Genomics, 2021, 22, 234. 1.2 9

19633 Analysis of Astroglial Secretomic Profile in the Mecp2-Deficient Male Mouse Model of Rett Syndrome.
International Journal of Molecular Sciences, 2021, 22, 4316. 1.8 7

19634 Gain of toxic function by long-term AAV9-mediated SMN overexpression in the sensorimotor circuit.
Nature Neuroscience, 2021, 24, 930-940. 7.1 99

19635 Analysis of LAGEs Family Gene Signature and Prognostic Relevance in Breast Cancer. Diagnostics, 2021,
11, 726. 1.3 16



1080

Citation Report

# Article IF Citations

19636 Bioinformatics and machine learning approach identifies potential drug targets and pathways in
COVID-19. Briefings in Bioinformatics, 2021, 22, . 3.2 70

19637 Systemic analysis of the expression levels and prognosis of breast cancer-related cadherins.
Experimental Biology and Medicine, 2021, 246, 1706-1720. 1.1 8

19638 Transcriptome analysis of placentae reveals HELLP syndrome exhibits a greater extent of placental
metabolic dysfunction than preeclampsia. Hypertension in Pregnancy, 2021, 40, 134-143. 0.5 3

19639 <i>Tsga8</i> is required for spermatid morphogenesis and male fertility in mice. Development
(Cambridge), 2021, 148, . 1.2 2

19640 Quantitative proteomic analysis of cortex in the depressive-like behavior of rats induced by the
simulated complex space environment. Journal of Proteomics, 2021, 237, 104144. 1.2 4

19641 Utilizing network pharmacology and molecular docking to explore the underlying mechanism of
Guizhi Fuling Wan in treating endometriosis. PeerJ, 2021, 9, e11087. 0.9 7

19642 Graph Convolutional Network for Drug Response Prediction Using Gene Expression Data.
Mathematics, 2021, 9, 772. 1.1 18

19643 Genomic variants within chromosome 14q32.32 regulate bone mass through MARK3 signaling in
osteoblasts. Journal of Clinical Investigation, 2021, 131, . 3.9 4

19645
Construction of Unified Human Antimicrobial and Immunomodulatory Peptide Database and
Examination of Antimicrobial and Immunomodulatory Peptides in Alzheimerâ€™s Disease Using Network
Analysis of Proteomics Datasets. Frontiers in Genetics, 2021, 12, 633050.

1.1 8

19646 Hepatic Transcriptome Profiling Reveals Lack of Acsm3 Expression in Polydactylous Rats with High-Fat
Diet-Induced Hypertriglyceridemia and Visceral Fat Accumulation. Nutrients, 2021, 13, 1462. 1.7 6

19647 Genome-wide association and transcriptome studies identify candidate genes and pathways for feed
conversion ratio in pigs. BMC Genomics, 2021, 22, 294. 1.2 11

19648 General gene expression patterns and stemness of the gingiva and dental pulp. Journal of Dental
Sciences, 2022, 17, 284-292. 1.2 4

19649 Identification of Key Genes and Underlying Mechanisms in Acute Kawasaki Disease Based on
Bioinformatics Analysis. Medical Science Monitor, 2021, 27, e930547. 0.5 6

19651 An EAV-HP insertion in the promoter region of SLCO1B3 has pleiotropic effects on chicken liver
metabolism based on the transcriptome and proteome analysis. Scientific Reports, 2021, 11, 7571. 1.6 3

19652 Moringa isothiocyanate-1 regulates Nrf2 and NF-ÎºB pathway in response to LPS-driven sepsis and
inflammation. PLoS ONE, 2021, 16, e0248691. 1.1 23

19653 Viralâ€“Host Interactome Analysis Reveals Chicken STAU2 Interacts With Non-structural Protein 1 and
Promotes the Replication of H5N1 Avian Influenza Virus. Frontiers in Immunology, 2021, 12, 590679. 2.2 5

19654 Integrated bioinformatics analysis to identify key genes related to the prognosis of esophageal
squamous cell carcinoma. Translational Cancer Research, 2021, 10, 1679-1691. 0.4 1

19655 Identification of candidate PAX2-regulated genes implicated in human kidney development. Scientific
Reports, 2021, 11, 9123. 1.6 7



1081

Citation Report

# Article IF Citations

19656 Activation of Blood Vessel Development in Endometrial Stromal Cells In Vitro Cocultured with
Human Peri-Implantation Embryos Revealed by Single-Cell RNA-Seq. Life, 2021, 11, 367. 1.1 4

19657 Comparative Analysis on Single- and Multiherb Strategies in Coronary Artery Atherosclerosis Therapy.
Cardiology Research and Practice, 2021, 2021, 1-14. 0.5 1

19658
Detecting the Mechanism behind the Transition from Fixed Two-Dimensional Patterned Sika Deer
(Cervus nippon) Dermal Papilla Cells to Three-Dimensional Pattern. International Journal of
Molecular Sciences, 2021, 22, 4715.

1.8 2

19659
Shoot base responds to root-applied glutathione and functions as a critical region to inhibit cadmium
translocation from the roots to shoots in oilseed rape (Brassica napus). Plant Science, 2021, 305,
110822.

1.7 5

19660 Developmental Transcriptomics Reveals a Gene Network Driving Mimetic Color Variation in a Bumble
Bee. Genome Biology and Evolution, 2021, 13, . 1.1 7

19661 lncRNA <i>HAR1B</i> has potential to be a predictive marker for pazopanib therapy in patients with
sarcoma. Oncology Letters, 2021, 21, 455. 0.8 7

19662 E2F2 inhibition induces autophagy via the PI3K/Akt/mTOR pathway in gastric cancer. Aging, 2021, 13,
13626-13643. 1.4 21

19664
Identification of a Putative DNA-Binding Protein in <i>Arabidopsis</i> That Acts as a Susceptibility Hub
and Interacts With Multiple <i>Pseudomonas syringae</i> Effectors. Molecular Plant-Microbe
Interactions, 2021, 34, 410-425.

1.4 3

19665 Small extracellular vesicle-encapsulated miR-181b-5p, miR-222-3p and let-7a-5p: Next generation plasma
biopsy-based diagnostic biomarkers for inflammatory breast cancer. PLoS ONE, 2021, 16, e0250642. 1.1 26

19666
PI3KÎ³ inhibition suppresses microglia/TAM accumulation in glioblastoma microenvironment to promote
exceptional temozolomide response. Proceedings of the National Academy of Sciences of the United
States of America, 2021, 118, .

3.3 33

19667 Uncovering salt tolerance mechanisms in pepper plants: a physiological and transcriptomic approach.
BMC Plant Biology, 2021, 21, 169. 1.6 11

19668 Transcriptional control of DNA repair networks by CDK7 regulates sensitivity to radiation in
MYC-driven medulloblastoma. Cell Reports, 2021, 35, 109013. 2.9 18

19669 Coding and non-coding roles of MOCCI (C15ORF48) coordinate to regulate host inflammation and
immunity. Nature Communications, 2021, 12, 2130. 5.8 56

19670 The BET inhibitor attenuates the inflammatory response and cell migration in human microglial
HMC3Â cell line. Scientific Reports, 2021, 11, 8828. 1.6 29

19671 Discovery and functional interrogation of SARS-CoV-2 RNA-host protein interactions. Cell, 2021, 184,
2394-2411.e16. 13.5 141

19672 Single-cell analysis of the developing human testis reveals somatic niche cell specification and fetal
germline stem cell establishment. Cell Stem Cell, 2021, 28, 764-778.e4. 5.2 104

19674 Early Postnatal Cardiac Stress Does Not Influence Ventricular Cardiomyocyte Cell-Cycle Withdrawal.
Journal of Cardiovascular Development and Disease, 2021, 8, 38. 0.8 2

19676 Changes in the phosphorylation of nucleotide metabolismâ€‘associated proteins by leukemiaÂ inhibitory
factor in mouse embryonic stem cells. Molecular Medicine Reports, 2021, 23, . 1.1 1



1082

Citation Report

# Article IF Citations

19677 NREM delta power and AD-relevant tauopathy are associated with shared cortical gene networks.
Scientific Reports, 2021, 11, 7797. 1.6 2

19679 Messenger RNA biomarkers of Bovine Respiratory Syncytial Virus infection in the whole blood of dairy
calves. Scientific Reports, 2021, 11, 9392. 1.6 13

19680 Genome-wide insights on gastrointestinal nematode resistance in autochthonous Tunisian sheep.
Scientific Reports, 2021, 11, 9250. 1.6 19

19681 Changes in the MicroRNA Profile of the Giant Panda After Canine Distemper Vaccination and the
Integrated Analysis of MicroRNA-Messenger RNA. DNA and Cell Biology, 2021, 40, 595-605. 0.9 1

19682 A Transfer Learning-Based Approach for Lysine Propionylation Prediction. Frontiers in Physiology,
2021, 12, 658633. 1.3 3

19683
Qing-Yi Decoction in the Treatment of Acute Pancreatitis: An Integrated Approach Based on Chemical
Profile, Network Pharmacology, Molecular Docking and Experimental Evaluation. Frontiers in
Pharmacology, 2021, 12, 590994.

1.6 16

19684
Associations between hemispheric asymmetry and schizophrenia-related risk genes in people with
schizophrenia and people at a genetic high risk of schizophrenia. British Journal of Psychiatry, 2021,
219, 392-400.

1.7 5

19686 Complete genome sequence and analysis of a Saccharomyces cerevisiae strain used for sugarcane
spirit production. Brazilian Journal of Microbiology, 2021, 52, 1087-1095. 0.8 5

19687 Integrated Bioinformatics Analysis for the Screening of Associated Pathways and Therapeutic Drugs
in Coronavirus Disease 2019. Archives of Medical Research, 2021, 52, 304-310. 1.5 4

19688 Antibody-free enrichment method for proteome-wide analysis of endogenous SUMOylation sites.
Analytica Chimica Acta, 2021, 1154, 338324. 2.6 4

19689 A study of the differential expression profiles of Keshan disease lncRNA/mRNA genes based on RNA-seq.
Cardiovascular Diagnosis and Therapy, 2021, 11, 411-421. 0.7 0

19691 Understanding the Molecular Mechanism of miR-877-3p Could Provide Potential Biomarkers and
Therapeutic Targets in Squamous Cell Carcinoma of the Cervix. Cancers, 2021, 13, 1739. 1.7 4

19692 Prednisolone Alters Endometrial Decidual Cells and Affects Decidual-Trophoblast Interactions.
Frontiers in Cell and Developmental Biology, 2021, 9, 647496. 1.8 5

19693 Transcriptional profile in rat muscle: down-regulation networks in acute strenuous exercise. PeerJ,
2021, 9, e10500. 0.9 1

19694 Identification of a Gene Prognostic Signature for Oral Squamous Cell Carcinoma by RNA Sequencing
and Bioinformatics. BioMed Research International, 2021, 2021, 1-14. 0.9 8

19695 Identification of hub genes associated with obesity-induced hepatocellular carcinoma risk based on
integrated bioinformatics analysis. Medical Oncology, 2021, 38, 63. 1.2 19

19696 A bioinformatic analysis of the inhibin-betaglycan-endoglin/CD105 network reveals prognostic value
in multiple solid tumors. PLoS ONE, 2021, 16, e0249558. 1.1 7

19697 High BASP1 Expression is Associated with Poor Prognosis and Promotes Tumor Progression in Human
Lung Adenocarcinoma. Cancer Investigation, 2021, 39, 409-422. 0.6 6



1083

Citation Report

# Article IF Citations

19698 Global identification of RsmA/N binding sites in<i>Pseudomonas aeruginosa</i>by<i>in vivo</i>UV
CLIP-seq. RNA Biology, 2021, 18, 2401-2416. 1.5 6

19699 CXCL12 enhances pregnancy outcome via improvement of endometrial receptivity in mice. Scientific
Reports, 2021, 11, 7397. 1.6 12

19700 Exploring the landscape of ectodomain shedding by quantitative protein terminomics. IScience, 2021,
24, 102259. 1.9 12

19701 Hypoxia drives murine neutrophil protein scavenging to maintain central carbon metabolism. Journal
of Clinical Investigation, 2021, 131, . 3.9 21

19702 Subtype-specific and co-occurring genetic alterations in B-cell non-Hodgkin lymphoma.
Haematologica, 2022, 107, 690-701. 1.7 43

19703 Global transcriptomic analysis of a murine osteocytic cell line subjected to spaceflight. FASEB
Journal, 2021, 35, e21578. 0.2 11

19704 An intercrypt subpopulation of goblet cells is essential for colonic mucus barrier function. Science,
2021, 372, . 6.0 144

19705 The Acute Host-Response of Turkeys Colonized With Campylobacter coli. Frontiers in Veterinary
Science, 2021, 8, 613203. 0.9 3

19706 Screening of gene markers related to the prognosis of metastatic skin cutaneous melanoma based on
Logit regression and survival analysis. BMC Medical Genomics, 2021, 14, 96. 0.7 4

19708 The copy number variation and stroke (CaNVAS) risk and outcome study. PLoS ONE, 2021, 16, e0248791. 1.1 2

19710 Transcriptome-Wide Gene Expression in a Murine Model of Ventilator-Induced Lung Injury. Disease
Markers, 2021, 2021, 1-23. 0.6 1

19711 Best practices on the differential expression analysis of multi-species RNA-seq. Genome Biology, 2021,
22, 121. 3.8 51

19712 Investigating the effects of chronic perinatal alcohol and combined nicotine and alcohol exposure
on dopaminergic and non-dopaminergic neurons in the VTA. Scientific Reports, 2021, 11, 8706. 1.6 2

19714 Tlx3 Exerts Direct Control in Specifying Excitatory Over Inhibitory Neurons in the Dorsal Spinal Cord.
Frontiers in Cell and Developmental Biology, 2021, 9, 642697. 1.8 4

19715 Gene Expression Profiling of Pancreas Neuroendocrine Tumors with Different Ki67-Based Grades.
Cancers, 2021, 13, 2054. 1.7 10

19717 Regulation of otocyst patterning by <i>Tbx2</i> and <i>Tbx3</i> is required for inner ear
morphogenesis in the mouse. Development (Cambridge), 2021, 148, . 1.2 32

19718 Preventive Effects of Green Tea Extract against Obesity Development in Zebrafish. Molecules, 2021, 26,
2627. 1.7 9

19720 A Comprehensive Urine Proteome Database Generated From Patients With Various Renal Conditions
and Prostate Cancer. Frontiers in Medicine, 2021, 8, 548212. 1.2 18



1084

Citation Report

# Article IF Citations

19721 Biomarkers mining for spinal cord injury based on integrated multi-transcriptome expression profile
data. Journal of Orthopaedic Surgery and Research, 2021, 16, 267. 0.9 9

19722 Proteomic analysis of aged and OPTN E50K retina in the development of normal tension glaucoma.
Human Molecular Genetics, 2021, 30, 1030-1044. 1.4 9

19723 Spike-in normalization for single-cell RNA-seq reveals dynamic global transcriptional activity
mediating anticancer drug response. NAR Genomics and Bioinformatics, 2021, 3, lqab054. 1.5 5

19724 Identification of Key Functional Gene Signatures Indicative of Dedifferentiation in Papillary Thyroid
Cancer. Frontiers in Oncology, 2021, 11, 641851. 1.3 2

19725 Five long non-coding RNAs establish a prognostic nomogram and construct a competing endogenous
RNA network in the progression of non-small cell lung cancer. BMC Cancer, 2021, 21, 457. 1.1 9

19726 The evaluation of the antidiabetic effects of red wine polyphenols with the view of in silico
prediction methods. Food Bioscience, 2021, 40, 100920. 2.0 6

19727 Long-term chronic caloric restriction alters miRNA profiles in the brain of ageing mice. British
Journal of Nutrition, 2022, 127, 641-652. 1.2 4

19728 MEK/ERK Signaling in Î²-Cells Bifunctionally Regulates Î²-Cell Mass and Glucose-Stimulated Insulin
Secretion Response to Maintain Glucose Homeostasis. Diabetes, 2021, 70, 1519-1535. 0.3 9

19730 A cell-to-patient machine learning transfer approach uncovers novel basal-like breast cancer
prognostic markers amongst alternative splice variants. BMC Biology, 2021, 19, 70. 1.7 13

19731 A rice root-knot nematode Meloidogyne graminicola-resistant mutant rice line shows early
expression of plant-defence genes. Planta, 2021, 253, 108. 1.6 9

19732 Transcriptomic profiling as biological markers of depression â€“ A pilot study in unipolar and bipolar
women. World Journal of Biological Psychiatry, 2021, 22, 744-756. 1.3 13

19733 Cerebrospinal Fluid Proteome Changes in Older Non-Cardiac Surgical Patients with Postoperative
Cognitive Dysfunction. Journal of Alzheimer's Disease, 2021, 80, 1281-1297. 1.2 9

19734 Identification of Expression Patterns and Potential Prognostic Significance of m5C-Related
Regulators in Head and Neck Squamous Cell Carcinoma. Frontiers in Oncology, 2021, 11, 592107. 1.3 12

19735 Assessing Various Control Samples for Microarray Gene Expression Profiling of Laryngeal Squamous
Cell Carcinoma. Biomolecules, 2021, 11, 588. 1.8 2

19736 The Effects of Repeated Morphine Treatment on the Endogenous Cannabinoid System in the Ventral
Tegmental Area. Frontiers in Pharmacology, 2021, 12, 632757. 1.6 8

19737 Age-dependent impairment of disease tolerance is associated with a robust transcriptional response
following RNA virus infection in <i>Drosophila</i>. G3: Genes, Genomes, Genetics, 2021, 11, . 0.8 4

19738 Competitive binding of STATs to receptor phospho-Tyr motifs accounts for altered cytokine responses.
ELife, 2021, 10, . 2.8 21

19739 Ephrin Receptor A4 Expression Enhances Migration, Invasion and Neurotropism in Pancreatic Ductal
Adenocarcinoma Cells. Anticancer Research, 2021, 41, 1733-1744. 0.5 7



1085

Citation Report

# Article IF Citations

19740 Identification of prognostic biomarkers associated with the occurrence of portal vein tumor
thrombus in hepatocellular carcinoma. Aging, 2021, 13, 11786-11807. 1.4 9

19742 mi-IsoNet: systems-scale microRNA landscape reveals rampant isoform-mediated gain of target
interaction diversity and signaling specificity. Briefings in Bioinformatics, 2021, 22, . 3.2 9

19743 The value of long noncoding RNAs for predicting the recurrence of endometriosis. Medicine (United) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 662 Td (States), 2021, 100, e26036.0.4 6

19744 Largeâ€•scale plasma proteomic profiling identifies a highâ€•performance biomarker panel for Alzheimer's
disease screening and staging. Alzheimer's and Dementia, 2022, 18, 88-102. 0.4 65

19745 Urine proteome changes in a chronic unpredictable mild stress (CUMS) mouse model of major
depressive disorder. Journal of Pharmaceutical and Biomedical Analysis, 2021, 199, 114064. 1.4 4

19746 The Nero Lucano Pig Breed: Recovery and Variability. Animals, 2021, 11, 1331. 1.0 6

19748 Quantitative Proteomic Analysis Revealed Broad Roles of <i>N</i><sup>6</sup>-Methyladenosine in
Heat Shock Response. Journal of Proteome Research, 2021, 20, 3611-3620. 1.8 4

19749
Based on Network Pharmacology and Molecular Docking to Explore the Underlying Mechanism of
Huangqi Gegen Decoction for Treating Diabetic Nephropathy. Evidence-based Complementary and
Alternative Medicine, 2021, 2021, 1-14.

0.5 9

19750 Chronic systemic exposure to IL6 leads to deregulation of glycolysis and fat accumulation in the
zebrafish liver. Biochimica Et Biophysica Acta - Molecular and Cell Biology of Lipids, 2021, 1866, 158905. 1.2 10

19751 Construction of mRNA Regulatory Networks Reveals the Key Genes in Atrial Fibrillation.
Computational and Mathematical Methods in Medicine, 2021, 2021, 1-10. 0.7 0

19752 Expression and Prognostic Characteristics of Ferroptosis-Related Genes in Colon Cancer.
International Journal of Molecular Sciences, 2021, 22, 5652. 1.8 16

19753 Single Cell RNA-Seq Analysis Identifies Differentially Expressed Genes of Treg Cell in Early
Treatment-Naive Rheumatoid Arthritis By Arsenic Trioxide. Frontiers in Pharmacology, 2021, 12, 656124. 1.6 2

19754 Age-Related Alterations in the Testicular Proteome of a Non-Human Primate. Cells, 2021, 10, 1306. 1.8 7

19755 Evaluation of RNA quality and functional transcriptome of beef longissimus thoracis over time
post-mortem. PLoS ONE, 2021, 16, e0251868. 1.1 4

19756 Bioinformatics analysis and identification of genes and molecular pathways in steroid-induced
osteonecrosis of the femoral head. Journal of Orthopaedic Surgery and Research, 2021, 16, 327. 0.9 10

19757 Sex-specific nicotine sensitization and imprinting of self-administration in rats inform GWAS findings
on human addiction phenotypes. Neuropsychopharmacology, 2021, 46, 1746-1756. 2.8 4

19759 The nuclear receptor HNF4 drives a brush border gene program conserved across murine intestine,
kidney, and embryonic yolk sac. Nature Communications, 2021, 12, 2886. 5.8 24

19760 Identification of targets of JS-K against HBV-positive human hepatocellular carcinoma HepG2.2.15 cells
with iTRAQ proteomics. Scientific Reports, 2021, 11, 10381. 1.6 6



1086

Citation Report

# Article IF Citations

19761
Prediction of the Risk of Alopecia Areata Progressing to Alopecia Totalis and Alopecia Universalis:
Biomarker Development with Bioinformatics Analysis and Machine Learning. Dermatology, 2022, 238,
386-396.

0.9 9

19762 Identification and validation of signal recognition particle 14 as a prognostic biomarker predicting
overall survival in patients with acute myeloid leukemia. BMC Medical Genomics, 2021, 14, 127. 0.7 3

19763 Integrin Î±5 promotes migration and invasion through the FAK/STAT3/AKT signaling pathway in
icotinibâ€‘resistant nonâ€‘small cell lung cancer cells. Oncology Letters, 2021, 22, 556. 0.8 12

19764 Long noncoding RNA MIR4435-2HG enhances metabolic function of myeloid dendritic cells from HIV-1
elite controllers. Journal of Clinical Investigation, 2021, 131, . 3.9 27

19765 Development of an Immune-Related Prognostic Index Associated With Glioblastoma. Frontiers in
Neurology, 2021, 12, 610797. 1.1 5

19766 Phase 1 trial of nelfinavir added to standard cisplatin chemotherapy with concurrent pelvic radiation
for locally advanced cervical cancer. Cancer, 2021, 127, 2279-2293. 2.0 9

19767 Gestational sleep apnea perturbations induce metabolic disorders by divergent epigenomic regulation.
Epigenomics, 2021, 13, 751-765. 1.0 1

19768 Therapeutic and prophylactic effects of macrophage-derived small extracellular vesicles in the
attenuation of inflammatory pain. Brain, Behavior, and Immunity, 2021, 94, 210-224. 2.0 14

19769 Transcriptomic Profiling of the Liver Sinusoidal Endothelium during Cirrhosis Reveals Stage-Specific
Secretory Signature. Cancers, 2021, 13, 2688. 1.7 18

19770 MRPL15 is a novel prognostic biomarker and therapeutic target for epithelial ovarian cancer. Cancer
Medicine, 2021, 10, 3655-3673. 1.3 27

19771 HOTAIR lncRNA promotes epithelialâ€“mesenchymal transition by redistributing LSD1 at regulatory
chromatin regions. EMBO Reports, 2021, 22, e50193. 2.0 27

19773 Cytotoxicity and growth-inhibiting activity of Astragalus polysaccharides against breast cancer via
the regulation of EGFR and ANXA1. Journal of Natural Medicines, 2021, 75, 854-870. 1.1 6

19774 A biomechanical switch regulates the transition towards homeostasis in oesophageal epithelium.
Nature Cell Biology, 2021, 23, 511-525. 4.6 29

19775 Bile acidâ€“activated macrophages promote biliary epithelial cell proliferation through integrin Î±vÎ²6
upregulation following liver injury. Journal of Clinical Investigation, 2021, 131, . 3.9 46

19776 Study on the Mechanism of the Dangguiâ€“Chuanxiong Herb Pair on Treating Thrombus through
Network Pharmacology and Zebrafish Models. ACS Omega, 2021, 6, 14677-14691. 1.6 13

19777 Clinical applications for exosomes: Are we there yet?. British Journal of Pharmacology, 2021, 178,
2375-2392. 2.7 57

19778 tRNA-derived fragments as novel potential biomarkers for relapsed/refractory multiple myeloma. BMC
Bioinformatics, 2021, 22, 238. 1.2 8

19779 Identification of altered protein expression in major depressive disorder and bipolar disorder patients
using liquid chromatographyâ€“tandem mass spectrometry. Psychiatry Research, 2021, 299, 113850. 1.7 10



1087

Citation Report

# Article IF Citations

19780 Tumor subtype defines distinct pathways of molecular and clinical progression in primary prostate
cancer. Journal of Clinical Investigation, 2021, 131, . 3.9 17

19781 Spatio-temporal landscape of mouse epididymal cells and specific mitochondria-rich segments defined
by large-scale single-cell RNA-seq. Cell Discovery, 2021, 7, 34. 3.1 27

19782 Laminin 332 Is Indispensable for Homeostatic Epidermal Differentiation Programs. Journal of
Investigative Dermatology, 2021, 141, 2602-2610.e3. 0.3 11

19783 Exploring the molecular content of CHO exosomes during bioprocessing. Applied Microbiology and
Biotechnology, 2021, 105, 3673-3689. 1.7 21

19784 Transcriptomic analysis reveals pronounced changes in gene expression due to sub-lethal pyrethroid
exposure and ageing in insecticide resistance Anopheles coluzzii. BMC Genomics, 2021, 22, 337. 1.2 18

19785 Chronological Gene Expression of Human Gingival Fibroblasts with Low Reactive Level Laser (LLL)
Irradiation. Journal of Clinical Medicine, 2021, 10, 1952. 1.0 6

19786 Genome of the butterfly hillstream loach provides insights into adaptations to torrential mountain
stream life. Molecular Ecology Resources, 2021, 21, 1922-1935. 2.2 1

19787 CPA: a web-based platform for consensus pathway analysis and interactive visualization. Nucleic Acids
Research, 2021, 49, W114-W124. 6.5 20

19788 Network-based identification of key master regulators associated with an immune-silent cancer
phenotype. Briefings in Bioinformatics, 2021, 22, . 3.2 11

19789 Therapeutic Targeting of Repurposed Anticancer Drugs in Alzheimerâ€™s Disease: Using the Multiomics
Approach. ACS Omega, 2021, 6, 13870-13887. 1.6 13

19790
Compartmentalized Proteomic Profiling Outlines the Crucial Role of the Classical Secretory Pathway
during Recombinant Protein Production in Chinese Hamster Ovary Cells. ACS Omega, 2021, 6,
12439-12458.

1.6 9

19791 Detection of copy number variants in African goats using whole genome sequence data. BMC
Genomics, 2021, 22, 398. 1.2 4

19792 Integration of the Microbiome, Metabolome and Transcriptomics Data Identified Novel Metabolic
Pathway Regulation in Colorectal Cancer. International Journal of Molecular Sciences, 2021, 22, 5763. 1.8 16

19793
Integrated strategy of LC-MS and network pharmacology for predicting active constituents and
pharmacological mechanisms of Ranunculus japonicus Thunb. for treating rheumatoid arthritis.
Journal of Ethnopharmacology, 2021, 271, 113818.

2.0 16

19794
ALDH2 deficiency induces atrial fibrillation through dysregulated cardiac sodium channel and
mitochondrial bioenergetics: A multi-omics analysis. Biochimica Et Biophysica Acta - Molecular Basis
of Disease, 2021, 1867, 166088.

1.8 8

19795 Setd1a Plays Pivotal Roles for the Survival and Proliferation of Retinal Progenitors via Histone
Modifications of Uhrf1. , 2021, 62, 1. 4

19796
Droplet-Based Microfluidic High Throughput Screening of Corynebacterium glutamicum for Efficient
Heterologous Protein Production and Secretion. Frontiers in Bioengineering and Biotechnology,
2021, 9, 668513.

2.0 16

19797 Construction of circRNAâ€•miRNAâ€•mRNA network in the pathogenesis of recurrent implantation failure
using integrated bioinformatics study. Journal of Cellular and Molecular Medicine, 2022, 26, 1853-1864. 1.6 10



1088

Citation Report

# Article IF Citations

19798
Hypertrophic signaling compensates for contractile and metabolic consequences of DNA
methyltransferase 3A loss in human cardiomyocytes. Journal of Molecular and Cellular Cardiology,
2021, 154, 115-123.

0.9 3

19799
Analyses of transcriptomics and metabolomics reveal pathway of vacuolar Sur7 contributed to
biocontrol potential of entomopathogenic Beauveria bassiana. Journal of Invertebrate Pathology,
2021, 181, 107564.

1.5 4

19800
Combining Metabolic Alkyne Labeling and Click Chemistry for Secretome Analysis of
<scp>Serumâ€•Containing</scp> Conditioned Medium<sup>â€ </sup>. Chinese Journal of Chemistry, 2021,
39, 1843-1848.

2.6 7

19801 The effect of endophytic fungi on growth and nickel accumulation in Noccaea hyperaccumulators.
Science of the Total Environment, 2021, 768, 144666. 3.9 19

19802 aScan: A Novel Method for the Study of Allele Specific Expression in Single Individuals. Journal of
Molecular Biology, 2021, 433, 166829. 2.0 1

19803 Bioinformatics-based Identification of Key Pathways and Hub Genes of Traumatic Brain Injury in a Rat
Model. Current Medical Science, 2021, 41, 610-617. 0.7 2

19804 Integrated transcriptomic and proteomic analysis of microplasts derived from
macrophageâ€•conditioned mediumâ€•treated MCFâ€•7 breast cancer cells. FEBS Letters, 2021, 595, 1844-1860. 1.3 1

19805 Proteome reprogramming of endometrial epithelial cells by human trophectodermal small
extracellular vesicles reveals key insights into embryo implantation. Proteomics, 2021, 21, e2000210. 1.3 18

19806 Analysis of Zika virus capsid-Aedes aegypti mosquito interactome reveals pro-viral host factors
critical for establishing infection. Nature Communications, 2021, 12, 2766. 5.8 19

19807 Effect of Ecdysterone on the Hepatic Transcriptome and Lipid Metabolism in Lean and Obese Zucker
Rats. International Journal of Molecular Sciences, 2021, 22, 5241. 1.8 6

19808 Repression of endogenous retroviruses prevents antiviral immune response and is required for
mammary gland development. Cell Stem Cell, 2021, 28, 1790-1804.e8. 5.2 10

19809 Multidimensional study of CDCA family members in gastric carcinoma with prognostic value. Bosnian
Journal of Basic Medical Sciences, 2021, , . 0.6 0

19810 Systematic analysis of migration factors by MigExpress identifies essential cell migration control
genes in nonâ€•small cell lung cancer. Molecular Oncology, 2021, 15, 1797-1817. 2.1 9

19811 Identification of the biological function of miR-9 in spinal cord ischemia-reperfusion injury in rats.
PeerJ, 2021, 9, e11440. 0.9 3

19812
Basidiomycetes Are Particularly Sensitive to Bacterial Volatile Compounds: Mechanistic Insight Into
the Case Study of Pseudomonas protegens Volatilome Against Heterobasidion abietinum. Frontiers in
Microbiology, 2021, 12, 684664.

1.5 14

19813 Co-expression Network Revealed Roles of RNA m6A Methylation in Human Î²-Cell of Type 2 Diabetes
Mellitus. Frontiers in Cell and Developmental Biology, 2021, 9, 651142. 1.8 7

19814 Proteomic profiling of murine biliary-derived hepatic organoids and their capacity for drug
disposition, bioactivation and detoxification. Archives of Toxicology, 2021, 95, 2413-2430. 1.9 2

19815 Peripheral Insulin Regulates a Broad Network of Gene Expression in Hypothalamus, Hippocampus, and
Nucleus Accumbens. Diabetes, 2021, 70, 1857-1873. 0.3 21



1089

Citation Report

# Article IF Citations

19816 Regulatory T Cell-Related Gene Biomarkers in the Deterioration of Atherosclerosis. Frontiers in
Cardiovascular Medicine, 2021, 8, 661709. 1.1 16

19817 Liver Transcriptome Dynamics During Hibernation Are Shaped by a Shifting Balance Between
Transcription and RNA Stability. Frontiers in Physiology, 2021, 12, 662132. 1.3 11

19818
Integrating Study on Qualitative and Quantitative Characterization of the Major Constituents in
Shuanghuanglian Injection with UHPLC/Q-Orbitrap-MS and UPLC-PDA. Journal of Analytical Methods in
Chemistry, 2021, 2021, 1-11.

0.7 4

19819 Elevated Expression of PDZD11 Is Associated With Poor Prognosis and Immune Infiltrates in
Hepatocellular Carcinoma. Frontiers in Genetics, 2021, 12, 669928. 1.1 3

19820 Epidermal Growth Factor Receptor Mutation Mechanisms in Nonsmall Cell Lung Cancer by
Transcriptome Sequencing. Cancer Biotherapy and Radiopharmaceuticals, 2022, 37, 560-568. 0.7 3

19821 Exploring the genetic features and signatures of selection in South China indigenous pigs. Journal of
Integrative Agriculture, 2021, 20, 1359-1371. 1.7 9

19822 Transcriptome analysis of potential candidate genes and molecular pathways in colitis-associated
colorectal cancer of Mkp-1-deficient mice. BMC Cancer, 2021, 21, 607. 1.1 5

19823 FOXM1 repression increases mitotic death upon antimitotic chemotherapy through BMF upregulation.
Cell Death and Disease, 2021, 12, 542. 2.7 10

19824 Repression of CTSG, ELANE and PRTN3-mediated histone H3 proteolytic cleavage promotes
monocyte-to-macrophage differentiation. Nature Immunology, 2021, 22, 711-722. 7.0 36

19826 Functions of CXC chemokines as biomarkers and potential therapeutic targets in the hepatocellular
carcinoma microenvironment. Translational Cancer Research, 2021, 10, 2169-2187. 0.4 9

19827 Hypoxia-Induced miR-148a Downregulation Contributes to Poor Survival in Colorectal Cancer.
Frontiers in Genetics, 2021, 12, 662468. 1.1 16

19828 Epigenetic silencing by SETDB1 suppresses tumour intrinsic immunogenicity. Nature, 2021, 595, 309-314. 13.7 181

19829 Meta-Analysis of Heifer Traits Identified Reproductive Pathways in Bos indicus Cattle. Genes, 2021, 12,
768. 1.0 27

19830 Fibroblast dedifferentiation as a determinant of successful regeneration. Developmental Cell, 2021,
56, 1541-1551.e6. 3.1 68

19831 Integrated analysis of the genomic and transcriptional profile of high-grade gliomas in different age
groups. Clinical Immunology, 2021, 226, 108719. 1.4 1

19832 Integrated Pharmacological Analysis on the Mechanism of Fuyou Formula in Treating Precocious
Puberty. Frontiers in Pharmacology, 2021, 12, 649732. 1.6 5

19834 A ten N6â€•methyladenosineâ€•related long nonâ€•coding RNAs signature predicts prognosis of tripleâ€•negative
breast cancer. Journal of Clinical Laboratory Analysis, 2021, 35, e23779. 0.9 22

19835 Codon Effect on the Entire Genome Based upon Genome-Wide Recoded Escherichia coli. , 2021, , . 0



1090

Citation Report

# Article IF Citations

19836 Dissecting the impact of regional identity and the oncogenic role of human-specific NOTCH2NL in an
hESC model of H3.3G34R-mutant glioma. Cell Stem Cell, 2021, 28, 894-905.e7. 5.2 36

19837
Integrated Strategy of Network Pharmacological Prediction and Experimental Validation Elucidate
Possible Mechanism of Bu-Yang Herbs in Treating Postmenopausal Osteoporosis via ESR1. Frontiers in
Pharmacology, 2021, 12, 654714.

1.6 16

19838 LSTMCNNsucc: A Bidirectional LSTM and CNN-Based Deep Learning Method for Predicting Lysine
Succinylation Sites. BioMed Research International, 2021, 2021, 1-10. 0.9 19

19839 SIRT7 regulates lipogenesis in adipocytes through deacetylation of PPARÎ³2. Journal of Diabetes
Investigation, 2021, 12, 1765-1774. 1.1 9

19840 MAPK14 over-expression is a transcriptomic feature of polycythemia vera and correlates with adverse
clinical outcomes. Journal of Translational Medicine, 2021, 19, 233. 1.8 2

19841 In silico analysis suggests disruption of interactions between HAMP from hepatocytes and SLC40A1
from macrophages in hepatocellular carcinoma. BMC Medical Genomics, 2021, 14, 128. 0.7 5

19844 Characterization of Alternative Splicing (AS) Events during Chicken (Gallus gallus) Male Germ-Line
Stem Cell Differentiation with Single-Cell RNA-seq. Animals, 2021, 11, 1469. 1.0 4

19845 BRD4 methylation by the methyltransferase SETD6 regulates selective transcription to control mRNA
translation. Science Advances, 2021, 7, . 4.7 23

19846
A systematic dissection of the epigenomic heterogeneity of lung adenocarcinoma reveals two
different subclasses with distinct prognosis and core regulatory networks. Genome Biology, 2021, 22,
156.

3.8 17

19847 The Gene Expression Profile of the Song Control Nucleus HVC Shows Sex Specificity, Hormone
Responsiveness, and Species Specificity Among Songbirds. Frontiers in Neuroscience, 2021, 15, 680530. 1.4 10

19848 Immunotranscriptomic profiling the acute and clearance phases of a human challenge dengue virus
serotype 2 infection model. Nature Communications, 2021, 12, 3054. 5.8 14

19849
Two Enhancers Regulate HoxB Genes Expression During Retinoic Acid-Induced Early Embryonic Stem
Cells Differentiation Through Long-Range Chromatin Interactions. Stem Cells and Development, 2021,
30, 683-695.

1.1 2

19850 Human Gastric Cancer Stem Cell (GCSC) Markers Are Prognostic Factors Correlated With Immune
Infiltration of Gastric Cancer. Frontiers in Molecular Biosciences, 2021, 8, 626966. 1.6 6

19852
Systematic Pharmacology Reveals the Antioxidative Stress and Anti-Inflammatory Mechanisms of
Resveratrol Intervention in Myocardial Ischemia-Reperfusion Injury. Evidence-based Complementary
and Alternative Medicine, 2021, 2021, 1-15.

0.5 8

19853 Upregulated PPARG2 facilitates interaction with demethylated AKAP12 gene promoter and suppresses
proliferation in prostate cancer. Cell Death and Disease, 2021, 12, 528. 2.7 11

19854 Super.FELT: supervised feature extraction learning using triplet loss for drug response prediction
with multi-omics data. BMC Bioinformatics, 2021, 22, 269. 1.2 12

19855 Validation of the functions and prognostic values of synapse-associated proteins in lower-grade
glioma. Bioscience Reports, 2021, 41, . 1.1 6

19856 Cannabidiol Displays Proteomic Similarities to Antipsychotics in Cuprizone-Exposed Human
Oligodendrocytic Cell Line MO3.13. Frontiers in Molecular Neuroscience, 2021, 14, 673144. 1.4 3



1091

Citation Report

# Article IF Citations

19857
Priming With Toll-Like Receptor 3 Agonist Poly(I:C) Enhances Content of Innate Immune Defense
Proteins but Not MicroRNAs in Human Mesenchymal Stem Cell-Derived Extracellular Vesicles.
Frontiers in Cell and Developmental Biology, 2021, 9, 676356.

1.8 21

19858 Molecular Targets and Biological Functions of cAMP Signaling in Arabidopsis. Biomolecules, 2021, 11,
688. 1.8 21

19859 ACSAâ€•2 and GLAST classify subpopulations of multipotent and glialâ€•restricted cerebellar precursors.
Journal of Neuroscience Research, 2021, 99, 2228-2249. 1.3 6

19860 Identification of viral-mediated pathogenic mechanisms in neurodegenerative diseases using
network-based approaches. Briefings in Bioinformatics, 2021, 22, . 3.2 7

19862 MicroRNA-200c restoration reveals a cytokine profile to enhance M1 macrophage polarization in
breast cancer. Npj Breast Cancer, 2021, 7, 64. 2.3 19

19863 Endogenous SO2-dependent Smad3 redox modification controls vascular remodeling. Redox Biology,
2021, 41, 101898. 3.9 22

19864 HNF1A regulates colorectal cancer progression and drug resistance as a downstream of POU5F1.
Scientific Reports, 2021, 11, 10363. 1.6 11

19865 Figla promotes secondary follicle growth in mature mice. Scientific Reports, 2021, 11, 9842. 1.6 5

19866 MiR-15a-5p Confers Chemoresistance in Acute Myeloid Leukemia by Inhibiting Autophagy Induced by
Daunorubicin. International Journal of Molecular Sciences, 2021, 22, 5153. 1.8 16

19867 Therapeutic Effects of Naringin in Rheumatoid Arthritis: Network Pharmacology and Experimental
Validation. Frontiers in Pharmacology, 2021, 12, 672054. 1.6 48

19868 Potential effect of Maxing Shigan decoction against coronavirus disease 2019 (COVID-19) revealed by
network pharmacology and experimental verification. Journal of Ethnopharmacology, 2021, 271, 113854. 2.0 50

19869 PERK Signaling Controls Myoblast Differentiation by Regulating MicroRNA Networks. Frontiers in
Cell and Developmental Biology, 2021, 9, 670435. 1.8 11

19870 XIAP, commonly targeted by tumor suppressive miR-3607-5p and miR-3607-3p, promotes proliferation and
inhibits apoptosis in hepatocellular carcinoma. Genomics, 2021, 113, 933-945. 1.3 9

19872 Lipopolysaccharideâ€•regulated secretion of soluble and vesicleâ€•based proteins from a panel of
colorectal cancer cell lines. Proteomics - Clinical Applications, 2021, 15, 1900119. 0.8 2

19873
Distinct Concentration-Dependent Molecular Pathways Regulate Bone Cell Responses to Cobalt and
Chromium Exposure from Joint Replacement Prostheses. International Journal of Molecular Sciences,
2021, 22, 5225.

1.8 3

19874 Mapping the transcriptomic changes of endothelial compartment in human hippocampus across aging
and mild cognitive impairment. Biology Open, 2021, 10, . 0.6 5

19876
Proteomic Exploration of Plasma Exosomes and Other Small Extracellular Vesicles in Pediatric
Hodgkin Lymphoma: A Potential Source of Biomarkers for Relapse Occurrence. Diagnostics, 2021, 11,
917.

1.3 13

19877 Identification of genes associated with litter size combining genomic approaches in Luzhong mutton
sheep. Animal Genetics, 2021, 52, 545-549. 0.6 20



1092

Citation Report

# Article IF Citations

19878 Genome-wide bioinformatic analyses predict key host and viral factors in SARS-CoV-2 pathogenesis.
Communications Biology, 2021, 4, 590. 2.0 38

19879 Early-Life Exposure to Environmental Contaminants Perturbs the Sperm Epigenome and Induces
Negative Pregnancy Outcomes for Three Generations via the Paternal Lineage. Epigenomes, 2021, 5, 10. 0.8 13

19880 Analysis of Gastric Cancer Transcriptome Allows the Identification of Histotype Specific Molecular
Signatures With Prognostic Potential. Frontiers in Oncology, 2021, 11, 663771. 1.3 15

19881
Comparative transcriptomics between Drosophila mojavensis and D. arizonae reveals transgressive
gene expression and underexpression of spermatogenesis-related genes in hybrid testes. Scientific
Reports, 2021, 11, 9844.

1.6 12

19882
Effect of Cryoablation Treatment on the Protein Expression Profile of Low-Grade Central
Chondrosarcoma Identified by LC-ESI-MS/MS. Journal of the American Society for Mass Spectrometry,
2021, 32, 1469-1489.

1.2 2

19883 Human ESC-derived MSCs enhance fat engraftment by promoting adipocyte reaggregation, secreting
CCL2 and mobilizing macrophages. Biomaterials, 2021, 272, 120756. 5.7 8

19884 Salinityâ€•induced Changes in Gene Expression in the Streptophyte Alga <i>Chara</i>: The Critical Role of
a Rare Na<sup>+</sup>â€•ATPase. Journal of Phycology, 2021, 57, 1004-1013. 1.0 6

19885 Metabolic expression profiling stratifies diffuse lower-grade glioma into three distinct tumour
subtypes. British Journal of Cancer, 2021, 125, 255-264. 2.9 9

19886 Indirect podocyte injury manifested in a partial podocytectomy mouse model. American Journal of
Physiology - Renal Physiology, 2021, 320, F922-F933. 1.3 9

19887 Thymic development of gut-microbiota-specific T cells. Nature, 2021, 594, 413-417. 13.7 108

19888 Rcl1 depletion impairs 18S pre-rRNA processing at the A1-site and up-regulates a cohort of ribosome
biogenesis genes in zebrafish. Nucleic Acids Research, 2021, 49, 5743-5759. 6.5 7

19889 Transcription Landscape of the Early Developmental Biology in Pigs. Animals, 2021, 11, 1443. 1.0 3

19891 Cytotoxic lymphocytes target characteristic biophysical vulnerabilities in cancer. Immunity, 2021, 54,
1037-1054.e7. 6.6 56

19892 Association of urinary ketamine and APOA1 levels with bladder dysfunction in ketamine abusers
revealed via proteomics and targeted metabolite analyses. Scientific Reports, 2021, 11, 9583. 1.6 3

19893 Empagliflozin Inhibits IL-1Î²-Mediated Inflammatory Response in Human Proximal Tubular Cells.
International Journal of Molecular Sciences, 2021, 22, 5089. 1.8 15

19894
Exploring the Mechanism of Zhibai Dihuang Decoction in the Treatment of Ureaplasma
Urealyticum-Induced Orchitis Based on Integrated Pharmacology. Frontiers in Pharmacology, 2021, 12,
602543.

1.6 5

19895 Single-cell joint detection of chromatin occupancy and transcriptome enables higher-dimensional
epigenomic reconstructions. Nature Methods, 2021, 18, 652-660. 9.0 57

19896
Comprehensive Analysis and Identification of Key Driver Genes for Distinguishing Between Esophageal
Adenocarcinoma and Squamous Cell Carcinoma. Frontiers in Cell and Developmental Biology, 2021, 9,
676156.

1.8 8



1093

Citation Report

# Article IF Citations

19897 A proteomic-informed view of the changes induced by loss of cellular adherence: The example of
mouse macrophages. PLoS ONE, 2021, 16, e0252450. 1.1 2

19898 Genome wide association study for the identification of genes associated with tail fat deposition in
Chinese sheep breeds. Biology Open, 2021, 10, . 0.6 16

19899 IP 3 R attenuates oxidative stress and inflammation damage in smokingâ€•induced COPD by promoting
autophagy. Journal of Cellular and Molecular Medicine, 2021, 25, 6174. 1.6 3

19900 Calreticulin Deficiency Disturbs Ribosome Biogenesis and Results in Retardation in Embryonic Kidney
Development. International Journal of Molecular Sciences, 2021, 22, 5858. 1.8 4

19901 Transcriptomic and metabolomic characterization of post-hatch metabolic reprogramming during
hepatic development in the chicken. BMC Genomics, 2021, 22, 380. 1.2 7

19902 Epigenetic control of regionâ€•specific transcriptional programs in mouse cerebellar and cortical
astrocytes. Glia, 2021, 69, 2160-2177. 2.5 13

19903 Effects of Salvia miltiorrhiza extract on lung adenocarcinoma. Experimental and Therapeutic
Medicine, 2021, 22, 794. 0.8 4

19904 ITGA2, LAMB3, and LAMC2 may be the potential therapeutic targets in pancreatic ductal
adenocarcinoma: an integrated bioinformatics analysis. Scientific Reports, 2021, 11, 10563. 1.6 31

19905 The landscape of gene co-expression modules correlating with prognostic genetic abnormalities in
AML. Journal of Translational Medicine, 2021, 19, 228. 1.8 17

19906 Plasma proteomics analysis of adolescent idiopathic scoliosis patients revealed by
Quadrupoleâ€•Orbitrap mass spectrometry. Proteomics - Clinical Applications, 2021, 15, e2100002. 0.8 5

19907 Impairment of the ER/mitochondria compartment in human cardiomyocytes with PLN p.Arg14del
mutation. EMBO Molecular Medicine, 2021, 13, e13074. 3.3 34

19908 Identification of upregulated NF-ÎºB inhibitor alpha and IRAK3 targeting lncRNA following intracranial
aneurysm rupture-induced subarachnoid hemorrhage. BMC Neurology, 2021, 21, 197. 0.8 9

19910 Nicotinamide riboside attenuates age-associated metabolic and functional changes in hematopoietic
stem cells. Nature Communications, 2021, 12, 2665. 5.8 45

19911 Systemic Bioinformatic Analyses of Nuclear-Encoded Mitochondrial Genes in Hypertrophic
Cardiomyopathy. Frontiers in Genetics, 2021, 12, 670787. 1.1 1

19912 Comprehensive analysis of prognostic value and immune infiltration of kindlin family members in
non-small cell lung cancer. BMC Medical Genomics, 2021, 14, 119. 0.7 7

19913 Co-occupancy identifies transcription factor co-operation for axon growth. Nature Communications,
2021, 12, 2555. 5.8 8

19914 Analysis of Circulating miRNA Profile in Plasma Samples of Glioblastoma Patients. International
Journal of Molecular Sciences, 2021, 22, 5058. 1.8 6

19915 Expression Characteristics of microRNA in Pig Umbilical Venous Blood and Umbilical Arterial Blood.
Animals, 2021, 11, 1563. 1.0 5



1094

Citation Report

# Article IF Citations

19916 Exploration of the developmental toxicity of TCS and PFOS to zebrafish embryos by whole-genome
gene expression analyses. Environmental Science and Pollution Research, 2021, 28, 56032-56042. 2.7 7

19917 Simultaneous analysis of cellular glycoproteome and phosphoproteome in cervical carcinoma by
one-pot specific enrichment. Analytica Chimica Acta, 2022, 1195, 338693. 2.6 12

19918 GLIS1, a potential candidate gene affect fat deposition in sheep tail. Molecular Biology Reports, 2021,
48, 4925-4931. 1.0 12

19919 Proteomic Analysis of Humoral Immune Components in Bronchoalveolar Lavage of Patients Infected
or Colonized by Aspergillus fumigatus. Frontiers in Immunology, 2021, 12, 677798. 2.2 4

19920 Comparative Analysis of Public Data Sets to Identify Stemness Markers That Differentiate Liver Cancer
Stem Cells. Studies in Health Technology and Informatics, 2021, 281, 818-819. 0.2 1

19921 SANS (USH1G) regulates pre-mRNA splicing by mediating the intra-nuclear transfer of tri-snRNP
complexes. Nucleic Acids Research, 2021, 49, 5845-5866. 6.5 16

19922
Genome stabilization by RAD51â€•stimulatory compound 1 enhances efficiency of somatic cell nuclear
transferâ€•mediated reprogramming and fullâ€•term development of cloned mouse embryos. Cell
Proliferation, 2021, 54, e13059.

2.4 7

19923 Kinome analyses of Candida albicans, C. parapsilosis and C. tropicalis enable novel kinases as
therapeutic drug targets in candidiasis. Gene, 2021, 780, 145530. 1.0 3

19924 Asymmetrical effects of autopolyploidization on organ size and gene expression in Brassica rapa and
B. oleracea. Scientia Horticulturae, 2021, 282, 109991. 1.7 1

19925 Cancer stem cell marker DCLK1 reprograms small extracellular vesicles toward migratory phenotype
in gastric cancer cells. Proteomics, 2021, 21, e2000098. 1.3 15

19926 The RNA content of human sperm reflects prior events in spermatogenesis and potential
post-fertilization effects. Molecular Human Reproduction, 2021, 27, . 1.3 15

19927
Tea polyphenols and Levofloxacin alleviate the lung injury of hepatopulmonary syndrome in common
bile duct ligation rats through Endotoxin -TNF signaling. Biomedicine and Pharmacotherapy, 2021, 137,
111263.

2.5 8

19928 Signature RNAS and related regulatory roles in type 1 diabetes mellitus based on competing
endogenous RNA regulatory network analysis. BMC Medical Genomics, 2021, 14, 133. 0.7 4

19929 Exploration of Alternative Splicing Events in Mesenchymal Stem Cells from Human Induced
Pluripotent Stem Cells. Genes, 2021, 12, 737. 1.0 4

19930 The Value of Immune-Related Genes Signature in Osteosarcoma Based on Weighted Gene Co-expression
Network Analysis. Journal of Immunology Research, 2021, 2021, 1-17. 0.9 26

19931 Transcriptome Analysis Reveals the Role of Cellular Calcium Disorder in Varicella Zoster
Virus-Induced Post-Herpetic Neuralgia. Frontiers in Molecular Neuroscience, 2021, 14, 665931. 1.4 17

19932 KDM4 orchestrates epigenomic remodeling of senescent cells and potentiates the
senescence-associated secretory phenotype. Nature Aging, 2021, 1, 454-472. 5.3 31

19933 Local delivery of FTY720 induces neutrophil activation through chemokine signaling in an oronasal
fistula model. Regenerative Engineering and Translational Medicine, 2021, 7, 160-174. 1.6 1



1095

Citation Report

# Article IF Citations

19934 Identification of Critical Genes and Signaling Pathways in Human Monocytes Following High-Intensity
Exercise. Healthcare (Switzerland), 2021, 9, 618. 1.0 2

19936 Identification of Differentially Expressed circRNAs, miRNAs, and Genes in Patients Associated with
Cartilaginous Endplate Degeneration. BioMed Research International, 2021, 2021, 1-17. 0.9 0

19937 Effect of TNFÎ± stimulation on expression of kidney risk inflammatory proteins in human umbilical vein
endothelial cells cultured in hyperglycemia. Scientific Reports, 2021, 11, 11133. 1.6 2

19938 mTORC1 promotes cell growth via m6A-dependent mRNA degradation. Molecular Cell, 2021, 81,
2064-2075.e8. 4.5 50

19939 PP1 regulatory subunit NIPP1 regulates transcription of E2F1 target genes following DNA damage.
Cancer Science, 2021, 112, 2739-2752. 1.7 3

19940 A potential role for somatostatin signaling in regulating retinal neurogenesis. Scientific Reports,
2021, 11, 10962. 1.6 7

19941 Reprogramming Extracellular Vesicles for Protein Therapeutics Delivery. Pharmaceutics, 2021, 13, 768. 2.0 18

19943 Mediterranean diet enriched in extra-virgin olive oil or nuts modulates circulating exosomal
non-coding RNAs. European Journal of Nutrition, 2021, 60, 4279-4293. 1.8 21

19944
Application of multi-omics data integration and machine learning approaches to identify epigenetic
and transcriptomic differences between in vitro and in vivo produced bovine embryos. PLoS ONE, 2021,
16, e0252096.

1.1 11

19945 Bioinformatics, Molecular Docking and Experiments In Vitro Analyze the Prognostic Value of CXC
Chemokines in Breast Cancer. Frontiers in Oncology, 2021, 11, 665080. 1.3 15

19946 Small-molecule inhibition of Lats kinases may promote Yap-dependent proliferation in postmitotic
mammalian tissues. Nature Communications, 2021, 12, 3100. 5.8 76

19947 Proteomic analysis of human frontal and temporal cortex using iTRAQ-based 2D LC-MS/MS. Chinese
Neurosurgical Journal, 2021, 7, 27. 0.3 2

19948 Long Noncoding RNA CTD-2245E15.3 Promotes Anabolic Enzymes ACC1 and PC to Support Nonâ€“Small
Cell Lung Cancer Growth. Cancer Research, 2021, 81, 3509-3524. 0.4 21

19951 Comprehensive analysis of the long nonâ€‘coding RNA expression profile and functional roles in a
contrastâ€‘induced acute kidney injury rat model. Experimental and Therapeutic Medicine, 2021, 22, 739. 0.8 2

19952 Transcriptome Analysis Reveals the Profile of Long Non-coding RNAs During Chicken Muscle
Development. Frontiers in Physiology, 2021, 12, 660370. 1.3 3

19954 Prostaglandin E2 Enhances Aged Hematopoietic Stem Cell Function. Stem Cell Reviews and Reports,
2021, 17, 1840-1854. 1.7 3

19955 Upregulation of hsa-miR-196a-5p is associated with MIR196A2 methylation and affects the malignant
biological behaviors of glioma. Genomics, 2021, 113, 1001-1010. 1.3 13

19957 Kuanxiong Aerosol (å®½èƒ¸æ°”é›¾å‰‚) in Treatment of Angina Pectoris: A Literature Review and Network
Pharmacology. Chinese Journal of Integrative Medicine, 2021, 27, 470-480. 0.7 2



1096

Citation Report

# Article IF Citations

19958 Human placental cytotrophoblast epigenome dynamics over gestation and alterations in placental
disease. Developmental Cell, 2021, 56, 1238-1252.e5. 3.1 29

19959 Reproductive history determines <i>Erb</i> <i>b</i> <i>2</i> locus amplification, WNT signalling and
tumour phenotype in a murine breast cancer model. DMM Disease Models and Mechanisms, 2021, 14, . 1.2 3

19962 Poor Endometrial Proliferation After Clomiphene is Associated With Altered Estrogen Action.
Journal of Clinical Endocrinology and Metabolism, 2021, 106, 2547-2565. 1.8 13

19965 Mechanism of hydrogen on cervical cancer suppression revealed by highâ€‘throughput RNA sequencing.
Oncology Reports, 2021, 46, . 1.2 6

19967 Bioinformatic analysis of the expression and prognosis of ZNF589 in human breast cancer.
Translational Cancer Research, 2021, 10, 2286-2304. 0.4 2

19968 Gastric Serotonin Biosynthesis and Its Functional Role in L-Arginine-Induced Gastric Proton
Secretion. International Journal of Molecular Sciences, 2021, 22, 5881. 1.8 4

19969 CancerSiamese: one-shot learning for predicting primary and metastatic tumor types unseen during
model training. BMC Bioinformatics, 2021, 22, 244. 1.2 8

19970 ConsRM: collection and large-scale prediction of the evolutionarily conserved RNA methylation sites,
with implications for the functional epitranscriptome. Briefings in Bioinformatics, 2021, 22, . 3.2 34

19971 The potential roles of lncRNAs DUXAP8, LINC00963, and FOXD2-AS1 in luminal breast cancer based on
expression analysis and bioinformatic approaches. Human Cell, 2021, 34, 1227-1243. 1.2 8

19972 Bioinformatics analysis of a TF-miRNA-lncRNA regulatory network in major depressive disorder.
Psychiatry Research, 2021, 299, 113842. 1.7 13

19973 Loss of function mutations in GEMIN5 cause a neurodevelopmental disorder. Nature Communications,
2021, 12, 2558. 5.8 28

19974 Constraintâ€•based models for dominating protein interaction networks. IET Systems Biology, 2021, 15,
148-162. 0.8 3

19975 A SEARCH FOR GENOMIC VARIANTS ASSOCIATED WITH BODY WEIGHT IN SHEEP BASED ON HIGH DENSITY
SNP GENOTYPES ANALYSIS. Sel'skokhozyaistvennaya Biologiya, 2021, 56, 279-291. 0.1 2

19976 Identification of significant genes as prognostic markers and potential tumor suppressors in lung
adenocarcinoma via bioinformatical analysis. BMC Cancer, 2021, 21, 616. 1.1 17

19977 Disruption of paternal circadian rhythm affects metabolic health in male offspring via nongerm cell
factors. Science Advances, 2021, 7, . 4.7 11

19978 Defining the Caprin-1 Interactome in Unstressed and Stressed Conditions. Journal of Proteome
Research, 2021, 20, 3165-3178. 1.8 20

19979 A high-quality bonobo genome refines the analysis of hominid evolution. Nature, 2021, 594, 77-81. 13.7 39

19980 Comprehensive Analysis of the Relationship Between Metabolic Reprogramming and Immune Function
in Prostate Cancer. OncoTargets and Therapy, 2021, Volume 14, 3251-3266. 1.0 6



1097

Citation Report

# Article IF Citations

19981 Single-keratinocyte transcriptomic analyses identify different clonal types and proliferative potential
mediated by FOXM1 in human epidermal stem cells. Nature Communications, 2021, 12, 2505. 5.8 31

19982 A small-molecule Psora-4 acts as a caloric restriction mimetic to promote longevity in C. elegans.
GeroScience, 2022, 44, 1029-1046. 2.1 1

19983 Effect of Graphene and Graphene Oxide on Airway Barrier and Differential Phosphorylation of
Proteins in Tight and Adherens Junction Pathways. Nanomaterials, 2021, 11, 1283. 1.9 6

19984 miR-33-3p Regulates PC12 Cell Proliferation and Differentiation In Vitro by Targeting Slc29a1.
Neurochemical Research, 2021, 46, 2403-2414. 1.6 2

19985 Toward comprehensive functional analysis of gene lists weighted by gene essentiality scores.
Bioinformatics, 2021, 37, 4399-4404. 1.8 9

19987 Prediction of human-Streptococcus pneumoniae protein-protein interactions using logistic
regression. Computational Biology and Chemistry, 2021, 92, 107492. 1.1 6

19990 Conservation of Zebrafish MicroRNA-145 and Its Role during Neural Crest Cell Development. Genes,
2021, 12, 1023. 1.0 5

19992 Immune-Related Genes: Potential Prognostic Factors and Regulatory Targets for Cervical Carcinoma.
Journal of Nanomaterials, 2021, 2021, 1-15. 1.5 0

19993 Age-dependent shift in the de novo proteome accompanies pathogenesis in an Alzheimerâ€™s disease
mouse model. Communications Biology, 2021, 4, 823. 2.0 19

19994 Proteomic responses of the coccolithophore <i>Emiliania huxleyi</i> to zinc limitation and trace
metal substitution. Environmental Microbiology, 2022, 24, 819-834. 1.8 5

19995 Histone H2B ubiquitination mediated chromatin relaxation is essential for the induction of somatic
cell reprogramming. Cell Proliferation, 2021, 54, e13080. 2.4 5

19996 Vaccinia virus hijacks ESCRT-mediated multivesicular body formation for virus egress. Life Science
Alliance, 2021, 4, e202000910. 1.3 15

19997 Exosomal circRNA in Digestive System Tumors: The Main Player or Coadjuvants?. Frontiers in
Oncology, 2021, 11, 614462. 1.3 7

19998 Loss of Wnt16 Leads to Skeletal Deformities and Downregulation of Bone Developmental Pathway in
Zebrafish. International Journal of Molecular Sciences, 2021, 22, 6673. 1.8 9

19999
Exploring the Regulatory Mechanism of Hedysarum Multijugum Maxim.-Chuanxiong Rhizoma
Compound on HIF-VEGF Pathway and Cerebral Ischemia-Reperfusion Injuryâ€™s Biological Network Based
on Systematic Pharmacology. Frontiers in Pharmacology, 2021, 12, 601846.

1.6 10

20000 Comprehensive Analysis of the Transcriptome-Wide m6A Methylome in Pterygium by MeRIP Sequencing.
Frontiers in Cell and Developmental Biology, 2021, 9, 670528. 1.8 6

20003
A Network Pharmacology Approach to Reveal the Underlying Mechanisms of Zuogui Yin in the
Treatment of Male Infertility. Combinatorial Chemistry and High Throughput Screening, 2021, 24,
803-813.

0.6 2

20004 PIGNON: a proteinâ€“protein interaction-guided functional enrichment analysis for quantitative
proteomics. BMC Bioinformatics, 2021, 22, 302. 1.2 4



1098

Citation Report

# Article IF Citations

20005 Ex vivo and in vivo chemoprotective activity and potential mechanism of Martynoside against
5-fluorouracil-induced bone marrow cytotoxicity. Biomedicine and Pharmacotherapy, 2021, 138, 111501. 2.5 7

20007 Characterization of hyperglycemia due to sub-chronic administration of red ginseng extract via
comparative global proteomic analysis. Scientific Reports, 2021, 11, 12374. 1.6 2

20008 A two-miRNA signature of upregulated miR-185-5p and miR-362-5p as a blood biomarker for breast
cancer. Pathology Research and Practice, 2021, 222, 153458. 1.0 16

20009 Role of opiorphin genes in prostate cancer growth and progression. Future Oncology, 2021, 17,
2209-2223. 1.1 3

20010 Identification of Common Driver Gene Modules and Associations between Cancers through Integrated
Network Analysis. Global Challenges, 2021, 5, 2100006. 1.8 2

20011 Genome-Wide Transcriptomic Analysis of Non-Tumorigenic Tissues Reveals Aging-Related Prognostic
Markers and Drug Targets in Renal Cell Carcinoma. Cancers, 2021, 13, 3045. 1.7 10

20012 SMARCB1 deletion in atypical teratoid rhabdoid tumors results in human endogenous retrovirus K
(HML-2) expression. Scientific Reports, 2021, 11, 12893. 1.6 17

20013 Plasma Proteomic Profile Predicts Survival in Heart Failure With Reduced Ejection Fraction.
Circulation Genomic and Precision Medicine, 2021, 14, e003140. 1.6 11

20015 Meiosis-specific ZFP541 repressor complex promotes developmental progression of meiotic prophase
towards completion during mouse spermatogenesis. Nature Communications, 2021, 12, 3184. 5.8 17

20016 Investigation of a Hypoxia-Immune-Related Microenvironment Gene Signature and Prediction Model
for Idiopathic Pulmonary Fibrosis. Frontiers in Immunology, 2021, 12, 629854. 2.2 18

20017
Analyzing Metabolic States of Adipogenic and Osteogenic Differentiation in Human Mesenchymal Stem
Cells via Genome Scale Metabolic Model Reconstruction. Frontiers in Cell and Developmental
Biology, 2021, 9, 642681.

1.8 5

20018 Comprehensive analysis of lncRNA biomarkers in kidney renal clear cell carcinoma by lncRNA-mediated
ceRNA network. PLoS ONE, 2021, 16, e0252452. 1.1 4

20019 Identifying cytokine signaling signatures in primary human Th-1 cells by phospho-proteomics analysis.
STAR Protocols, 2021, 2, 100417. 0.5 0

20020
Identification and assessment of PLK1/2/3/4 in lung adenocarcinoma and lung squamous cell
carcinoma: Evidence from methylation profile. Journal of Cellular and Molecular Medicine, 2021, 25,
6652-6663.

1.6 9

20021 Integrated Analysis of Transcriptome and Histone Modifications in Granulosa Cells During Ovulation
in Female Mice. Endocrinology, 2021, 162, . 1.4 9

20022
Network Pharmacology-Based Dissection of the Active Ingredients and Protective Mechanism of the
<i>Salvia Miltiorrhiza</i> and <i>Panax Notoginseng</i> Herb Pair against Insulin Resistance. ACS
Omega, 2021, 6, 17276-17288.

1.6 5

20023 Identification of potential diagnostic biomarkers in MMPs for pancreatic carcinoma. Medicine (United) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 102 Td (States), 2021, 100, e26135.0.4 8

20024 Whole-transcriptome and proteome analyses identify key differentially expressed mRNAs, miRNAs,
lncRNAs and circRNAs associated with HCC. Oncogene, 2021, 40, 4820-4831. 2.6 14



1099

Citation Report

# Article IF Citations

20025 Cytotoxic, genotoxic, and toxicogenomic effects of dihydroxyacetone in human primary
keratinocytes. Cutaneous and Ocular Toxicology, 2021, 40, 232-240. 0.5 7

20026 Proteasome stress in skeletal muscle mounts a long-range protective response that delays retinal and
brain aging. Cell Metabolism, 2021, 33, 1137-1154.e9. 7.2 45

20027 Ubiquitination is essential for recovery of cellular activities after heat shock. Science, 2021, 372,
eabc3593. 6.0 86

20028 NFâ€•YCs modulate histone variant H2A.Z deposition to regulate photomorphogenic growth in
<i>Arabidopsis</i>. Journal of Integrative Plant Biology, 2021, 63, 1120-1132. 4.1 12

20030 Mass Spectrometric Analysis of Urine from COVID-19 Patients for Detection of SARS-CoV-2 Viral
Antigen and to Study Host Response. Journal of Proteome Research, 2021, 20, 3404-3413. 1.8 35

20031 NORMA: The Network Makeup Artist â€” A Web Tool for Network Annotation Visualization. Genomics,
Proteomics and Bioinformatics, 2022, 20, 578-586. 3.0 8

20032 Identification and Analysis of RNA Editing Events in Ovarian Serous Cystadenoma Using RNA-seq Data.
Current Gene Therapy, 2021, 21, 258-269. 0.9 4

20033 A Combined Morphological and Molecular Evolutionary Analysis of Karst-Environment Adaptation
for the Genus Urophysa (Ranunculaceae). Frontiers in Plant Science, 2021, 12, 667988. 1.7 2

20035 Pirfenidone modifies hepatic miRNAs expression in a model of MAFLD/NASH. Scientific Reports, 2021, 11,
11709. 1.6 12

20036
Identification of Susceptible Genes for Chronic Obstructive Pulmonary Disease with Lung
Adenocarcinoma by Weighted Gene Co-Expression Network Analysis. OncoTargets and Therapy, 2021,
Volume 14, 3625-3634.

1.0 2

20037 Cabozantinib promotes erythroid differentiation in K562 erythroleukemia cells through global
changes in gene expression and JNK activation. Cancer Gene Therapy, 2022, 29, 784-792. 2.2 4

20038 A network pharmacology approach to explore the mechanism of HuangZhi YiShen Capsule for
treatment of diabetic kidney disease. Journal of Translational Internal Medicine, 2021, 9, 98-113. 1.0 14

20039
Early 17Î²-estradiol treatment reduces seizures but not abnormal behaviour in mice with expanded
polyalanine tracts in the Aristaless related homeobox gene (ARX). Neurobiology of Disease, 2021, 153,
105329.

2.1 6

20040 A unique neurogenomic state emerges after aggressive confrontations in males of the fish Betta
splendens. Gene, 2021, 784, 145601. 1.0 3

20041 The miR-26 family regulates neural differentiation-associated microRNAs and mRNAs by directly
targeting REST. Journal of Cell Science, 2021, 134, . 1.2 10

20042 Induction of interferon signaling and allograft inflammatory factor 1 in macrophages in a mouse
model of breast cancer metastases. Wellcome Open Research, 2021, 6, 52. 0.9 6

20043 Human adipose tissue gene expression of solute carrier family 19 member 3 ( SLC19A3 ); relation to
obesity and weightâ€•loss.. Obesity Science and Practice, 2022, 8, 21-31. 1.0 3

20044 The effects of aging on molecular modulators of human embryo implantation. IScience, 2021, 24,
102751. 1.9 7



1100

Citation Report

# Article IF Citations

20045 Social isolation and group size are associated with divergent gene expression in the brain of ant
queens. Genes, Brain and Behavior, 2022, 21, e12758. 1.1 8

20046
Genotyping and Whole-Genome Resequencing of Welsh Sheep Breeds Reveal Candidate Genes and
Variants for Adaptation to Local Environment and Socioeconomic Traits. Frontiers in Genetics, 2021,
12, 612492.

1.1 8

20048 Operative list of genes associated with autism and neurodevelopmental disorders based on database
review. Molecular and Cellular Neurosciences, 2021, 113, 103623. 1.0 51

20050 Traditional Chinese medicine Bu-Shen-Jian-Pi-Fang attenuates glycolysis and immune escape in clear cell
renal cell carcinoma: results based on network pharmacology. Bioscience Reports, 2021, 41, . 1.1 14

20051 <i>In vivo</i>and<i>in vitro</i>human gene essentiality estimations capture contrasting functional
constraints. NAR Genomics and Bioinformatics, 2021, 3, lqab063. 1.5 1

20052 The Association between Tau Protein Level in Cerebrospinal Fluid and Cognitive Status: A Large-Scale
Analysis of GAAIN Database. Brain Sciences, 2021, 11, 861. 1.1 4

20053 DNMT3L promotes neural differentiation by enhancing STAT1 and STAT3 phosphorylation independent
of DNA methylation. Progress in Neurobiology, 2021, 201, 102028. 2.8 9

20054 Equine cervical remodeling during placentitis and the prepartum period: a transcriptomic approach.
Reproduction, 2021, 161, 603-621. 1.1 5

20055 In silico analysis and prediction of transcription factors of the proteins interacting with astrocyte
elevated gene-1. Computational Biology and Chemistry, 2021, 92, 107478. 1.1 3

20056 iTRAQ-Based proteomic dataset for bovine pre-ovulatory plasma and follicular fluid containing high
and low Estradiol. Data in Brief, 2021, 36, 106998. 0.5 0

20057
Network Pharmacology Analysis of the Effects of <i>Achyranthis Bidentatae Radix</i> Plus <i>Semen
Vaccariae</i> on Migraine-induced Erectile Dysfunction. Combinatorial Chemistry and High
Throughput Screening, 2022, 25, 1474-1487.

0.6 1

20058 Single-cell RNA-seq landscape midbrain cell responses to red spotted grouper nervous necrosis virus
infection. PLoS Pathogens, 2021, 17, e1009665. 2.1 20

20059 Mode of action evaluation for reduced reproduction in Daphnia pulex exposed to the insensitive
munition, 1-methyl-3-nitro-1-nitroguanidine (MeNQ). Ecotoxicology, 2021, 30, 1203-1215. 1.1 4

20060 Identification of key Genes and Pathways Associated With Thermal Stress in Peripheral Blood
Mononuclear Cells of Holstein Dairy Cattle. Frontiers in Genetics, 2021, 12, 662080. 1.1 18

20061 Expression profiles of radio-resistant genes in colorectal cancer cells. Radiation Medicine and
Protection, 2021, 2, 48-54. 0.4 0

20062 Binding between ROCK1 and DCTN2 triggers diabetesâ€‘associated centrosome amplification in colon
cancer cells. Oncology Reports, 2021, 46, . 1.2 1

20063 <i>In vitro and in vivo</i> estrogenic activity of triclosan. Journal of Toxicology and Environmental
Health - Part A: Current Issues, 2021, 84, 800-809. 1.1 10

20064 3D genome alterations associated with dysregulated HOXA13 expression in high-risk T-lineage acute
lymphoblastic leukemia. Nature Communications, 2021, 12, 3708. 5.8 24



1101

Citation Report

# Article IF Citations

20065 Tracing oncogene-driven remodelling of the intestinal stem cell niche. Nature, 2021, 594, 442-447. 13.7 56

20066 Plant-derived soybean peroxidase stimulates osteoblast collagen biosynthesis, matrix mineralization,
and accelerates bone regeneration in a sheep model. Bone Reports, 2021, 14, 101096. 0.2 2

20067 The loss of heterochromatin is associated with multiscale three-dimensional genome reorganization
and aberrant transcription during cellular senescence. Genome Research, 2021, 31, 1121-1135. 2.4 36

20068 In Vitro Characterization of the Innate Immune Pathways Engaged by Live and Inactivated Tick-Borne
Encephalitis Virus. Vaccines, 2021, 9, 664. 2.1 3

20069 Pharmacoepigenomics circuits induced by a novel retinoid-polyamine conjugate in human
immortalized keratinocytes. Pharmacogenomics Journal, 2021, 21, 638-648. 0.9 3

20070 Studies on the Role of the Transcription Factor Tcf21 in the Transdifferentiation of Parietal Epithelial
Cells into Podocyte-Like Cells. Cellular Physiology and Biochemistry, 2021, 55, 48-67. 1.1 2

20073 Reducing neutrophil exposure to oxygen allows their basal state maintenance. Immunology and Cell
Biology, 2021, 99, 782-789. 1.0 6

20074 PRISMA and BioID disclose a motifs-based interactome of the intrinsically disordered transcription
factor C/EBPÎ±. IScience, 2021, 24, 102686. 1.9 16

20075 Drug repurposing for hyperlipidemia associated disorders: An integrative network biology and
machine learning approach. Computational Biology and Chemistry, 2021, 92, 107505. 1.1 4

20077 Comprehensive Analysis of SFRP Family Members Prognostic Value and Immune Infiltration in Gastric
Cancer. Life, 2021, 11, 522. 1.1 7

20078 Association of Protein Z with Prediabetes and Type 2 Diabetes. Endocrinology and Metabolism, 2021, 36,
637-646. 1.3 5

20079 The AGE receptor, OST48 drives podocyte foot process effacement and basement membrane expansion
(alters structural composition). Endocrinology, Diabetes and Metabolism, 2021, 4, e00278. 1.0 4

20080
Exploring the changes of brain immune microenvironment in Alzheimerâ€™s disease based on PANDA
algorithm combined with blood brain barrier injury-related genes. Biochemical and Biophysical
Research Communications, 2021, 557, 159-165.

1.0 3

20081 A defective interleukin-17 receptor A1 causes weight loss and intestinal metabolism-related gene
downregulation in Japanese medaka, Oryzias latipes. Scientific Reports, 2021, 11, 12099. 1.6 4

20082 Integrative proteomic network analyses support depotâ€‘specific roles for leucine rich repeat LGI family
member 3 in adipose tissues. Experimental and Therapeutic Medicine, 2021, 22, 837. 0.8 3

20083
Involvement of the VEGF signaling pathway in immunosuppression and hypoxia stress: analysis of
mRNA expression in lymphocytes mediating panting in Jersey cattle under heat stress. BMC Veterinary
Research, 2021, 17, 209.

0.7 6

20084 Integrated MicroRNA Expression Profile Reveals Dysregulated miR-20a-5p and miR-200a-3p in Liver
Fibrosis. BioMed Research International, 2021, 2021, 1-10. 0.9 13

20085 Survival prediction based on the gene expression associated with cancer morphology and
microenvironment in primary central nervous system lymphoma. PLoS ONE, 2021, 16, e0251272. 1.1 7



1102

Citation Report

# Article IF Citations

20086 Blood RNA sequencing shows overlapping gene expression across COPD phenotype domains. Thorax,
2022, 77, 115-122. 2.7 6

20088 The combined action of CTCF and its testis-specific paralog BORIS is essential for spermatogenesis.
Nature Communications, 2021, 12, 3846. 5.8 18

20090 Light-induced changes in the suprachiasmatic nucleus transcriptome regulated by the ERK/MAPK
pathway. PLoS ONE, 2021, 16, e0249430. 1.1 5

20091 The<i>Toxoplasma</i>Polymorphic Effector GRA15 Mediates Seizure Induction by Modulating
Interleukin-1 Signaling in the Brain. MBio, 2021, 12, e0133121. 1.8 4

20092 Expression profiles and prognostic values of BolA family members in ovarian cancer. Journal of
Ovarian Research, 2021, 14, 75. 1.3 4

20093
Exploring the Mechanism of Berberine Intervention in Ulcerative Colitis from the Perspective of
Inflammation and Immunity Based on Systemic Pharmacology. Evidence-based Complementary and
Alternative Medicine, 2021, 2021, 1-11.

0.5 9

20094 Systemic Analysis of the DNA Replication Regulator MCM Complex in Ovarian Cancer and Its
Prognostic Value. Frontiers in Oncology, 2021, 11, 681261. 1.3 11

20095 Meta-analysis of gene signatures and key pathways indicates suppression of JNK pathway as a regulator
of chemo-resistance in AML. Scientific Reports, 2021, 11, 12485. 1.6 3

20096 Effect of fasting on protein metabolism in muscle tissue of Larimichthys crocea revealed by
transcriptome and proteome. Journal of Oceanology and Limnology, 2021, 39, 1972-1984. 0.6 3

20097 IP3-mediated Ca2+ signals regulate larval to pupal transition under nutrient stress through the H3K36
methyltransferase Set2. Development (Cambridge), 2021, 148, . 1.2 1

20098 Prognostic Biomarkers on a Competitive Endogenous RNA Network Reveals Overall Survival in
Triple-Negative Breast Cancer. Frontiers in Oncology, 2021, 11, 681946. 1.3 3

20100
Transcriptomic analysis of castration, chemo-resistant and metastatic prostate cancer elucidates
complex genetic crosstalk leading to disease progression. Functional and Integrative Genomics, 2021,
21, 451-472.

1.4 6

20101 Deciphering the Nature of Trp73 Isoforms in Mouse Embryonic Stem Cell Models: Generation of
Isoform-Specific Deficient Cell Lines Using the CRISPR/Cas9 Gene Editing System. Cancers, 2021, 13, 3182. 1.7 5

20102 Screening of Candidate Pathogenic Genes for Spontaneous Abortion using Whole Exome Sequencing.
Combinatorial Chemistry and High Throughput Screening, 2021, 24, . 0.6 0

20103 Exosomes Derived from Fisetin-Treated Keratinocytes Mediate Hair Growth Promotion. Nutrients, 2021,
13, 2087. 1.7 19

20104 Identification and Expression Analysis of miR160 and Their Target Genes in Cucumber. Biochemical
Genetics, 2022, 60, 127-152. 0.8 6

20105 Mass cytometry and transcriptomic profiling reveal bodyâ€•wide pathology induced by Loxl1 deficiency.
Cell Proliferation, 2021, 54, e13077. 2.4 4

20106
Parallel proteomic and phosphoproteomic analyses reveal cellobioseâ€•dependent regulation of
lignocellulase secretion in the filamentous fungus Neurospora crassa. GCB Bioenergy, 2021, 13,
1372-1387.

2.5 3



1103

Citation Report

# Article IF Citations

20107 Y2O3 Nanoparticles and X-ray Radiation-Induced Effects in Melanoma Cells. Molecules, 2021, 26, 3403. 1.7 11

20108 m<sup>6</sup>Aâ€•mediated alternative splicing coupled with nonsenseâ€•mediated mRNA decay regulates
SAM synthetase homeostasis. EMBO Journal, 2021, 40, e106434. 3.5 26

20109 Identification of microRNAs and gene regulatory networks in cleft lip common in humans and mice.
Human Molecular Genetics, 2021, 30, 1881-1893. 1.4 6

20110 Integrative Analysis of a Novel Eleven-Small Nucleolar RNA Prognostic Signature in Patients With
Lower Grade Glioma. Frontiers in Oncology, 2021, 11, 650828. 1.3 7

20111 Sublayer- and cell-type-specific neurodegenerative transcriptional trajectories in hippocampal
sclerosis. Cell Reports, 2021, 35, 109229. 2.9 20

20112 Development of SNP markers for identification of thermo-resistant families of the Pacific oyster
Crassostrea gigas based on RNA-seq. Aquaculture, 2021, 539, 736618. 1.7 10

20113 Functional genomics of GPR126 in airway smooth muscle and bronchial epithelial cells. FASEB Journal,
2021, 35, e21300. 0.2 7

20114 Gene Expression Profiling Reveals New Pathways and Genes Associated with Visna/Maedi Viral Disease.
Animals, 2021, 11, 1785. 1.0 4

20115 Deletion of <i>Fibroblast growth factor 9</i> globally and in skeletal muscle results in enlarged
tuberosities at sites of deltoid tendon attachments. Developmental Dynamics, 2021, 250, 1778-1795. 0.8 7

20116 Association of mammographic density with blood DNA methylation. Epigenetics, 2021, , 1-16. 1.3 3

20117 Candidate gene screening for lipid deposition using combined transcriptomic and proteomic data
from Nanyang black pigs. BMC Genomics, 2021, 22, 441. 1.2 10

20118 Gypenoside LI arrests the cell cycle of breast cancer in G0/G1 phase by down-regulating E2F1. Journal
of Ethnopharmacology, 2021, 273, 114017. 2.0 13

20119 Neuroprotective effects of bone marrow Sca-1+ cells against age-related retinal degeneration in OPTN
E50K mice. Cell Death and Disease, 2021, 12, 613. 2.7 11

20120 Integrated bioinformatics analysis and screening of hub genes in papillary thyroid carcinoma. PLoS
ONE, 2021, 16, e0251962. 1.1 3

20121 H3K4 Methyltransferase Smyd3 Mediates Vascular Smooth Muscle Cell Proliferation, Migration, and
Neointima Formation. Arteriosclerosis, Thrombosis, and Vascular Biology, 2021, 41, 1901-1914. 1.1 7

20122 A porcine brain-wide RNA editing landscape. Communications Biology, 2021, 4, 717. 2.0 5

20123 Macropinocytosis requires Gal-3 in a subset of patient-derived glioblastoma stem cells.
Communications Biology, 2021, 4, 718. 2.0 14

20124
Exploring the mechanism of PingTang No.5 capsule on nonalcoholic fatty liver disease through
network pharmacology and experimental validation. Biomedicine and Pharmacotherapy, 2021, 138,
111408.

2.5 11



1104

Citation Report

# Article IF Citations

20126 Comprehensive Analysis of Regulatory Network for LINC00472 in Clear Cell Renal Cell Carcinoma.
Journal of Healthcare Engineering, 2021, 2021, 1-20. 1.1 8

20127 Systematic Study of Crucial Transcription Factors of <i>Coptidis rhizoma</i> Alkaloids against
Cerebral Ischemia-Reperfusion Injury. ACS Chemical Neuroscience, 2021, 12, 2308-2319. 1.7 10

20128 coupleCoC+: An information-theoretic co-clustering-based transfer learning framework for the
integrative analysis of single-cell genomic data. PLoS Computational Biology, 2021, 17, e1009064. 1.5 11

20129 Acrolein-conjugated proteomics in brains of adult C57BL/6 mice chronically exposed to acrolein and
aged APP/PS1 transgenic AD mice. Toxicology Letters, 2021, 344, 11-17. 0.4 8

20130 Identification of a seven-long non-coding RNA signature associated with Jab1/CSN5 in predicting
hepatocellular carcinoma. Cell Death Discovery, 2021, 7, 178. 2.0 6

20131 Aging- and Tumor-Mediated Increase in CD8+CD28âˆ’ T Cells Might Impose a Strong Barrier to Success of
Immunotherapy in Glioblastoma. ImmunoHorizons, 2021, 5, 395-409. 0.8 8

20132 Frataxin deficiency promotes endothelial senescence in pulmonary hypertension. Journal of Clinical
Investigation, 2021, 131, . 3.9 38

20133 The Neurogenic Compound P7C3 Regulates the Aerobic Glycolysis by Targeting Phosphoglycerate
Kinase 1 in Glioma. Frontiers in Oncology, 2021, 11, 644492. 1.3 8

20134 DCX and CRABP2 are candidate genes for differential diagnosis between preâ€•chemotherapy embryonic
and alveolar rhabdomyosarcoma in pediatric patients. Pediatric Investigation, 2021, 5, 106-111. 0.6 1

20135 Modulation of Energy Metabolism and Epigenetic Landscape in Rainbow Trout Fry by a Parental Low
Protein/High Carbohydrate Diet. Biology, 2021, 10, 585. 1.3 5

20137 Single-cell transcriptomic analysis reveals disparate effector differentiation pathways in human Treg
compartment. Nature Communications, 2021, 12, 3913. 5.8 27

20138 Naproxen inhibits spontaneous lung adenocarcinoma formation in KrasG12V mice. Neoplasia, 2021, 23,
574-583. 2.3 9

20139 Pivotal factors associated with the immunosuppressive tumor microenvironment and melanoma
metastasis. Cancer Medicine, 2021, 10, 4710-4720. 1.3 24

20140 Identification of Liver Cancer Stem Cell Stemness Markers Using a Comparative Analysis of Public Data
Sets. Stem Cells and Cloning: Advances and Applications, 2021, Volume 14, 9-17. 2.3 2

20141 PD_BiBIM: Biclustering-based biomarker identification in ESCC microarray data. Journal of
Biosciences, 2021, 46, 1. 0.5 1

20142 Systematic analysis of lysine 2-hydroxyisobutyrylation posttranslational modification in wheat
leaves. PLoS ONE, 2021, 16, e0253325. 1.1 6

20144
Complement and Coagulation Cascades are Potentially Involved in Dopaminergic Neurodegeneration
in Î±-Synuclein-Based Mouse Models of Parkinsonâ€™s Disease. Journal of Proteome Research, 2021, 20,
3428-3443.

1.8 21

20145 Semen sampling as a simple, noninvasive surrogate for prostate health screening. Systems Biology in
Reproductive Medicine, 2021, 67, 354-365. 1.0 3



1105

Citation Report

# Article IF Citations

20146
Accumulation of Succinyl Coenzyme A Perturbs the Methicillin-Resistant <i>Staphylococcus
aureus</i> (MRSA) Succinylome and Is Associated with Increased Susceptibility to Beta-Lactam
Antibiotics. MBio, 2021, 12, e0053021.

1.8 16

20147 DNAJC9 integrates heat shock molecular chaperones into the histone chaperone network. Molecular
Cell, 2021, 81, 2533-2548.e9. 4.5 31

20148 ABA signalling promotes cell totipotency in the shoot apex of germinating embryos. Journal of
Experimental Botany, 2021, 72, 6418-6436. 2.4 18

20149 METTL3 Regulates Angiogenesis by Modulating let-7e-5p and miRNA-18a-5p Expression in Endothelial
Cells. Arteriosclerosis, Thrombosis, and Vascular Biology, 2021, 41, e325-e337. 1.1 29

20150 Capturing human trophoblast development with naive pluripotent stem cells inÂ vitro. Cell Stem Cell,
2021, 28, 1023-1039.e13. 5.2 164

20151 SCD2-mediated monounsaturated fatty acid metabolism regulates cGAS-STING-dependent type I IFN
responses in CD4+ T cells. Communications Biology, 2021, 4, 820. 2.0 21

20152
Prognostic Score Model Based on Ten Differentially Methylated Genes for Predicting Clinical
Outcomes in Patients with Adenocarcinoma of the Colon. Cancer Management and Research, 2021,
Volume 13, 5113-5125.

0.9 2

20153 Cold adaptation drives population genomic divergence in the ecological specialist,<i>Drosophila
montana</i>. Molecular Ecology, 2021, 30, 3783-3796. 2.0 10

20154 LMBD1 protein participates in cell mitosis by regulating microtubule assembly. Biochemical Journal,
2021, 478, 2321-2337. 1.7 0

20155 Alterations in the RTK/Ras/PI3K/AKT pathway serve as potential biomarkers for immunotherapy outcome
of diffuse gliomas. Aging, 2021, 13, 15444-15458. 1.4 10

20156 Cross-tolerance and transcriptional shifts underlying abiotic stress in the seabird tick, Ixodes uriae.
Polar Biology, 2021, 44, 1379-1389. 0.5 3

20157 Comparative Epigenomics Reveals Host Diversity of the Trichinella Epigenomes and Their Effects on
Differential Parasitism. Frontiers in Cell and Developmental Biology, 2021, 9, 681839. 1.8 1

20158 Differential Transcript Profiles in Cumulus-Oocyte Complexes Originating from Pre-Ovulatory
Follicles of Varied Physiological Maturity in Beef Cows. Genes, 2021, 12, 893. 1.0 10

20159 miRNA-17-5p Target Prediction and its Role in Senescence Mechanism through p21 Interference. Open
Access Macedonian Journal of Medical Sciences, 2021, 9, 455-462. 0.1 0

20160 Ischemic heart injury leads to HIF1-dependent differential splicing of CaMK2Î³. Scientific Reports, 2021, 11,
13116. 1.6 10

20161 Equilibrative nucleoside transporter 1 inhibition rescues energy dysfunction and pathology in a
model of tauopathy. Acta Neuropathologica Communications, 2021, 9, 112. 2.4 8

20162 PLOD2 Is a Potent Prognostic Marker and Associates with Immune Infiltration in Cervical Cancer.
BioMed Research International, 2021, 2021, 1-11. 0.9 6

20163 Disruption of nucleocytoplasmic trafficking as a cellular senescence driver. Experimental and
Molecular Medicine, 2021, 53, 1092-1108. 3.2 19



1106

Citation Report

# Article IF Citations

20164 Epigenetic inheritance of DNA methylation changes in fish living in hydrogen sulfideâ€“rich springs.
Proceedings of the National Academy of Sciences of the United States of America, 2021, 118, . 3.3 36

20165 Loss of KDM4B exacerbates bone-fat imbalance and mesenchymal stromal cell exhaustion in skeletal
aging. Cell Stem Cell, 2021, 28, 1057-1073.e7. 5.2 77

20166 A comparative genomic database of skeletogenesis genes: from fish to mammals. Comparative
Biochemistry and Physiology Part D: Genomics and Proteomics, 2021, 38, 100796. 0.4 2

20167 The global and promoter-centric 3D genome organization temporally resolved during a circadian
cycle. Genome Biology, 2021, 22, 162. 3.8 21

20168 Development and validation of an individualized immune prognostic model in stage Iâ€“III lung
squamous cell carcinoma. Scientific Reports, 2021, 11, 12727. 1.6 12

20169 Basement membrane collagen IV deficiency promotes abdominal aortic aneurysm formation. Scientific
Reports, 2021, 11, 12903. 1.6 18

20170 Evaluation of the Therapeutic Effect of Lycoramine on Alzheimerâ€™s Disease in Mouse Model. Current
Medicinal Chemistry, 2021, 28, 3449-3473. 1.2 7

20171 Detecting Periprosthetic Joint Infection by Using Mass Spectrometry. Journal of Bone and Joint
Surgery - Series A, 2021, 103, 1917-1926. 1.4 9

20174 Gene expression analysis of MCF7 cell lines of breast cancer treated with herbal extract of
Cissampelos pareira revealed association with viral diseases. Gene Reports, 2021, 23, 101169. 0.4 3

20175 Gene Dosage- and Age-Dependent Differential Transcriptomic Changes in the Prefrontal Cortex of
Shank2-Mutant Mice. Frontiers in Molecular Neuroscience, 2021, 14, 683196. 1.4 5

20176 The Clinical Efficiency and the Mechanism of Sanzi Yangqin Decoction for Chronic Obstructive
Pulmonary Disease. Evidence-based Complementary and Alternative Medicine, 2021, 2021, 1-21. 0.5 2

20177 CCDC114, DNAI2 and TOP2A involves in the effects of tibolone treatment on postmenopausal
endometrium. BMC Women's Health, 2021, 21, 240. 0.8 0

20178 Age related gene DST represents an independent prognostic factor for MYCN non-amplified
neuroblastoma. BMC Pediatrics, 2021, 21, 272. 0.7 3

20179 Systematic detection of functional proteoform groups from bottom-up proteomic datasets. Nature
Communications, 2021, 12, 3810. 5.8 40

20182 Using Cell Typeâ€“Specific Genes to Identify Cell-Type Transitions Between Different in vitro Culture
Conditions. Frontiers in Cell and Developmental Biology, 2021, 9, 644261. 1.8 1

20184 CDX2 expression in the hematopoietic lineage promotes leukemogenesis via TGFÎ² inhibition. Molecular
Oncology, 2021, 15, 2318-2329. 2.1 6

20185 The Anti-Tumor Effect and Underlying Apoptotic Mechanism of Ginsenoside Rk1 and Rg5 in Human Liver
Cancer Cells. Molecules, 2021, 26, 3926. 1.7 18

20186 Side effect prediction based on drug-induced gene expression profiles and random forest with
iterative feature selection. Pharmacogenomics Journal, 2021, 21, 673-681. 0.9 14



1107

Citation Report

# Article IF Citations

20187 MicroRNAâ€‘142â€‘3p suppresses cell proliferation, invasion and epithelialâ€‘toâ€‘mesenchymal transition via
RAC1â€‘ERK1/2 signaling in colorectal cancer. Molecular Medicine Reports, 2021, 24, . 1.1 10

20188 Loss of the long non-coding RNA OIP5-AS1 exacerbates heart failure in a sex-specific manner. IScience,
2021, 24, 102537. 1.9 12

20189 Combined strategies for effective cancer immunotherapy with a novel anti-CD47 monoclonal antibody.
Cancer Immunology, Immunotherapy, 2022, 71, 353-363. 2.0 15

20190 Adipsin promotes bone marrow adiposity by priming mesenchymal stem cells. ELife, 2021, 10, . 2.8 32

20191 Human tRNAs with inosine 34 are essential to efficiently translate eukarya-specific low-complexity
proteins. Nucleic Acids Research, 2021, 49, 7011-7034. 6.5 17

20192 TERRA transcription destabilizes telomere integrity to initiate break-induced replication in human ALT
cells. Nature Communications, 2021, 12, 3760. 5.8 60

20193 Asporin inhibits collagen matrixâ€•mediated intercellular mechanocommunications between fibroblasts
during keloid progression. FASEB Journal, 2021, 35, e21705. 0.2 12

20194
Novel Long Non-coding RNA Expression Profile of Peripheral Blood Mononuclear Cells Reveals
Potential Biomarkers and Regulatory Mechanisms in Systemic Lupus Erythematosus. Frontiers in Cell
and Developmental Biology, 2021, 9, 639321.

1.8 12

20195 Identification of a Competing Endogenous RNA Network Related to Immune Signature in Lung
Adenocarcinoma. Frontiers in Genetics, 2021, 12, 665555. 1.1 2

20196 Association of Circadian Clock Gene Expression with Glioma Tumor Microenvironment and Patient
Survival. Cancers, 2021, 13, 2756. 1.7 9

20197 Screening of Biological Target Molecules Related to Glucocorticoid-Induced Cataract (GIC) on the
Basis of Constructing ceRNA Network. Biochemical Genetics, 2022, 60, 24-38. 0.8 0

20198 Proteomic Characterization of Cytoplasmic Lipid Droplets in Human Metastatic Breast Cancer Cells.
Frontiers in Oncology, 2021, 11, 576326. 1.3 10

20200 Advanced Fiber Type-Specific Protein Profiles Derived from Adult Murine Skeletal Muscle. Proteomes,
2021, 9, 28. 1.7 16

20201 Pan-cancer analysis reveals an immunological role and prognostic potential of PXN in human cancer.
Aging, 2021, 13, 16248-16266. 1.4 13

20202 Ten-eleven translocation 2 modulates allergic inflammation by 5-hydroxymethylcytosine remodeling
of immunologic pathways. Human Molecular Genetics, 2021, 30, 1985-1995. 1.4 2

20203 A Comparison of Gene Expression Profiles of Rat Tissues after Mild and Short-Term Calorie
Restrictions. Nutrients, 2021, 13, 2277. 1.7 4

20204 Prediction of a Potential Mechanism of Intervertebral Disc Degeneration Based on a Novel Competitive
Endogenous RNA Network. BioMed Research International, 2021, 2021, 1-15. 0.9 9

20205 Identification of hub genes associated with prognosis, diagnosis, immune infiltration and therapeutic
drug in liver cancer by integrated analysis. Human Genomics, 2021, 15, 39. 1.4 11



1108

Citation Report

# Article IF Citations

20206 Coordinated action of human papillomavirus type 16 E6 and E7 oncoproteins on competitive
endogenous RNA (ceRNA) network members in primary human keratinocytes. BMC Cancer, 2021, 21, 673. 1.1 5

20207 BIOMARKER CANDIDATES IDENTIFIED IN BEHCETâ€™S DISEASE USING INTEGRATIVE ANALYSIS. Konya Journal of
Engineering Sciences, 2021, 9, 479-489. 0.1 0

20208
Development and Validation of a Random Forest Diagnostic Model of Acute Myocardial Infarction
Based on Ferroptosis-Related Genes in Circulating Endothelial Cells. Frontiers in Cardiovascular
Medicine, 2021, 8, 663509.

1.1 18

20209 Stress Decreases Host Viral Resistance and Increases Covid Susceptibility in Embryonic Stem Cells.
Stem Cell Reviews and Reports, 2021, 17, 2164-2177. 1.7 8

20210
Comparative analysis identifies microâ€•RNA associated with nutrient homeostasis, development and
stress response in Arabidopsis thaliana upon high Zn and metal hyperaccumulator Arabidopsis helleri.
Physiologia Plantarum, 2021, 173, 920-934.

2.6 5

20211 Divergent immunometabolic changes in adipose tissue and skeletal muscle with ageing in healthy
humans. Journal of Physiology, 2022, 600, 921-947. 1.3 18

20212 Genome-wide analysis of retinal transcriptome reveals common genetic network underlying
perception of contrast and optical defocus detection. BMC Medical Genomics, 2021, 14, 153. 0.7 8

20213 PGC-1Î± deficiency reveals sex-specific links between cardiac energy metabolism and EC-coupling during
development of heart failure in mice. Cardiovascular Research, 2022, 118, 1520-1534. 1.8 8

20214 Plasma Proteomics of Renal Function: A Transethnic Meta-Analysis and Mendelian Randomization
Study. Journal of the American Society of Nephrology: JASN, 2021, 32, 1747-1763. 3.0 16

20215 Focal Adhesion Kinase (FAK) Inhibition Synergizes with KRAS G12C Inhibitors in Treating Cancer
through the Regulation of the FAKâ€“YAP Signaling. Advanced Science, 2021, 8, e2100250. 5.6 28

20216 Immune checkpoint blockade reprograms systemic immune landscape and tumor microenvironment in
obesity-associated breast cancer. Cell Reports, 2021, 35, 109285. 2.9 38

20217
BrPP5.2 Overexpression Confers Heat Shock Tolerance in Transgenic Brassica rapa through Inherent
Chaperone Activity, Induced Glucosinolate Biosynthesis, and Differential Regulation of Abiotic Stress
Response Genes. International Journal of Molecular Sciences, 2021, 22, 6437.

1.8 6

20218 Mir-34c affects the proliferation and pluripotency of porcine induced pluripotent stem cell
(piPSC)-like cells by targeting c-Myc. Cells and Development, 2021, 166, 203665. 0.7 3

20219 Dysregulation of core circadian genes, BMAL1 and CLOCK, in colorectal cancer. Biological Rhythm
Research, 0, , 1-14. 0.4 1

20220 Whole Exome Sequencing of 23 Multigeneration Idiopathic Scoliosis Families Reveals Enrichments in
Cytoskeletal Variants, Suggests Highly Polygenic Disease. Genes, 2021, 12, 922. 1.0 9

20221 Missing Nurse Beesâ€”Early Transcriptomic Switch From Nurse Bee to Forager Induced by Sublethal
Imidacloprid. Frontiers in Genetics, 2021, 12, 665927. 1.1 2

20222 Decreased MEF2A Expression Regulated by Its Enhancer Methylation Inhibits Autophagy and May Play an
Important Role in the Progression of Alzheimerâ€™s Disease. Frontiers in Neuroscience, 2021, 15, 682247. 1.4 9

20223
Identification of Independent and Communal Differentially Expressed Genes as Well as Potential
Therapeutic Targets in Ischemic Heart Failure and Non-Ischemic Heart Failure. Pharmacogenomics and
Personalized Medicine, 2021, Volume 14, 683-693.

0.4 1



1109

Citation Report

# Article IF Citations

20224 miR-7/TGF-Î²2 axis sustains acidic tumor microenvironment-induced lung cancer metastasis. Acta
Pharmaceutica Sinica B, 2022, 12, 821-837. 5.7 15

20225 CXCL2/10/12/14 are prognostic biomarkers and correlated with immune infiltration in hepatocellular
carcinoma. Bioscience Reports, 2021, 41, . 1.1 19

20227 Analysis of the Prognostic Value and Gene Expression Mechanism of SHOX2 in Lung Adenocarcinoma.
Frontiers in Molecular Biosciences, 2021, 8, 688274. 1.6 5

20228 Integrated analysis on transcriptome and behaviors defines HTT repeat-dependent network modules in
Huntington's disease. Genes and Diseases, 2022, 9, 479-493. 1.5 9

20229 Dynamic Host Immune and Transcriptomic Responses to Respiratory Syncytial Virus Infection in a
Vaccination-Challenge Mouse Model. Virologica Sinica, 2021, 36, 1327-1340. 1.2 3

20230 A comprehensive review of integrative pharmacology-based investigation: A paradigm shift in
traditional Chinese medicine. Acta Pharmaceutica Sinica B, 2021, 11, 1379-1399. 5.7 61

20231 Identification of genes predicting unfavorable prognosis in hepatitis B virus-associated
hepatocellular carcinoma. Annals of Translational Medicine, 2021, 9, 975-975. 0.7 5

20232 Identification of novel hub genes associated with gastric cancer using integrated bioinformatics
analysis. BMC Cancer, 2021, 21, 697. 1.1 18

20233 Neuronal mitochondrial dynamics coordinate systemic mitochondrial morphology and stress
response to confer pathogen resistance in C.Â elegans. Developmental Cell, 2021, 56, 1770-1785.e12. 3.1 31

20234 Transcriptomic Analysis Exploring the Molecular Mechanisms of Hanchuan Zupa Granules in
Alleviating Asthma in Rat. Evidence-based Complementary and Alternative Medicine, 2021, 2021, 1-15. 0.5 2

20235 In silico analysis of HOX-associated transcription factors as potential regulators of oral cancer.
Oral Surgery, Oral Medicine, Oral Pathology and Oral Radiology, 2021, 132, 72-79. 0.2 3

20236 Bioinformatics study on genes related to a high-risk postoperative recurrence of lung
adenocarcinoma. Science Progress, 2021, 104, 003685042110180. 1.0 5

20237 Oncogenic KRAS creates an aspartate metabolism signature in colorectal cancer cells. FEBS Journal,
2021, 288, 6683-6699. 2.2 7

20238 Analysis of long intergenic non-coding RNAs transcriptomic profiling in skeletal muscle growth
during porcine embryonicÂ development. Scientific Reports, 2021, 11, 15240. 1.6 2

20240 Downregulation of miR-142a Contributes to the Enhanced Anti-Apoptotic Ability of Murine Chronic
Myelogenous Leukemia Cells. Frontiers in Oncology, 2021, 11, 718731. 1.3 4

20242 Non-canonical H3K79me2-dependent pathways promote the survival of MLL-rearranged leukemia. ELife,
2021, 10, . 2.8 13

20243
Divalent Metal Transporter 1 Knock-Down Modulates IL-1Î² Mediated Pancreatic Beta-Cell Pro-Apoptotic
Signaling Pathways through the Autophagic Machinery. International Journal of Molecular Sciences,
2021, 22, 8013.

1.8 4

20244 Probing Synergistic Targets by Natural Compounds for Hepatocellular Carcinoma. Frontiers in Cell
and Developmental Biology, 2021, 9, 715762. 1.8 4



1110

Citation Report

# Article IF Citations

20245 DysPIA: A Novel Dysregulated Pathway Identification Analysis Method. Frontiers in Genetics, 2021, 12,
647653. 1.1 2

20246 An autoimmune disease risk variant: A trans master regulatory effect mediated by IRF1 under immune
stimulation?. PLoS Genetics, 2021, 17, e1009684. 1.5 17

20247 Network pharmacology-based evaluation of natural compounds with paclitaxel for the treatment of
metastatic breast cancer. Toxicology and Applied Pharmacology, 2021, 423, 115576. 1.3 4

20248 Early inflammation precedes cardiac fibrosis and heart failure in desmoglein 2 murine model of
arrhythmogenic cardiomyopathy. Cell and Tissue Research, 2021, 386, 79-98. 1.5 10

20250 Characterization of local and peripheral immune system in pregnant and nonpregnant ewes. Journal
of Animal Science, 2021, 99, . 0.2 5

20251 Signals of pseudo-starvation unveil the amino acid transporter SLC7A11 as key determinant in the
control of Treg cell proliferative potential. Immunity, 2021, 54, 1543-1560.e6. 6.6 42

20252 Skeletal muscle proteomes reveal downregulation of mitochondrial proteins in transition from
prediabetes into type 2 diabetes. IScience, 2021, 24, 102712. 1.9 20

20253 Exploring Differentially Methylated Genes in Vulvar Squamous Cell Carcinoma. Cancers, 2021, 13, 3580. 1.7 4

20254
Integrated Quantitative Phosphoproteomics and Cell-Based Functional Screening Reveals Specific
Pathological Cardiac Hypertrophy-Related Phosphorylation Sites. Molecules and Cells, 2021, 44,
500-516.

1.0 4

20255 Associations of individual and joint expressions of ERCC6 and ERCC8 with clinicopathological
parameters and prognosis of gastric cancer. PeerJ, 2021, 9, e11791. 0.9 2

20256 Bioinformatics Pathway Analysis Pipeline for NGS Transcriptome Profile Data on Nasopharyngeal
Carcinoma. IOP Conference Series: Earth and Environmental Science, 2021, 794, 012115. 0.2 1

20257 VarSAn: associating pathways with a set of genomic variants using network analysis. Nucleic Acids
Research, 2021, 49, 8471-8487. 6.5 1

20258 <scp><i>CARMNâ€•NOTCH2</i></scp> fusion transcript drives high <scp>NOTCH2</scp> expression in
glomus tumors of the upper digestive tract. Genes Chromosomes and Cancer, 2021, 60, 723-732. 1.5 11

20259 Transcriptomic diversity in longissimus thoracis muscles of Barbari and Changthangi goat breeds of
India. Genomics, 2021, 113, 1639-1646. 1.3 10

20260 Evolutionary dynamics of sexâ€•biased genes expressed in cricket brains and gonads. Journal of
Evolutionary Biology, 2021, 34, 1188-1211. 0.8 14

20261 Differential expression of <scp>microRNAs</scp> in the developing avian auditory hindbrain. Journal
of Comparative Neurology, 2021, 529, 3477-3496. 0.9 2

20262 Global CpG DNA Methylation Footprint in Kaposiâ€™s Sarcoma. Frontiers in Cellular and Infection
Microbiology, 2021, 11, 666143. 1.8 5

20263 Dynamic changes in RNAâ€“protein interactions and RNA secondary structure in mammalian
erythropoiesis. Life Science Alliance, 2021, 4, e202000659. 1.3 3



1111

Citation Report

# Article IF Citations

20264 Integrative proteomics reveals the role of E3 ubiquitin ligase SYVN1 in hepatocellular carcinoma
metastasis. Cancer Communications, 2021, 41, 1007-1023. 3.7 21

20265 A Catalog of Human Genes Associated With Pathozoospermia and Functional Characteristics of These
Genes. Frontiers in Genetics, 2021, 12, 662770. 1.1 5

20266 Overexpression and Activation of Î±vÎ²3 Integrin Differentially Affects TGFÎ²2 Signaling in Human
Trabecular Meshwork Cells. Cells, 2021, 10, 1923. 1.8 13

20267 Integrated Analysis of the Clinical and Molecular Characteristics of IDH Wild-Type Gliomas in the
Chinese Glioma Genome Atlas. Frontiers in Oncology, 2021, 11, 696214. 1.3 3

20268 Exploring the Pharmacological Mechanism of Radix Salvia Miltiorrhizae in the Treatment of Radiation
Pneumonia by Using Network Pharmacology. Frontiers in Oncology, 2021, 11, 684315. 1.3 5

20269 Tumor suppressor miRâ€•193aâ€•3p enhances efficacy of BRAF/MEK inhibitors in <i>BRAF</i>â€•mutated
colorectal cancer. Cancer Science, 2021, 112, 3856-3870. 1.7 9

20270 Endogenous Retroviruses Drive Lineage-Specific Regulatory Evolution across Primate and Rodent
Placentae. Molecular Biology and Evolution, 2021, 38, 4992-5004. 3.5 23

20271 Weighted gene co-expression network analysis identifies specific modules and hub genes related to
Parkinsonâ€™s disease. NeuroReport, 2021, 32, 1073-1081. 0.6 4

20272 New insights into molecular changes in skeletal muscle aging and disease: Differential alternative
splicing and senescence. Mechanisms of Ageing and Development, 2021, 197, 111510. 2.2 24

20273
The Impacts of Surgery and Intracerebral Electrodes in C57BL/6J Mouse Kainate Model of
Epileptogenesis: Seizure Threshold, Proteomics, and Cytokine Profiles. Frontiers in Neurology, 2021,
12, 625017.

1.1 8

20274 Human Prostate Tissue MicroRNAs and Their Predicted Target Pathways Linked to Prostate Cancer Risk
Factors. Cancers, 2021, 13, 3537. 1.7 2

20275
Effects of dietary silkrose of Antheraea yamamai on gene expression profiling and disease resistance
to Edwardsiella tarda in Japanese medaka (Oryzias latipes). Fish and Shellfish Immunology, 2021, 114,
207-217.

1.6 4

20276 Comparison of anti-inflammatory effects of Lonicerae Japonicae Flos and Lonicerae Flos based on
network pharmacology. Chinese Herbal Medicines, 2021, 13, 332-341. 1.2 7

20277
Identifying Chemicals and Mixtures of Potential Biological Concern Detected in Passive Samplers from
Great Lakes Tributaries Using Highâ€•Throughput Data and Biological Pathways. Environmental
Toxicology and Chemistry, 2021, 40, 2165-2182.

2.2 30

20278 Plasmodium falciparum transcription in different clinical presentations of malaria associates with
circulation time of infected erythrocytes. Nature Communications, 2021, 12, 4711. 5.8 24

20279 Exosomes in Epilepsy of Tuberous Sclerosis Complex: Carriers of Pro-Inflammatory MicroRNAs.
Non-coding RNA, 2021, 7, 40. 1.3 12

20280 Identification of Biomarkers Controlling Cell Fate In Blood Cell Development. Frontiers in
Bioinformatics, 2021, 1, . 1.0 0

20282 Kaiso Regulates DNA Methylation Homeostasis. International Journal of Molecular Sciences, 2021, 22,
7587. 1.8 14



1112

Citation Report

# Article IF Citations

20283 RORÎ² suppresses the stemness of gastric cancer cells by downregulating the activity of the Wnt
signaling pathway. Oncology Reports, 2021, 46, . 1.2 10

20284 Oxygen-dependent changes in binding partners and post-translational modifications regulate the
abundance and activity of HIF-1Î±/2Î±. Science Signaling, 2021, 14, . 1.6 26

20285 PSMB7 Is a Key Gene Involved in the Development of Multiple Myeloma and Resistance to Bortezomib.
Frontiers in Oncology, 2021, 11, 684232. 1.3 3

20286 Comprehensive Transcriptomic Comparison between Porcine CD8âˆ’ and CD8+ Gamma Delta T Cells
Revealed Distinct Immune Phenotype. Animals, 2021, 11, 2165. 1.0 8

20287 Gene Expression Meta-Analysis Reveals Interferon-Induced Genes Associated With SARS Infection in
Lungs. Frontiers in Immunology, 2021, 12, 694355. 2.2 5

20288 Comprehensive analysis of dysregulated genes associated with atherosclerotic plaque destabilization.
Experimental Biology and Medicine, 2021, 246, 2487-2494. 1.1 1

20289 Prediction of Disease Genes Based on Stage-Specific Gene Regulatory Networks in Breast Cancer.
Frontiers in Genetics, 2021, 12, 717557. 1.1 3

20290 Transcriptome Responses of Ripe Cherry Tomato Fruit Exposed to Chilling and Rewarming Identify
Reversible and Irreversible Gene Expression Changes. Frontiers in Plant Science, 2021, 12, 685416. 1.7 9

20291 Integrative Analysis of Differently Expressed Genes Reveals a 17-Gene Prognosis Signature for
Endometrial Carcinoma. BioMed Research International, 2021, 2021, 1-18. 0.9 8

20292
Comprehensive Genomic and Transcriptomic Analysis of Three Synchronous Primary Tumours and a
Recurrence from a Head and Neck Cancer Patient. International Journal of Molecular Sciences, 2021,
22, 7583.

1.8 3

20293
Network Analysis Reveals Synergistic Genetic Dependencies for Rational Combination Therapy in
Philadelphia Chromosomeâ€“Like Acute Lymphoblastic Leukemia. Clinical Cancer Research, 2021, 27,
5109-5122.

3.2 8

20294 Homologous recombination is reduced in female embryonic stem cells by two active X chromosomes.
EMBO Reports, 2021, 22, e52190. 2.0 3

20295 Mechanism of Growth Regulation of Yeast Involving Hydrogen Sulfide From S-Propargyl-Cysteine
Catalyzed by Cystathionine-Î³-Lyase. Frontiers in Microbiology, 2021, 12, 679563. 1.5 1

20296 Profile of Podocyte Translatome During Development of Type 2 and Type 1 Diabetic Nephropathy Using
Podocyte-Specific TRAP mRNA RNA-seq. Diabetes, 2021, 70, 2377-2390. 0.3 8

20297 Network analysis and the impact of Aflibercept on specific mediators of angiogenesis in HUVEC cells.
Journal of Cellular and Molecular Medicine, 2021, 25, 8285-8299. 1.6 8

20298 Upregulation of Transferrin and Major Royal Jelly Proteins in the Spermathecal Fluid of Mated
Honeybee (Apis mellifera) Queens. Insects, 2021, 12, 690. 1.0 8

20299 Identification and Characterization of lncRNA and mRNA in Testes of Landrace and Hezuo Boars.
Animals, 2021, 11, 2263. 1.0 7

20300 ChIP-GSM: Inferring active transcription factor modules to predict functional regulatory elements.
PLoS Computational Biology, 2021, 17, e1009203. 1.5 2



1113

Citation Report

# Article IF Citations

20301 The dipeptide prolyl-hydroxyproline promotes cellular homeostasis and lamellipodia-driven motility
via active Î²1-integrin in adult tendon cells. Journal of Biological Chemistry, 2021, 297, 100819. 1.6 14

20302 Intestinal MYC modulates obesity-related metabolic dysfunction. Nature Metabolism, 2021, 3, 923-939. 5.1 27

20303 Transcriptome analysis of signaling pathways targeted by Ellagic acid in hepatocellular carcinoma
cells. Biochimica Et Biophysica Acta - General Subjects, 2021, 1865, 129911. 1.1 6

20304 Multi-omics analysis of the prognosis and therapeutic significance of circadian clock in ovarian
cancer. Gene, 2021, 788, 145644. 1.0 4

20305 DNA methylation and exposure to violence among African American young adult males. Brain,
Behavior, & Immunity - Health, 2021, 14, 100247. 1.3 7

20306 Nuclear localisation of West Nile virus NS5 protein modulates host gene expression. Virology, 2021,
559, 131-144. 1.1 5

20307 FLAME: A Web Tool for Functional and Literature Enrichment Analysis of Multiple Gene Lists. Biology,
2021, 10, 665. 1.3 24

20308 A next generation sequencing combined genome-wide association study identifies novel tuberculosis
susceptibility loci in Chinese population. Genomics, 2021, 113, 2377-2384. 1.3 8

20309
Exploring the Regulatory Mechanism of Modified Huanglian Maidong Decoction on Type 2 Diabetes
Mellitus Biological Network Based on Systematic Pharmacology. Evidence-based Complementary and
Alternative Medicine, 2021, 2021, 1-13.

0.5 4

20310 Identification of hub genes in rheumatoid arthritis through an integrated bioinformatics approach.
Journal of Orthopaedic Surgery and Research, 2021, 16, 458. 0.9 6

20311 The H3K36me2 writer-reader dependency in H3K27M-DIPG. Science Advances, 2021, 7, . 4.7 20

20312 Microglial responses to CSF1 overexpression do not promote the expansion of other glial lineages.
Journal of Neuroinflammation, 2021, 18, 162. 3.1 3

20313 Tumor Extracellular Vesicles Regulate Macrophage-Driven Metastasis through CCL5. Cancers, 2021, 13,
3459. 1.7 22

20314 A quantitative yeast aging proteomics analysis reveals novel aging regulators. GeroScience, 2021, 43,
2573-2593. 2.1 5

20316 Gene expression analyses on multi-target mode of action of black cohosh in menopausal complaints â€“
a pilot study in rodents. Archives of Gynecology and Obstetrics, 2021, , 1. 0.8 4

20317 RHOX10 drives mouse spermatogonial stem cell establishment through a transcription factor
signaling cascade. Cell Reports, 2021, 36, 109423. 2.9 12

20318 The HIF target MAFF promotes tumor invasion and metastasis through IL11 and STAT3 signaling. Nature
Communications, 2021, 12, 4308. 5.8 45

20320 Identification of Toxocara canis Antigen-Interacting Partners by Yeast Two-Hybrid Assay and a Putative
Mechanism of These Hostâ€“Parasite Interactions. Pathogens, 2021, 10, 949. 1.2 3



1114

Citation Report

# Article IF Citations

20321 Differential DNA methylation analysis reveals key genes in Chinese Qingyu and Landrace pigs. Genome,
2021, , 1-8. 0.9 1

20322 Identification of key molecular biomarkers involved in reactive and neurodegenerative processes
present in inherited congenital hydrocephalus. Fluids and Barriers of the CNS, 2021, 18, 30. 2.4 2

20323 Ferritin H deficiency deteriorates cellular iron handling and worsens Salmonella typhimurium
infection by triggering hyperinflammation. JCI Insight, 2021, 6, . 2.3 16

20324 Evolution of tissue and developmental specificity of transcription start sites in Bos taurus indicus.
Communications Biology, 2021, 4, 829. 2.0 2

20325 Identification of Hub Genes Associated with Diabetes Mellitus and Tuberculosis Using Bioinformatic
Analysis. International Journal of General Medicine, 2021, Volume 14, 4061-4072. 0.8 7

20326
Prognostic Prediction, Immune Microenvironment, and Drug Resistance Value of Collagen Type I Alpha
1 Chain: From Gastrointestinal Cancers to Pan-Cancer Analysis. Frontiers in Molecular Biosciences,
2021, 8, 692120.

1.6 6

20327 Transcriptomic Response under Heat Stress in Chickens Revealed the Regulation of Genes and
Alteration of Metabolism to Maintain Homeostasis. Animals, 2021, 11, 2241. 1.0 12

20328 Genetic network regulating visual acuity makes limited contribution to visually guided eye
emmetropization. Genomics, 2021, 113, 2780-2792. 1.3 7

20329 Defining candidate mRNA and protein EV biomarkers to discriminate ccRCC and pRCC from
non-malignant renal cells in vitro. Medical Oncology, 2021, 38, 105. 1.2 5

20330 DIA-Based Proteome Profiling of Nasopharyngeal Swabs from COVID-19 Patients. Journal of Proteome
Research, 2021, 20, 4165-4175. 1.8 21

20331 Human Placental Trophoblasts Infected by Listeria monocytogenes Undergo a Pro-Inflammatory
Switch Associated With Poor Pregnancy Outcomes. Frontiers in Immunology, 2021, 12, 709466. 2.2 17

20332 Genome-wide analyses of XRN1-sensitive targets in osteosarcoma cells identify disease-relevant
transcripts containing G-rich motifs. Rna, 2021, 27, 1265-1280. 1.6 4

20333 The lncRNA â€˜UCA1â€™ modulates the response to chemotherapy of ovarian cancer through direct binding
to miRâ€•27aâ€•5p and control of UBE2N levels. Molecular Oncology, 2021, 15, 3659-3678. 2.1 21

20334 Effects of early-life penicillin exposure on the gut microbiome and frontal cortex and amygdala gene
expression. IScience, 2021, 24, 102797. 1.9 25

20335 Characterizing dedifferentiation of thyroid cancer by integrated analysis. Science Advances, 2021, 7, . 4.7 76

20336 Effects of TDP-43 overexpression on neuron proteome and morphology in vitro. Molecular and
Cellular Neurosciences, 2021, 114, 103627. 1.0 1

20338 Construction of lncRNA-related competing endogenous RNA network and identification of hub genes
in recurrent implantation failure. Reproductive Biology and Endocrinology, 2021, 19, 108. 1.4 14

20339 Epigenetic Effects Promoted by Neonicotinoid Thiacloprid Exposure. Frontiers in Cell and
Developmental Biology, 2021, 9, 691060. 1.8 12



1115

Citation Report

# Article IF Citations

20340 Sub-fertility in crossbred bulls: Identification of proteomic alterations in spermatogenic cells using
high throughput comparative proteomics approach. Theriogenology, 2021, 169, 65-75. 0.9 6

20341 Construction of Adipogenic ceRNA Network Based on lncRNA Expression Profile of Adipogenic
Differentiation of Human MSC Cells. Biochemical Genetics, 2021, , 1. 0.8 1

20342 Long Non-Coding RNAs Involved in Progression of Non-Alcoholic Fatty Liver Disease to
Steatohepatitis. Cells, 2021, 10, 1883. 1.8 14

20344
Identification and comparison of novel circular RNAs with associated co-expression and competing
endogenous RNA networks in postmenopausal osteoporosis. Journal of Orthopaedic Surgery and
Research, 2021, 16, 459.

0.9 5

20345 Sex hormones regulate NHE1 functional expression and brain endothelial proteome to control
paracellular integrity of the blood endothelial barrier. Brain Research, 2021, 1763, 147448. 1.1 4

20346 The nasal microbiome, nasal transcriptome, and pet sensitization. Journal of Allergy and Clinical
Immunology, 2021, 148, 244-249.e4. 1.5 8

20348
Structural and Functional Characterization of a Testicular Long Non-coding RNA (4930463O16Rik)
Identified in the Meiotic Arrest of the Mouse Topaz1â€“/â€“ Testes. Frontiers in Cell and Developmental
Biology, 2021, 9, 700290.

1.8 7

20350 Single-Cell Transcriptome Analysis in Melanoma Using Network Embedding. Frontiers in Genetics, 2021,
12, 700036. 1.1 0

20353 Y-Box Binding Protein 1 Regulates Angiogenesis in Bladder Cancer via miR-29b-3p-VEGFA Pathway.
Journal of Oncology, 2021, 2021, 1-9. 0.6 7

20355 Genome wide analysis implicates upregulation of proteasome pathway in major depressive disorder.
Translational Psychiatry, 2021, 11, 409. 2.4 2

20356 Identification and characterization of prognosis-related genes in the tumor microenvironment of
esophageal squamous cell carcinoma. International Immunopharmacology, 2021, 96, 107616. 1.7 5

20357 Is there a relationship between psoriasis and hepatitis C? A meta-analysis and bioinformatics
investigation. Virology Journal, 2021, 18, 135. 1.4 1

20359 Transcriptome analysis of resistant and susceptible mulberry responses to Meloidogyne enterolobii
infection. BMC Plant Biology, 2021, 21, 338. 1.6 5

20360 Oleanolic Acid Induces Autophagy and Apoptosis via the AMPK-mTOR Signaling Pathway in Colon
Cancer. Journal of Oncology, 2021, 2021, 1-17. 0.6 11

20361 SDF4 Is a Prognostic Factor for 28-Days Mortality in Patients With Sepsis via Negatively Regulating ER
Stress. Frontiers in Immunology, 2021, 12, 659193. 2.2 10

20363 The Drosophila HP1 family is associated with active gene expression across chromatin contexts.
Genetics, 2021, 219, . 1.2 8

20364 Genome Instability-Derived Genes Are Novel Prognostic Biomarkers for Triple-Negative Breast Cancer.
Frontiers in Cell and Developmental Biology, 2021, 9, 701073. 1.8 7

20365 Comparative analysis of triple-negative breast cancer transcriptomics of Kenyan, African American and
Caucasian Women. Translational Oncology, 2021, 14, 101086. 1.7 17



1116

Citation Report

# Article IF Citations

20366 Loss of the MAF Transcription Factor in Laryngeal Squamous Cell Carcinoma. Biomolecules, 2021, 11,
1035. 1.8 4

20367
Lipomatous Solitary Fibrous Tumors Harbor Rare NAB2-STAT6 Fusion Variants and Show Up-Regulation
of the Gene PPARG, Encoding for a Regulator of Adipocyte Differentiation. American Journal of
Pathology, 2021, 191, 1314-1324.

1.9 5

20368 Integrated multiplex network based approach for hub gene identification in oral cancer. Heliyon, 2021,
7, e07418. 1.4 9

20369 Applying Proteomics and Integrative â€œOmicsâ€• Strategies to Decipher the Chronic Kidney Disease-Related
Atherosclerosis. International Journal of Molecular Sciences, 2021, 22, 7492. 1.8 6

20370 p73 as a Tissue Architect. Frontiers in Cell and Developmental Biology, 2021, 9, 716957. 1.8 7

20371 Interactions between maternal fluoxetine exposure, the maternal gut microbiome and fetal
neurodevelopment in mice. Behavioural Brain Research, 2021, 410, 113353. 1.2 7

20372 Disruption of NIPBL/Scc2 in Cornelia de Lange Syndrome provokes cohesin genome-wide redistribution
with an impact in the transcriptome. Nature Communications, 2021, 12, 4551. 5.8 20

20373 Epi-mutations for spermatogenic defects by maternal exposure to di(2-ethylhexyl) phthalate. ELife,
2021, 10, . 2.8 6

20374 Integrated Analysis of Long Non-Coding RNA and mRNA Expression Profiles in Testes of Calves and
Sexually Mature Wandong Bulls (Bos taurus). Animals, 2021, 11, 2006. 1.0 6

20375
Impaired SNF2L Chromatin Remodeling Prolongs Accessibility at Promoters Enriched for Fos/Jun
Binding Sites and Delays Granule Neuron Differentiation. Frontiers in Molecular Neuroscience, 2021,
14, 680280.

1.4 1

20376 A transcriptomic model for homologous recombination deficiency in prostate cancer. Prostate
Cancer and Prostatic Diseases, 2022, 25, 659-665. 2.0 9

20377 The host transcriptional response to Candidemia is dominated by neutrophil activation and heme
biosynthesis and supports novel diagnostic approaches. Genome Medicine, 2021, 13, 108. 3.6 10

20378 Identification and Validation of PIK3CA as a Marker Associated with Prognosis and Immune Infiltration
in Renal Clear Cell Carcinoma. Journal of Oncology, 2021, 2021, 1-18. 0.6 3

20379 ERO1L Is a Novel and Potential Biomarker in Lung Adenocarcinoma and Shapes the Immune-Suppressive
Tumor Microenvironment. Frontiers in Immunology, 2021, 12, 677169. 2.2 10

20380 Comprehensive analysis of DNA methylation and gene expression profiles in gestational diabetes
mellitus. Medicine (United States), 2021, 100, e26497. 0.4 3

20382 FRET-Based Screening Identifies p38 MAPK and PKC Inhibition as Targets for Prevention of Seeded
Î±-Synuclein Aggregation. Neurotherapeutics, 2021, 18, 1692-1709. 2.1 6

20383 Molecular mechanism of reproductive toxicity induced by Tripterygium Wilfordii based on network
pharmacology. Medicine (United States), 2021, 100, e26197. 0.4 9

20384 Global identification of phospho-dependent SCF substrates reveals a FBXO22 phosphodegron and an
ERK-FBXO22-BAG3 axis in tumorigenesis. Cell Death and Differentiation, 2022, 29, 1-13. 5.0 22



1117

Citation Report

# Article IF Citations

20385 KDM3A regulates alternative splicing of cell-cycle genes following DNA damage. Rna, 2021, 27, 1353-1362. 1.6 7

20386 Group 2 innate lymphoid cells are numerically and functionally deficient in the triple transgenic
mouse model of Alzheimerâ€™s disease. Journal of Neuroinflammation, 2021, 18, 152. 3.1 11

20388 Aurora kinase A (AURKA) promotes the progression and imatinib resistance of advanced
gastrointestinal stromal tumors. Cancer Cell International, 2021, 21, 407. 1.8 2

20389 Paternal Finasteride Treatment Can Influence the Testicular Transcriptome Profile of Male
Offspringâ€”Preliminary Study. Current Issues in Molecular Biology, 2021, 43, 868-886. 1.0 1

20390 Loss of muscleblind splicing factor shortens <i>Caenorhabditis elegans</i> lifespan by reducing the
activity of p38 MAPK/PMK-1 and transcription factors ATF-7 and Nrf/SKN-1. Genetics, 2021, 219, . 1.2 7

20391 Bioinformatics Analysis of KIF1A Expression and Gene Regulation Network in Ovarian Carcinoma.
International Journal of General Medicine, 2021, Volume 14, 3707-3717. 0.8 15

20392
Identification and characterization of HD-Zip genes reveals their roles in stresses responses and
facultative crassulacean acid metabolism in Dendrobium catenatum. Scientia Horticulturae, 2021, 285,
110058.

1.7 4

20393 Screening of hub genes and evaluation of the growth regulatory role of CD44 in metastatic prostate
cancer. Oncology Reports, 2021, 46, . 1.2 2

20394 Continuous expression of reprogramming factors induces and maintains mouse pluripotency without
specific growth factors and signaling inhibitors. Cell Proliferation, 2021, 54, e13090. 2.4 1

20395 SIRT4 and SIRT6 Serve as Novel Prognostic Biomarkers With Competitive Functions in Serous Ovarian
Cancer. Frontiers in Genetics, 2021, 12, 666630. 1.1 6

20396 Coding and noncoding variants in EBF3 are involved in HADDS and simplex autism. Human Genomics,
2021, 15, 44. 1.4 16

20397 IL-15 and PIM kinases direct the metabolic programming of intestinal intraepithelial lymphocytes.
Nature Communications, 2021, 12, 4290. 5.8 8

20399 ERAD components Derlin-1 and Derlin-2 are essential for postnatal brain development and motor
function. IScience, 2021, 24, 102758. 1.9 11

20400 OMICs, Epigenetics, and Genome Editing Techniques for Food and Nutritional Security. Plants, 2021, 10,
1423. 1.6 15

20401 Application across species of a one health approach to liquid sample handling for respiratory based
-omics analysis. Scientific Reports, 2021, 11, 14292. 1.6 3

20402 Dimethylarginine dimethylaminohydrolase 1 as a novel regulator of oligodendrocyte differentiation
in the central nervous system remyelination. Glia, 2021, 69, 2591-2604. 2.5 4

20403 Common features of aging fail to occur in Drosophila raised without a bacterial microbiome.
IScience, 2021, 24, 102703. 1.9 21

20404 Knockdown of DNA methyltransferase 1 reduces DNA methylation and alters expression patterns of
cardiac genes in embryonic cardiomyocytes. FEBS Open Bio, 2021, 11, 2364-2382. 1.0 5



1118

Citation Report

# Article IF Citations

20405 Singleâ€•oocyte transcriptome analysis reveals agingâ€•associated effects influenced by life stage and
calorie restriction. Aging Cell, 2021, 20, e13428. 3.0 22

20406 Inhibition of the neuromuscular acetylcholine receptor with atracurium activates
FOXO/DAFâ€•16â€•induced longevity. Aging Cell, 2021, 20, e13381. 3.0 9

20407 Analysis of the vomeronasal organ transcriptome reveals variable gene expression depending on age
and function in rabbits. Genomics, 2021, 113, 2240-2252. 1.3 10

20408 Chemical proteomic profiling of UTP-binding proteins in human cells. Analytica Chimica Acta, 2021,
1168, 338607. 2.6 6

20409 Integrated analysis of m6A mRNA methylation in rats with monocrotaline-induced pulmonary arterial
hypertension. Aging, 2021, 13, 18238-18256. 1.4 21

20410 Detecting the footprint of selection on the genomes of Murcianoâ€•Granadina goats. Animal Genetics,
2021, 52, 683-693. 0.6 6

20411
Does chronic dietary exposure to the mycotoxin deoxynivalenol affect the porcine hepatic
transcriptome when an acute-phase response is initiated through first or second-pass LPS challenge
of the liver?. Innate Immunity, 2021, 27, 388-408.

1.1 0

20412 Serum miRNA Profiling for Early PDAC Diagnosis and Prognosis: A Retrospective Study. Biomedicines,
2021, 9, 845. 1.4 9

20413 No evidence for differential gene expression in major depressive disorder PBMCs, but robust evidence
of elevated biological ageing. Translational Psychiatry, 2021, 11, 404. 2.4 14

20414 Multi-Omic Analyses of the m5C Regulator ALYREF Reveal Its Essential Roles in Hepatocellular
Carcinoma. Frontiers in Oncology, 2021, 11, 633415. 1.3 28

20415 Essential role of a ThPOK autoregulatory loop in the maintenance of mature CD4+ T cell identity and
function. Nature Immunology, 2021, 22, 969-982. 7.0 13

20417 Prognostic signatures associated with high infiltration of Tregs in bone metastatic prostate cancer.
Aging, 2021, 13, 17442-17461. 1.4 7

20418 MicroRNA Dysregulation in Canine Meningioma: RT-qPCR Analysis of Formalin-Fixed Paraffin-Embedded
Samples. Journal of Neuropathology and Experimental Neurology, 2021, 80, 769-775. 0.9 3

20419
Identification of Key Candidate Genes Related to Inflammatory Osteolysis Associated with Vitamin
E-Blended UHMWPE Debris of Orthopedic Implants by Integrated Bioinformatics Analysis and
Experimental Confirmation. Journal of Inflammation Research, 2021, Volume 14, 3537-3554.

1.6 14

20420 A photo-cross-linking GlcNAc analog enables covalent capture of N-linked glycoprotein-binding
partners on the cell surface. Cell Chemical Biology, 2022, 29, 84-97.e8. 2.5 21

20421 Oncogene-regulated release of extracellular vesicles. Developmental Cell, 2021, 56, 1989-2006.e6. 3.1 37

20422 The INO80 chromatin remodeling complex promotes thermomorphogenesis by connecting H2A.Z
eviction and active transcription in Arabidopsis. Molecular Plant, 2021, 14, 1799-1813. 3.9 58

20423 Comprehensive Analysis of the Expression, Prognosis, and Biological Significance of OVOLs in Breast
Cancer. International Journal of General Medicine, 2021, Volume 14, 3951-3960. 0.8 12



1119

Citation Report

# Article IF Citations

20424 Quantitative Proteomics Reveals the Protein Regulatory Network of <i>Anabaena</i> sp. PCC 7120
under Nitrogen Deficiency. Journal of Proteome Research, 2021, 20, 3963-3976. 1.8 6

20425 Shotgun proteomics of Brassica rapa seed proteins identifies vicilin as a major seed storage protein in
the mature seed. PLoS ONE, 2021, 16, e0253384. 1.1 9

20426
The Potential Effect of Rhizoma coptidis on Polycystic Ovary Syndrome Based on Network
Pharmacology and Molecular Docking. Evidence-based Complementary and Alternative Medicine, 2021,
2021, 1-12.

0.5 5

20427
Genome-wide DNA methylation pattern in systemic sclerosis microvascular endothelial cells:
Identification of epigenetically affected key genes and pathways. Journal of Scleroderma and Related
Disorders, 2022, 7, 71-81.

1.0 4

20428 Genome-Wide Association Study Identifies 12 Loci Associated with Body Weight at Age 8 Weeks in
Korean Native Chickens. Genes, 2021, 12, 1170. 1.0 13

20429
Transcriptome analysis of chloride intracellular channel knockdown in Drosophila identifies
oxidation-reduction function as possible mechanism of altered sensitivity to ethanol sedation. PLoS
ONE, 2021, 16, e0246224.

1.1 2

20430
The lncRNA-miRNA-mRNA ceRNA network in mural granulosa cells of patients with polycystic ovary
syndrome: an analysis of Gene Expression Omnibus data. Annals of Translational Medicine, 2021, 9,
1156-1156.

0.7 6

20431 Characterization of <scp>glucoseâ€•binding</scp> proteins isolated from health volunteers and human
type 2 diabetes mellitus patients. Proteins: Structure, Function and Bioinformatics, 2021, 89, 1413-1424. 1.5 1

20432 Systematic Analysis of the Oncogenic Role of WDR62 in Human Tumors. Disease Markers, 2021, 2021,
1-23. 0.6 6

20433 Autophagy-Related Genes in Atherosclerosis. Journal of Healthcare Engineering, 2021, 2021, 1-11. 1.1 6

20434 Comprehensive Transcriptomic Analysis Reveals the Role of the Immune Checkpoint HLA-G Molecule in
Cancers. Frontiers in Immunology, 2021, 12, 614773. 2.2 10

20435 Abnormally increased DNA methylation in chorionic tissue might play an important role in
development of ectopic pregnancy. Reproductive Biology and Endocrinology, 2021, 19, 101. 1.4 0

20436
The Serine Protease Homolog, Scarface, Is Sensitive to Nutrient Availability and Modulates the
Development of the <i>Drosophila</i> Bloodâ€“Brain Barrier. Journal of Neuroscience, 2021, 41,
6430-6448.

1.7 9

20437 E2F/Dp inactivation in fat body cells triggers systemic metabolic changes. ELife, 2021, 10, . 2.8 4

20438 Network pharmacology to investigate the pharmacological mechanisms of muscone in Xingnaojing
injections for the treatment of severe traumatic brain injury. PeerJ, 2021, 9, e11696. 0.9 4

20439
Identification of microRNA-like RNAs from Trichoderma asperellum DQ-1 during its interaction with
tomato roots using bioinformatic analysis and high-throughput sequencing. PLoS ONE, 2021, 16,
e0254808.

1.1 3

20440 Comprehensive Profile Analysis of Differentially Expressed circRNAs in Glucose Deprivation-Induced
Human Nucleus Pulposus Cell Degeneration. BioMed Research International, 2021, 2021, 1-14. 0.9 11

20441 Identification of potential core genes in esophageal carcinoma using bioinformatics analysis.
Medicine (United States), 2021, 100, e26428. 0.4 7



1120

Citation Report

# Article IF Citations

20442
Bioinformatics analysis of differentially expressed genes and identification of an miRNAâ€“mRNA
network associated with entorhinal cortex and hippocampus in Alzheimerâ€™s disease. Hereditas, 2021,
158, 25.

0.5 6

20443 Differential RNA packaging into small extracellular vesicles by neurons and astrocytes. Cell
Communication and Signaling, 2021, 19, 75. 2.7 11

20444 Omics Multi-Layers Networks Provide Novel Mechanistic and Functional Insights Into Fat Storage and
Lipid Metabolism in Poultry. Frontiers in Genetics, 2021, 12, 646297. 1.1 9

20446 Adipocyte-specific deletion of HuR induces spontaneous cardiac hypertrophy and fibrosis. American
Journal of Physiology - Heart and Circulatory Physiology, 2021, 321, H228-H241. 1.5 11

20448 Conservation genomics reveals pesticide and pathogen exposure in the declining bumble bee
<i>Bombus terricola</i>. Molecular Ecology, 2021, 30, 4220-4230. 2.0 20

20449 Potential functions of hsa-miR-155-5p and core genes in chronic myeloid leukemia and emerging role in
human cancer: A joint bioinformatics analysis. Genomics, 2021, 113, 1647-1658. 1.3 7

20450 Comprehensive Human Milk Patterns Are Related to Infant Growth and Allergy in the CHMP Study.
Molecular Nutrition and Food Research, 2021, 65, e2100011. 1.5 4

20452 Multifaceted arrayâ€•based keloidal gene expression profiling reveals specific <i>MDFI</i> upregulation
in keloid lesions. Clinical and Experimental Dermatology, 2021, 46, 1255-1261. 0.6 1

20453 Bruceine A induces cell growth inhibition and apoptosis through PFKFB4/GSK3Î² signaling in pancreatic
cancer. Pharmacological Research, 2021, 169, 105658. 3.1 15

20454 Identification of Rhythmically Expressed LncRNAs in the Zebrafish Pineal Gland and Testis.
International Journal of Molecular Sciences, 2021, 22, 7810. 1.8 7

20455 YAP1 nuclear efflux and transcriptional reprograming follow membrane diminution upon
VSV-G-induced cell fusion. Nature Communications, 2021, 12, 4502. 5.8 5

20456 AKT3 and related molecules as potential biomarkers responsible for cryptorchidism and
cryptorchidism-induced azoospermia. Translational Pediatrics, 2021, 10, 1805-1817. 0.5 6

20457 Exosome-Mediated Activation of Neuronal Cells Triggered by Î³-Aminobutyric Acid (GABA). Nutrients,
2021, 13, 2544. 1.7 11

20458 Genetic compensation for cilia defects in cep290 mutants by upregulation of cilia-associated small
GTPases. Journal of Cell Science, 2021, 134, . 1.2 14

20460 Quantum algorithm for MMNG-based DBSCAN. Scientific Reports, 2021, 11, 15559. 1.6 6

20461 Genomeâ€•wide association studies of preweaning growth and in vivo carcass composition traits in Esme
sheep. Journal of Animal Breeding and Genetics, 2022, 139, 26-39. 0.8 23

20462 Functional multigenic variations associated with hodgkin lymphoma. International Journal of
Laboratory Hematology, 2021, 43, 1472-1482. 0.7 5

20463 Identification of HCC-Related Genes Based on Differential Partial Correlation Network. Frontiers in
Genetics, 2021, 12, 672117. 1.1 4



1121

Citation Report

# Article IF Citations

20465 iTRAQ-based proteomic analysis of bovine pre-ovulatory plasma and follicular fluid. Domestic Animal
Endocrinology, 2021, 76, 106606. 0.8 7

20466 SERINC2 increases the risk of bipolar disorder in the Chinese population. Depression and Anxiety, 2021,
38, 985-995. 2.0 2

20467 A20/Nrdp1 interaction alters the inflammatory signaling profile by mediating K48- and K63-linked
polyubiquitination of effectors MyD88 and TBK1. Journal of Biological Chemistry, 2021, 297, 100811. 1.6 11

20468 Single-cell RNA sequencing reveals distinct cellular factors for response to immunotherapy
targeting CD73 and PD-1 in colorectal cancer. , 2021, 9, e002503. 36

20469 Genome-Wide Association Study Using Whole-Genome Sequence Data for Fertility, Health Indicator,
and Endoparasite Infection Traits in German Black Pied Cattle. Genes, 2021, 12, 1163. 1.0 10

20470 Effects of adiposity on the human plasma proteome: observational and Mendelian randomisation
estimates. International Journal of Obesity, 2021, 45, 2221-2229. 1.6 31

20471 PacBio Iso-Seq Improves the Rainbow Trout Genome Annotation and Identifies Alternative Splicing
Associated With Economically Important Phenotypes. Frontiers in Genetics, 2021, 12, 683408. 1.1 24

20472
A Network Pharmacology-Based Investigation to the Pharmacodynamic Material Basis and Mechanisms
of the Anti-Inflammatory and Anti-Viral Effect of Isatis indigotica. Drug Design, Development and
Therapy, 2021, Volume 15, 3193-3206.

2.0 22

20473
Morphological and transcriptomic alterations in neonatal lamb testes following developmental
exposure to low-level environmental chemical mixture. Environmental Toxicology and Pharmacology,
2021, 86, 103670.

2.0 10

20475 Data Mining and Systems Pharmacology to Elucidate Effectiveness and Mechanisms of Chinese
Medicine in Treating Primary Liver Cancer. Chinese Journal of Integrative Medicine, 2022, 28, 636-643. 0.7 3

20476 Importance of extracellular vesicle secretion at the bloodâ€“cerebrospinal fluid interface in the
pathogenesis of Alzheimerâ€™s disease. Acta Neuropathologica Communications, 2021, 9, 143. 2.4 30

20477 Single-cell sequencing of immune cells from anticitrullinated peptide antibody positive and negative
rheumatoid arthritis. Nature Communications, 2021, 12, 4977. 5.8 73

20478 Novel Facets of the Liver Transcriptome Are Associated with the Susceptibility and Resistance to
Lipid-Related Metabolic Disorders in Periparturient Holstein Cows. Animals, 2021, 11, 2558. 1.0 3

20479 Comparative Molecular and Immunoregulatory Analysis of Extracellular Vesicles from Candida
albicans and Candida auris. MSystems, 2021, 6, e0082221. 1.7 27

20480
Local anesthetic bupivacaine inhibits proliferation and metastasis of hepatocellular carcinoma cells
via suppressing PI3K/Akt and MAPK signaling. Journal of Biochemical and Molecular Toxicology, 2021,
35, e22871.

1.4 8

20481 Malpigmentation of Common Sole (Solea solea) during Metamorphosis Is Associated with Differential
Synaptic-Related Gene Expression. Animals, 2021, 11, 2273. 1.0 2

20482
Proteomic and molecular evidences of Il1rl2, Ric8a, Krt18 and Hsp90b1 modulation during experimental
hepatic fibrosis and pomegranate supplementation. International Journal of Biological
Macromolecules, 2021, 185, 696-707.

3.6 7

20483 Maslinic Acid Attenuates Denervation-Induced Loss of Skeletal Muscle Mass and Strength. Nutrients,
2021, 13, 2950. 1.7 13



1122

Citation Report

# Article IF Citations

20484 Prognostic Value of Highly Expressed Type VII Collagen (COL7A1) in Patients With Gastric Cancer.
Pathology and Oncology Research, 2021, 27, 1609860. 0.9 13

20485
Use of integrated metabolomics, transcriptomics, and signal protein profile to characterize the
effector function and associated metabotype of polarized macrophage phenotypes. Journal of
Leukocyte Biology, 2022, 111, 667-693.

1.5 23

20486
Mechanism Prediction of Astragalus membranaceus against Cisplatin-Induced Kidney Damage by
Network Pharmacology and Molecular Docking. Evidence-based Complementary and Alternative
Medicine, 2021, 2021, 1-15.

0.5 5

20487 Systematical Screening of Intracellular Protein Targets of Polyphemusin-I Using Escherichia coli
Proteome Microarrays. International Journal of Molecular Sciences, 2021, 22, 9158. 1.8 3

20488 Glatiramer acetate enhances tumor retention and innate activation of immunostimulants.
International Journal of Pharmaceutics, 2021, 605, 120812. 2.6 6

20489
A Model of Waardenburg Syndrome Using Patient-Derived iPSCs With a SOX10 Mutation Displays
Compromised Maturation and Function of the Neural Crest That Involves Inner Ear Development.
Frontiers in Cell and Developmental Biology, 2021, 9, 720858.

1.8 9

20490 Transcriptional reprogramming by oxidative stress occurs within a predefined chromatin accessibility
landscape. Free Radical Biology and Medicine, 2021, 171, 319-331. 1.3 6

20491 Meta-analysis of genome-wide association studies and gene networks analysis for milk production
traits in Holstein cows. Livestock Science, 2021, 250, 104605. 0.6 4

20492
The effects of Naja sumatrana venom cytotoxin, sumaCTX on alteration of the secretome in MCF-7
breast cancer cells following membrane permeabilization. International Journal of Biological
Macromolecules, 2021, 184, 776-786.

3.6 6

20493 Alternative microexon splicing by <scp>RBFOX2</scp> and <scp>PTBP1</scp> is associated with
metastasis in colorectal cancer. International Journal of Cancer, 2021, 149, 1787-1800. 2.3 10

20494 HMGA1 promotes hepatocellular carcinoma proliferation, migration, and regulates cell cycle via
miR-195-5p. Anti-Cancer Drugs, 2022, 33, e273-e285. 0.7 11

20495 Proteomic and metabolomic characterization of amygdala in chronic social defeat stress rats.
Behavioural Brain Research, 2021, 412, 113407. 1.2 9

20496 Differential expression of striatal proteins in a mouse model of DOPA-responsive dystonia reveals
shared mechanisms among dystonic disorders. Molecular Genetics and Metabolism, 2021, 133, 352-361. 0.5 4

20497 Construction of a Potentially Functional circRNA-miRNA-mRNA Network in Intervertebral Disc
Degeneration by Bioinformatics Analysis. BioMed Research International, 2021, 2021, 1-21. 0.9 11

20498 Comprehensive Analysis of 5-Methylcytosine Profiles of Messenger RNA in Human High-Grade Serous
Ovarian Cancer by MeRIP Sequencing. Cancer Management and Research, 2021, Volume 13, 6005-6018. 0.9 6

20499 Discovery of Novel Host Molecular Factors Underlying HBV/HCV Infection. Frontiers in Cell and
Developmental Biology, 2021, 9, 690882. 1.8 0

20500 Identification of Core Genes and Key Pathways in Gastric Cancer using Bioinformatics Analysis.
Russian Journal of Genetics, 2021, 57, 963-971. 0.2 0

20501 A unique esophageal extracellular matrix proteome alters normal fibroblast function in severe
eosinophilic esophagitis. Journal of Allergy and Clinical Immunology, 2021, 148, 486-494. 1.5 14



1123

Citation Report

# Article IF Citations

20502 Two Genomic Loci Control Three Eye Colors in the Domestic Pigeon (<i>Columba livia</i>). Molecular
Biology and Evolution, 2021, 38, 5376-5390. 3.5 11

20503 DNA methylome and transcriptome landscapes of cancer-associated fibroblasts reveal a
smoking-associated malignancy index. Journal of Clinical Investigation, 2021, 131, . 3.9 8

20504 Next-Generation Sequencing of Patients With Breast Cancer in Community Oncology Clinics. JCO
Precision Oncology, 2021, 5, 1297-1311. 1.5 9

20505 BRD9 is a druggable component of interferonâ€•stimulated gene expression and antiviral activity. EMBO
Reports, 2021, 22, e52823. 2.0 11

20506
Tara (Caesalpinia spinosa L.) tannin promotes proliferation and expression of hair growth-associated
markers in human follicular dermal papilla cells. Euro-Mediterranean Journal for Environmental
Integration, 2021, 6, 1.

0.6 0

20507 Short Tandem Repeats as a High-Resolution Marker for Capturing Recent Orangutan Population
Evolution. Frontiers in Bioinformatics, 2021, 1, . 1.0 1

20508 Phosphoproteomics Identifies Significant Biomarkers Associated with the Proliferation and
Metastasis of Prostate Cancer. Toxins, 2021, 13, 554. 1.5 0

20509
Novel Insight into the Effects of CpxR on Salmonella enteritidis Cells during the Chlorhexidine
Treatment and Non-Stressful Growing Conditions. International Journal of Molecular Sciences, 2021,
22, 8938.

1.8 4

20510 An mTORC1-GRASP55 signaling axis controls unconventional secretion to reshape the extracellular
proteome upon stress. Molecular Cell, 2021, 81, 3275-3293.e12. 4.5 40

20511 Therapeutic targeting of both dihydroorotate dehydrogenase and nucleoside transport in
MYCN-amplified neuroblastoma. Cell Death and Disease, 2021, 12, 821. 2.7 11

20512 A Multi-Omics Approach Using a Mouse Model of Cardiac Malformations for Prioritization of Human
Congenital Heart Disease Contributing Genes. Frontiers in Cardiovascular Medicine, 2021, 8, 683074. 1.1 2

20513
Identification and Functional Validation of Differentially Expressed microRNAs in Ascites-Derived
Ovarian Cancer Cells Compared with Primary Tumour Tissue. Cancer Management and Research, 2021,
Volume 13, 6585-6597.

0.9 7

20514 Identification of hub genes and functional modules in colon adenocarcinoma based on public
databases by bioinformatics analysis. Journal of Gastrointestinal Oncology, 2021, 12, 1613-1624. 0.6 2

20515 Attenuating vascular stenosis-induced astrogliosis preserves white matter integrity and cognitive
function. Journal of Neuroinflammation, 2021, 18, 187. 3.1 36

20516 An epigenetic basis of inbreeding depression in maize. Science Advances, 2021, 7, . 4.7 10

20517 Cisplatin's potential for type 2 diabetes repositioning by inhibiting CDKN1A, FAS, and SESN1. Computers
in Biology and Medicine, 2021, 135, 104640. 3.9 6

20518 Employing bioinformatics analysis to identify hub genes and microRNAs involved in colorectal cancer.
Medical Oncology, 2021, 38, 114. 1.2 11

20519 Liver-Specific Deletion of Mouse CTCF Leads to Hepatic Steatosis via Augmented PPARÎ³ Signaling.
Cellular and Molecular Gastroenterology and Hepatology, 2021, 12, 1761-1787. 2.3 14



1124

Citation Report

# Article IF Citations

20520 Genome-Wide Transcription Analysis of Electroacupuncture Precondition-Induced Ischemic Tolerance
on SD Rat With Ischemiaâ€“Reperfusion Injury. Frontiers in Genetics, 2021, 12, 719201. 1.1 2

20521 NetAUC: A network-based multi-biomarker identification method by AUC optimization. Methods, 2022,
198, 56-64. 1.9 5

20522 Quorum Sensing by Gelsolin Regulates Programmed Cell Death 4 Expression and a Density-Dependent
Phenotype in Macrophages. Journal of Immunology, 2021, 207, 1250-1264. 0.4 7

20523 A Network Pharmacology Approach for Exploring the Mechanisms of Panax notoginseng Saponins in
Ischaemic Stroke. Evidence-based Complementary and Alternative Medicine, 2021, 2021, 1-14. 0.5 1

20524 NGF-TrkA signaling dictates neural ingrowth and aberrant osteochondral differentiation after soft
tissue trauma. Nature Communications, 2021, 12, 4939. 5.8 36

20525 Functional Annotation of MicroRNAs Using Existing Resources. Methods in Molecular Biology, 2022,
2257, 57-77. 0.4 2

20526 Label propagation-based semi-supervised feature selection on decoding clinical phenotypes with
RNA-seq data. BMC Medical Genomics, 2021, 14, 141. 0.7 3

20527 Elucidating the Effects of Curcumin against Influenza Using In Silico and In Vitro Approaches.
Pharmaceuticals, 2021, 14, 880. 1.7 6

20528 Identifying genetic variants for age of migraine onset in a Han Chinese population in Taiwan. Journal
of Headache and Pain, 2021, 22, 89. 2.5 14

20529 Identification of Candidate Biomarkers and Prognostic Analysis in Colorectal Cancer Liver
Metastases. Frontiers in Oncology, 2021, 11, 652354. 1.3 13

20530 Comparative Proteomics of Human Milk From Eight Cities in China During Six Months of Lactation in
the Chinese Human Milk Project Study. Frontiers in Nutrition, 2021, 8, 682429. 1.6 2

20531 GLIS1 regulates trabecular meshwork function and intraocular pressure and is associated with
glaucoma in humans. Nature Communications, 2021, 12, 4877. 5.8 20

20532 Expression profiles and functional prediction of long non-coding RNAs LINC01133, ZEB1-AS1 and
ABHD11-AS1 in the luminal subtype of breast cancer. Journal of Translational Medicine, 2021, 19, 364. 1.8 8

20533 Sex Differences in MicroRNA Expression and Cardiometabolic Risk Factors in Hispanic Adolescents
with Obesity. Journal of Pediatrics, 2021, 235, 138-143.e5. 0.9 13

20534 CERKL, a retinal dystrophy gene, regulates mitochondrial function and dynamics in the mammalian
retina. Neurobiology of Disease, 2021, 156, 105405. 2.1 17

20536 CHIP-dependent regulation of the actin cytoskeleton is linked to neuronal cell membrane integrity.
IScience, 2021, 24, 102878. 1.9 6

20537
Ameliorative Effects and Mechanism of Buyang Huanwu Decoction on Pulmonary Vascular
Remodeling: Network and Experimental Analyses. Oxidative Medicine and Cellular Longevity, 2021, 2021,
1-13.

1.9 0

20539 Integrated Analysis of a Competing Endogenous RNA Network Reveals a Prognostic lncRNA Signature
in Bladder Cancer. Frontiers in Oncology, 2021, 11, 684242. 1.3 4



1125

Citation Report

# Article IF Citations

20540 Live cell tagging tracking and isolation for spatial transcriptomics using photoactivatable cell dyes.
Nature Communications, 2021, 12, 4995. 5.8 25

20541 Identification of HIFâ€‘1Î±/VEGFA signaling pathway and transcription factors in Kashinâ€‘Beck disease by
integrated bioinformatics analysis. Experimental and Therapeutic Medicine, 2021, 22, 1115. 0.8 3

20543 Excitotoxic stimulation activates distinct pathogenic and protective expression signatures in the
hippocampus. Journal of Cellular and Molecular Medicine, 2021, 25, 9011-9027. 1.6 7

20544 Systematic analysis of the potential off-target activities of osimertinib by computational target
fishing. Anti-Cancer Drugs, 2021, Publish Ahead of Print, . 0.7 0

20545 A high-resolution temporal atlas of the SARS-CoV-2 translatome and transcriptome. Nature
Communications, 2021, 12, 5120. 5.8 57

20546 Mnt Represses Epithelial Identity To Promote Epithelial-to-Mesenchymal Transition. Molecular and
Cellular Biology, 2021, 41, e0018321. 1.1 4

20547 Molecular Dysregulation in Autism Spectrum Disorder. Journal of Personalized Medicine, 2021, 11, 848. 1.1 8

20548
Analysis of soybean transcriptome uncovers differential genomic regulations in response to charcoal
rot in resistant and susceptible genotypes. Physiological and Molecular Plant Pathology, 2021, 115,
101672.

1.3 3

20549 Transcriptomic Profile of Mycobacterium smegmatis in Response to an Imidazo[1,2-b][1,2,4,5]tetrazine
Reveals Its Possible Impact on Iron Metabolism. Frontiers in Microbiology, 2021, 12, 724042. 1.5 1

20550 Puf6 primes 60S pre-ribosome nuclear export at low temperature. Nature Communications, 2021, 12,
4696. 5.8 8

20551 High BTBD7 expression positive is correlated with SLUG-predicted poor prognosis in hormone
receptor-negative breast cancer. Annals of Translational Medicine, 2021, 9, 1252-1252. 0.7 2

20552 Role of competitive endogenous RNA networks in the pathogenesis of coronary artery disease. Annals
of Translational Medicine, 2021, 9, 1234-1234. 0.7 3

20553 Digestive Enzyme Activity and Protein Degradation in Plasma of Heart Failure Patients. Cellular and
Molecular Bioengineering, 2021, 14, 583-596. 1.0 3

20554 Deficient adaptation to centrosome duplication defects in neural progenitors causes microcephaly
and subcortical heterotopias. JCI Insight, 2021, 6, . 2.3 11

20555 MicroRNA-26a-3p rescues depression-like behaviors in male rats via preventing hippocampal neuronal
anomalies. Journal of Clinical Investigation, 2021, 131, . 3.9 35

20556 Matrix-assisted laser desorption ionization mass spectrometry profiling of plasma exosomes evaluates
osteosarcoma metastasis. IScience, 2021, 24, 102906. 1.9 20

20557 Pan-Cancer Analysis of Prognostic and Immune Infiltrates for CXCs. Cancers, 2021, 13, 4153. 1.7 10

20558
RNA-Seq-Based Analysis of Cortisol-Induced Differential Gene Expression Associated with
Piscirickettsia salmonis Infection in Rainbow Trout (Oncorhynchus mykiss) Myotubes. Animals, 2021,
11, 2399.

1.0 5



1126

Citation Report

# Article IF Citations

20559
Connection between miRNA Mediation and the Bioactive Effects of Broccoli (<i>Brassica oleracea</i>) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 747 Td (var. italica): Exogenous miRNA Resistance to Food Processing and GI Digestion. Journal of

Agricultural and Food Chemistry, 2021, 69, 9326-9337.
2.4 17

20560 Tianma Formula Alleviates Dementia via ACER2-Mediated Sphingolipid Signaling Pathway Involving AÎ².
Evidence-based Complementary and Alternative Medicine, 2021, 2021, 1-20. 0.5 5

20561 The AMPâ€•dependent kinase pathway is upregulated in <i>BAP1</i> mutant uveal melanoma. Pigment Cell
and Melanoma Research, 2022, 35, 78-87. 1.5 12

20562 Biomolecule and Bioentity Interaction Databases in Systems Biology: A Comprehensive Review.
Biomolecules, 2021, 11, 1245. 1.8 17

20563 The Role of Adenosine Receptor A2A in the Regulation of Macrophage Exosomes and Vascular
Endothelial Cells During Bone Healing. Journal of Inflammation Research, 2021, Volume 14, 4001-4017. 1.6 12

20564 Characterization of an in vitro 3D intestinal organoid modelÂ by using massive RNAseq-based
transcriptome profiling. Scientific Reports, 2021, 11, 16668. 1.6 8

20565 Comprehensive mapping of SARS-CoV-2 interactions in vivo reveals functional virus-host interactions.
Nature Communications, 2021, 12, 5113. 5.8 53

20566 Core circadian clock transcription factor BMAL1 regulates mammary epithelial cell growth,
differentiation, and milk component synthesis. PLoS ONE, 2021, 16, e0248199. 1.1 7

20567 Comparative Genomic Analysis of the DUF34 Protein Family Suggests Role as a Metal Ion Chaperone or
Insertase. Biomolecules, 2021, 11, 1282. 1.8 5

20568 SRSF1-dependent inhibition of C9ORF72-repeat RNA nuclear export: genome-wide mechanisms for
neuroprotection in amyotrophic lateral sclerosis. Molecular Neurodegeneration, 2021, 16, 53. 4.4 13

20570
<i>Mycobacterium tuberculosis</i> VapC4 toxin engages small ORFs to initiate an integrated oxidative
and copper stress response. Proceedings of the National Academy of Sciences of the United States of
America, 2021, 118, .

3.3 17

20572 Multi-omics network characterization reveals novel microRNA biomarkers and mechanisms for
diagnosis and subtyping of kidney transplant rejection. Journal of Translational Medicine, 2021, 19, 346. 1.8 6

20573 Proteome Dynamics during Antibiotic Persistence and Resuscitation. MSystems, 2021, 6, e0054921. 1.7 4

20574
Identification of miRNAs and related hub genes associated with the triple negative breast cancer using
integrated bioinformatics analysis and <i>in vitro</i> approach. Journal of Biomolecular Structure
and Dynamics, 2022, 40, 11676-11690.

2.0 13

20575 Immune-related genes <i>LAMA2</i> and <i>IL1R1</i> correlate with tumor sites and predict poor
survival in pancreatic adenocarcinoma. Future Oncology, 2021, 17, 3061-3076. 1.1 7

20576 Prognostic significance and function of MCM10 in human hepatocellular carcinoma. Future
Oncology, 2021, 17, 4457-4470. 1.1 3

20577 Identification of key proteins in the signaling crossroads between wound healing and cancer
hallmark phenotypes. Scientific Reports, 2021, 11, 17245. 1.6 7

20578 Integrated microRNAâ€“mRNA analysis reveals the roles of microRNAs in the muscle fat metabolism of
Yanbian cattle. Animal Genetics, 2021, 52, 598-607. 0.6 4



1127

Citation Report

# Article IF Citations

20579 TCF19 and p53 regulate transcription of <i>TIGAR</i> and <i>SCO2</i> in HCC for mitochondrial energy
metabolism and stress adaptation. FASEB Journal, 2021, 35, e21814. 0.2 11

20580 Automated Spatially Targeted Optical Microproteomics Investigates Inflammatory Lesions <i>In
Situ</i>. Journal of Proteome Research, 2021, 20, 4543-4552. 1.8 4

20581 m6Am-seq reveals the dynamic m6Am methylation in the human transcriptome. Nature
Communications, 2021, 12, 4778. 5.8 38

20582 Exploration of Immune-Related Gene Expression in Osteosarcoma and Association With Outcomes.
JAMA Network Open, 2021, 4, e2119132. 2.8 27

20586 Identification of Hub Genes Related to Liver Metastasis of Colorectal Cancer by Integrative Analysis.
Frontiers in Oncology, 2021, 11, 714866. 1.3 10

20587 Autophagy mutants show delayed chloroplast development during deâ€•etiolation in carbon limiting
conditions. Plant Journal, 2021, 108, 459-477. 2.8 6

20589 Role of Sulfur Metabolism Gene and High-Sulfur Gene Expression in Wool Growth Regulation in the
Cashmere Goat. Frontiers in Genetics, 2021, 12, 715526. 1.1 1

20590 Prognostic Biomarkers and Immunotherapeutic Targets Among CXC Chemokines in Pancreatic
Adenocarcinoma. Frontiers in Oncology, 2021, 11, 711402. 1.3 14

20591 Comprehensive analysis of differentially expressed genes reveals the promotive effects of UBE2T on
colorectal cancer cell proliferation. Oncology Letters, 2021, 22, 714. 0.8 3

20592 Ribosome ADP-ribosylation inhibits translation and maintains proteostasis in cancers. Cell, 2021, 184,
4531-4546.e26. 13.5 42

20593 Prepubertal arsenic exposure alters phosphoproteins profile, quality, and fertility of epididymal
spermatozoa in sexually mature rats. Toxicology, 2021, 460, 152886. 2.0 18

20594
High-Throughput Sequencing Reveals the Differential MicroRNA Expression Profiles of Human Gastric
Cancer SGC7901 Cell Xenograft Nude Mouse Models Treated with Traditional Chinese Medicine Si Jun
Zi Tang Decoction. Evidence-based Complementary and Alternative Medicine, 2021, 2021, 1-12.

0.5 2

20595 GRP78 Overexpression Triggers PINK1-IP3R-Mediated Neuroprotective Mitophagy. Biomedicines, 2021, 9,
1039. 1.4 2

20596 SCAMP2/5 as diagnostic and prognostic markers for acute myeloid leukemia. Scientific Reports, 2021, 11,
17012. 1.6 2

20597 ERÎ±-dependent estrogen-TNFÎ± signaling crosstalk increases cisplatin tolerance and migration of lung
adenocarcinoma cells. Biochimica Et Biophysica Acta - Gene Regulatory Mechanisms, 2021, 1864, 194715. 0.9 3

20598 Identification of genes, pathways and transcription factor-miRNA-target gene networks and
experimental verification in venous thromboembolism. Scientific Reports, 2021, 11, 16352. 1.6 4

20599 The Proteome of Equine Oviductal Fluid Varies Before and After Ovulation: A Comparative Study.
Frontiers in Veterinary Science, 2021, 8, 694247. 0.9 4

20600 Long Non-coding RNA RP11-395G23.3 Acts as a Competing Endogenous RNA of miR-124-3p to Regulate ROR1
in Anaplastic Thyroid Carcinoma. Frontiers in Genetics, 2021, 12, 673242. 1.1 1



1128

Citation Report

# Article IF Citations

20601 Influenza A virus infects pulmonary microvascular endothelial cells leading to microvascular
leakage and release of pro-inflammatory cytokines. PeerJ, 2021, 9, e11892. 0.9 7

20605
Phenotypic and transcriptomic responses of the rotifer Brachionus koreanus by single and combined
exposures to nano-sized microplastics and water-accommodated fractions of crude oil. Journal of
Hazardous Materials, 2021, 416, 125703.

6.5 27

20606 Impact of KMN network genes on progression and prognosis of non-small cell lung cancer.
Anti-Cancer Drugs, 2021, Publish Ahead of Print, . 0.7 6

20607 Intron retention as a new pre-symptomatic marker of aging and its recovery to the normal state by a
traditional Japanese multi-herbal medicine. Gene, 2021, 794, 145752. 1.0 10

20608 Increased expression levels of AURKA and KIFC1 are promising predictors of progression and poor
survival associated with gastric cancer. Pathology Research and Practice, 2021, 224, 153524. 1.0 3

20609 Specific Interaction of DDX6 with an RNA Hairpin in the 3â€²â€‰UTR of the Dengue Virus Genome Mediates G
<sub>1</sub> Phase Arrest. Journal of Virology, 2021, 95, e0051021. 1.5 8

20611 Understanding the Interactions Between the Ocular Surface Microbiome and the Tear Proteome. ,
2021, 62, 8. 18

20612 Insm1, Neurod1, and Pax6 promote murine pancreatic endocrine cell development through overlapping
yet distinct RNA transcription and splicing programs. G3: Genes, Genomes, Genetics, 2021, 11, . 0.8 2

20613 Network pharmacology study on the mechanism of Qiangzhifang in the treatment of panic disorder.
Annals of Translational Medicine, 2021, 9, 1350-1350. 0.7 5

20614 Auxin Metabolome Profiling in the Arabidopsis Endoplasmic Reticulum Using an Optimised Organelle
Isolation Protocol. International Journal of Molecular Sciences, 2021, 22, 9370. 1.8 6

20615 SNP rs4971059 predisposes to breast carcinogenesis and chemoresistance via TRIM46â€•mediated HDAC1
degradation. EMBO Journal, 2021, 40, e107974. 3.5 12

20616 Identification of new target proteins of a Urotensin-II receptor antagonist using transcriptome-based
drug repositioning approach. Scientific Reports, 2021, 11, 17138. 1.6 4

20617 Integrative enrichment analysis of gene expression based on an artificial neuron. BMC Medical
Genomics, 2021, 14, 173. 0.7 0

20618 Pituitary P62 deficiency leads to female infertility by impairing luteinizing hormone production.
Experimental and Molecular Medicine, 2021, 53, 1238-1249. 3.2 9

20619 PLCE1 Polymorphisms Are Associated With Gastric Cancer Risk: The Changes in Protein Spatial
Structure May Play a Potential Role. Frontiers in Genetics, 2021, 12, 714915. 1.1 2

20620 A CpG island promoter drives the CXXC5 gene expression. Scientific Reports, 2021, 11, 15655. 1.6 2

20622 New loci and neuronal pathways for resilience to heat stress in cattle. Scientific Reports, 2021, 11,
16619. 1.6 35

20623 The genetics and evolution of eye color in domestic pigeons (Columba livia). PLoS Genetics, 2021, 17,
e1009770. 1.5 6



1129

Citation Report

# Article IF Citations

20624 The non-muscle ADF/cofilin-1 controls sarcomeric actin filament integrity and force production in
striated muscle laminopathies. Cell Reports, 2021, 36, 109601. 2.9 9

20625
Association of Neo-Family History Score with pathological complete response, safety, and survival
outcomes in patients with breast cancer receiving neoadjuvant platinum-based chemotherapy: An
exploratory analysis of two prospective trials. EClinicalMedicine, 2021, 38, 101031.

3.2 2

20626
Genes coding for transcription factors involved in stem cell maintenance are repressed by TGF-Î² and
downstream of Slug/Snail2 in COPD bronchial epithelial progenitors. Molecular Biology Reports,
2021, 48, 6729-6738.

1.0 2

20629 Induced Neural Cells from Human Dental Pulp Ameliorate Functional Recovery in a Murine Model of
Cerebral Infarction. Stem Cell Reviews and Reports, 2022, 18, 595-608. 1.7 5

20631 OTX2 Homeoprotein Functions in Adult Choroid Plexus. International Journal of Molecular Sciences,
2021, 22, 8951. 1.8 4

20632 Integrative analyses identified ion channel genes GJB2 and SCNN1B as prognostic biomarkers and
therapeutic targets for lung adenocarcinoma. Lung Cancer, 2021, 158, 29-39. 0.9 17

20633
Inokosterone Is A Potential Drug Target of Estrogen Receptor 1 in Rheumatoid Arthritis Patients:
Analysis from Active Ingredient of Cyathula Officinalis. Chinese Journal of Integrative Medicine, 2021,
27, 767-773.

0.7 1

20635 Exercise hormone irisin is a critical regulator of cognitive function. Nature Metabolism, 2021, 3,
1058-1070. 5.1 134

20636 Cell-cell adhesion regulates Merlin/NF2 interaction with the PAF complex. PLoS ONE, 2021, 16, e0254697. 1.1 2

20637 Time-dependent effect of 1,6-hexanediol on biomolecular condensates and 3D chromatin organization.
Genome Biology, 2021, 22, 230. 3.8 33

20638
Deficiency of Intellectual Disability-Related Gene Brpf1 Attenuated Hippocampal Excitatory Synaptic
Transmission and Impaired Spatial Learning and Memory Ability. Frontiers in Cell and Developmental
Biology, 2021, 9, 711792.

1.8 7

20639 BAZ2Aâ€•mediated repression via H3K14acâ€•marked enhancers promotes prostate cancer stem cells. EMBO
Reports, 2021, 22, e53014. 2.0 19

20640 Surface Roughness of Titanium Orthopedic Implants Alters the Biological Phenotype of Human
Mesenchymal Stromal Cells. Tissue Engineering - Part A, 2021, 27, 1503-1516. 1.6 14

20642 Roles of the Immune/Methylation/Autophagy Landscape on Single-Cell Genotypes and Stroke Risk in
Breast Cancer Microenvironment. Oxidative Medicine and Cellular Longevity, 2021, 2021, 1-32. 1.9 23

20644 Distinct Proteomic Profiling of Plasma Extracellular Vesicles from Moderate-to-Severe Atopic
Dermatitis Patients. Clinical, Cosmetic and Investigational Dermatology, 2021, Volume 14, 1033-1043. 0.8 4

20647
Proteomics study on the effect of combined treatment of electrical pulses and tomato lipophilic
extract in the downregulation of proliferating cell nuclear antigen in triple-negative breast cancer
cell. Phytomedicine Plus, 2021, 1, 100064.

0.9 1

20648 Establishment of a Patient-Derived, Magnetic Levitation-Based, Three-Dimensional Spheroid Granuloma
Model for Human Tuberculosis. MSphere, 2021, 6, e0055221. 1.3 7

20649 Recovery from heat shock requires the microRNA pathway in Caenorhabditis elegans. PLoS Genetics,
2021, 17, e1009734. 1.5 15



1130

Citation Report

# Article IF Citations

20650 Recent omics-based computational methods for COVID-19 drug discovery and repurposing. Briefings in
Bioinformatics, 2021, 22, . 3.2 8

20651 Analysis of the Aqueous Humor Proteome in Patients With Age-Related Macular Degeneration. , 2021,
62, 18. 17

20652 Abnormal regulation of microRNAs and related genes in pediatric Î²â€•thalassemia. Journal of Clinical
Laboratory Analysis, 2021, 35, e23945. 0.9 7

20653 Optimal Brassinosteroid Levels Are Required for Soybean Growth and Mineral Nutrient Homeostasis.
International Journal of Molecular Sciences, 2021, 22, 8400. 1.8 9

20654 Hofbauer Cells Spread Listeria monocytogenes among Placental Cells and Undergo Pro-Inflammatory
Reprogramming while Retaining Production of Tolerogenic Factors. MBio, 2021, 12, e0184921. 1.8 12

20655 HSP90 inhibition downregulates DNA replication and repair genes via E2F1 repression. Journal of
Biological Chemistry, 2021, 297, 100996. 1.6 10

20656 Subanesthetic ketamine rapidly alters medial prefrontal miRNAs involved in ubiquitin-mediated
proteolysis. PLoS ONE, 2021, 16, e0256390. 1.1 4

20657 Development of a prognostic prediction model based on microRNA-1269a in esophageal cancer. World
Journal of Gastrointestinal Oncology, 2021, 13, 943-958. 0.8 1

20658 Development of a prognostic prediction model based on microRNA-1269a in esophageal cancer. World
Journal of Gastrointestinal Oncology, 2021, 13, 941-956. 0.8 0

20660 The DNA methylation landscape of multiple myeloma shows extensive inter- and intrapatient
heterogeneity that fuels transcriptomic variability. Genome Medicine, 2021, 13, 127. 3.6 9

20662 Identifying potential association on gene-disease network via dual hypergraph regularized least
squares. BMC Genomics, 2021, 22, 605. 1.2 3

20663 Evaluating whole-genome expression differences in idiopathic and diabetic adhesive capsulitis. Journal
of Shoulder and Elbow Surgery, 2022, 31, e1-e13. 1.2 4

20664
Network pharmacology-based and molecular docking prediction of the active ingredients and
mechanism of ZaoRenDiHuang capsules for application in insomnia treatment. Computers in Biology
and Medicine, 2021, 135, 104562.

3.9 20

20665 Ketogenesis impact on liver metabolism revealed by proteomics of lysine Î²-hydroxybutyrylation. Cell
Reports, 2021, 36, 109487. 2.9 56

20666
A pilot study indicating the dysregulation of the complement and coagulation cascades in treated
schizophrenia and bipolar disorder patients. Biochimica Et Biophysica Acta - Proteins and Proteomics,
2021, 1869, 140657.

1.1 13

20667 Chondrocytes from Osteoarthritis Patients Adopt Distinct Phenotypes in Response to Central
TH1/TH2/TH17 Cytokines. International Journal of Molecular Sciences, 2021, 22, 9463. 1.8 8

20670 Integrated Bioinformatics Analysis to Identify Alternative Therapeutic Targets for Alzheimerâ€™s Disease:
Insights from a Synaptic Machinery Perspective. Journal of Molecular Neuroscience, 2022, 72, 273-286. 1.1 15

20671 Maternal Under- and Over-Nutrition during Gestation Causes Islet Hypertrophy and Sex-Specific
Changes to Pancreas DNA Methylation in Fetal Sheep. Animals, 2021, 11, 2531. 1.0 2



1131

Citation Report

# Article IF Citations

20672 Timeâ€•series transcriptomics reveals a <i>BBX32</i>â€•directed control of acclimation to high light in
mature <i>Arabidopsis</i> leaves. Plant Journal, 2021, 107, 1363-1386. 2.8 11

20673 SCF <sup>Fbxw5</sup> targets kinesinâ€•13 proteins to facilitate ciliogenesis. EMBO Journal, 2021, 40,
e107735. 3.5 12

20674
Exploring the Pharmacological Mechanism of Liuwei Dihuang Decoction for Diabetic Retinopathy: A
Systematic Biological Strategy-Based Research. Evidence-based Complementary and Alternative
Medicine, 2021, 2021, 1-20.

0.5 3

20675 Exploring the longitudinal glioma microenvironment landscape uncovers reprogrammed
pro-tumorigenic neutrophils in the bone marrow. Cell Reports, 2021, 36, 109480. 2.9 30

20676 BDNF controls GABAAR trafficking and related cognitive processes via autophagic regulation of p62.
Neuropsychopharmacology, 2022, 47, 553-563. 2.8 15

20677 Plasma proteins, cognitive decline, and 20â€•year risk of dementia in the Whitehall II and Atherosclerosis
Risk in Communities studies. Alzheimer's and Dementia, 2022, 18, 612-624. 0.4 24

20678 Genome-wide DNA methylation and gene expression analyses in monozygotic twins identify potential
biomarkers of depression. Translational Psychiatry, 2021, 11, 416. 2.4 31

20679 Genome-Wide Expression Difference of MicroRNAs in Basal Cell Carcinoma. Journal of Immunology
Research, 2021, 2021, 1-11. 0.9 4

20680 Cell-type and subcellular compartment-specific APEX2 proximity labeling reveals activity-dependent
nuclear proteome dynamics in the striatum. Nature Communications, 2021, 12, 4855. 5.8 33

20681 MicroRNA-29a Mitigates Osteoblast Senescence and Counteracts Bone Loss through Oxidation
Resistance-1 Control of FoxO3 Methylation. Antioxidants, 2021, 10, 1248. 2.2 14

20682 TMEA, a Polyphenol in Sanguisorba officinalis, Promotes Thrombocytopoiesis by Upregulating PI3K/Akt
Signaling. Frontiers in Cell and Developmental Biology, 2021, 9, 708331. 1.8 8

20684 Proof of Gene Doping in a Mouse Model with a Human Erythropoietin Gene Transferred Using an
Adenoviral Vector. Genes, 2021, 12, 1249. 1.0 6

20685 Limited Impact of Pivalate-Induced Secondary Carnitine Deficiency on Hepatic Transcriptome and
Hepatic and Plasma Metabolome in Nursery Pigs. Metabolites, 2021, 11, 573. 1.3 3

20686 Circadian and circatidal rhythms of protein abundance in the California mussel (<i>Mytilus) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 222 Td (californianus</i>). Molecular Ecology, 2021, 30, 5151-5163.2.0 6

20687 Global analysis of Saccharomyces cerevisiae growth in mucin. G3: Genes, Genomes, Genetics, 2021, 11, . 0.8 1

20688 The CCAAT/Enhancer Binding Protein Beta (cebpb) is essential for the development of enveloping layer
(EVL) in zebrafish. Aquaculture and Fisheries, 2021, , . 1.2 0

20689
WNT5B promotes vascular smooth muscle cell dedifferentiation via mitochondrial dynamics
regulation in chronic thromboembolic pulmonary hypertension. Journal of Cellular Physiology, 2022,
237, 789-803.

2.0 8

20690 Polyamine metabolism is a central determinant of helper TÂ cell lineage fidelity. Cell, 2021, 184,
4186-4202.e20. 13.5 121



1132

Citation Report

# Article IF Citations

20691 Bioinformatics analysis of constructing a HCV-related hepatocellular carcinoma miRNAâ€“mRNA
regulation network. Medicine (United States), 2021, 100, e26964. 0.4 2

20692 Shotgun proteomics of homogenate milk reveals dynamic changes in protein abundances between
colostrum, transitional, and mature milk of swine. Journal of Animal Science, 2021, 99, . 0.2 2

20693 The role of epigenetic modifications, long-range contacts, enhancers and topologically associating
domains in the regulation of glioma grade-specific genes. Scientific Reports, 2021, 11, 15668. 1.6 2

20694 Gene expression profile and long noncoding RNA analysis in Candida albicans insoluble
Î²-glucan-stimulated CD14+ monocytes and THP-1Â cells. Microbial Pathogenesis, 2021, 157, 104963. 1.3 3

20695 Functional genomics atlas of synovial fibroblasts defining rheumatoid arthritis heritability. Genome
Biology, 2021, 22, 247. 3.8 27

20696 Recurrent Human Papillomavirusâ€“Related Head and Neck Cancer Undergoes Metabolic Reprogramming
and Is Driven by Oxidative Phosphorylation. Clinical Cancer Research, 2021, 27, 6250-6264. 3.2 17

20697 Integrated multi-omics analysis of RB-loss identifies widespread cellular programming and synthetic
weaknesses. Communications Biology, 2021, 4, 977. 2.0 1

20698 Chronic social isolation signals starvation and reduces sleep in Drosophila. Nature, 2021, 597, 239-244. 13.7 44

20699 Cardiovascular Risk Stratification Based on Oxidative Stress for Early Detection of Pathology.
Antioxidants and Redox Signaling, 2021, 35, 602-617. 2.5 9

20700 Resting innate-like B cells leverage sustained Notch2/mTORC1 signaling to achieve rapid and
mitosis-independent plasma cell differentiation. Journal of Clinical Investigation, 2021, 131, . 3.9 23

20701 Identification of intracellular glycosaminoglycan-interacting proteins by affinity purification mass
spectrometry. Biological Chemistry, 2021, 402, 1427-1440. 1.2 5

20702
Predicting Target Genes of San-Huang-Chai-Zhu Formula in Treating ANIT-Induced Acute Intrahepatic
Cholestasis Rat Model via Bioinformatics Analysis Combined with Experimental Validation.
Evidence-based Complementary and Alternative Medicine, 2021, 2021, 1-17.

0.5 7

20703
Biomarker Identification in Membranous Nephropathy Using a Long Non-coding RNA-Mediated
Competitive Endogenous RNA Network. Interdisciplinary Sciences, Computational Life Sciences, 2021,
13, 615-623.

2.2 7

20704
Pyrin Inflammasome Activation Abrogates Interleukinâ€•1 Receptor Antagonist, Suggesting a New
Mechanism Underlying Familial Mediterranean Fever Pathogenesis. Arthritis and Rheumatology, 2021,
73, 2116-2126.

2.9 3

20705 Uncovering the mechanism of the Shenzhi Jiannao formula against vascular dementia using a
combined network pharmacology approach and molecular biology. Phytomedicine, 2021, 90, 153637. 2.3 20

20707 BCG immunotherapy inhibits cancer progression by promoting the M1 macrophage differentiation of
THPâ€‘1 cells via the Rb/E2F1 pathway in cervical carcinoma. Oncology Reports, 2021, 46, . 1.2 4

20708 Pituitary Somatotroph Adenoma-derived Exosomes: Characterization of Nonhormonal Actions.
Journal of Clinical Endocrinology and Metabolism, 2022, 107, 379-397. 1.8 6

20709 Molecular mechanism of Epicedium treatment for depression based on network pharmacology and
molecular docking technology. BMC Complementary Medicine and Therapies, 2021, 21, 222. 1.2 10



1133

Citation Report

# Article IF Citations

20710 Effect of micro-osteoperforations on the gene expression profile of the periodontal ligament of
orthodontically moved human teeth. Clinical Oral Investigations, 2022, 26, 1985-1996. 1.4 4

20711 Differentially expressed genes in the femur cartilage transcriptome clarify the understanding of
femoral head separation in chickens. Scientific Reports, 2021, 11, 17965. 1.6 4

20712
Î²-Agonist exposure preferentially impacts lung macrophage cyclic AMP-related gene expression in
asthma and asthma COPD overlap syndrome. American Journal of Physiology - Lung Cellular and
Molecular Physiology, 2021, 321, L837-L843.

1.3 5

20713 Expression and prognosis of CDC45 in cervical cancer based on the GEO database. PeerJ, 2021, 9, e12114. 0.9 10

20714
In utero exposure to electronic-cigarette aerosols decreases lung fibrillar collagen content,
increases Newtonian resistance and induces sex-specific molecular signatures in neonatal mice.
Toxicological Research, 2022, 38, 205-224.

1.1 8

20715 Mining for the association of bovine mastitis linked genes to pathological signatures and pathways.
Annals of Animal Science, 2022, 22, 583-591. 0.6 2

20716
Temperatureâ€•dependent effects of house fly protoâ€•Y chromosomes on gene expression could be
responsible for fitness differences that maintain polygenic sex determination. Molecular Ecology,
2021, 30, 5704-5720.

2.0 6

20717 Transcriptomic profile of leg muscle during early growth and development in Haiyang yellow chicken.
Archives Animal Breeding, 2021, 64, 405-416. 0.5 6

20723 Strategy of Virtual Screening Based Discovery of HSP90 C-terminal Inhibitors and Network
Pharmacological Analysis. Current Pharmaceutical Biotechnology, 2021, 22, . 0.9 0

20724 Genome Sequencing and Functional Characterization of Xanthomonas cucurbitae, the Causal Agent
of Bacterial Spot Disease of Cucurbits. Phytopathology, 2021, 111, PHYTO-06-20-022. 1.1 2

20725 Genomic and functional evidence reveals convergent evolution in fishes on the Tibetan Plateau.
Molecular Ecology, 2021, 30, 5752-5764. 2.0 10

20726 Heme Oxygenase-1 at the Nexus of Endothelial Cell Fate Decision Under Oxidative Stress. Frontiers in
Cell and Developmental Biology, 2021, 9, 702974. 1.8 3

20727 Characterization of the Primary Human Trophoblast Cell Secretome Using Stable Isotope Labeling
With Amino Acids in Cell Culture. Frontiers in Cell and Developmental Biology, 2021, 9, 704781. 1.8 4

20728 Cardiac-specific Î²-catenin deletion dysregulates energetic metabolism and mitochondrial function in
perinatal cardiomyocytes. Mitochondrion, 2021, 60, 59-69. 1.6 10

20729 Proliferative diabetic retinopathy transcriptomes reveal angiogenesis, anti-angiogenic therapy escape
mechanisms, fibrosis and lymphatic involvement. Scientific Reports, 2021, 11, 18810. 1.6 14

20730 Co-Expression Network Analysis of MicroRNAs and Proteins in Severe Traumatic Brain Injury: A
Systematic Review. Cells, 2021, 10, 2425. 1.8 3

20731 A zebrafish screen reveals Renin-angiotensin system inhibitors as neuroprotective via mitochondrial
restoration in dopamine neurons. ELife, 2021, 10, . 2.8 21

20732 Bio-informatics and in Vitro Experiments Reveal the Mechanism of Schisandrin A Against MDA-MB-231
cells. Bioengineered, 2021, 12, 7678-7693. 1.4 4



1134

Citation Report

# Article IF Citations

20733 Identification of cancer stemness related miRNA(s) using integrated bioinformatics analysis and in
vitro validation. 3 Biotech, 2021, 11, 446. 1.1 9

20734
The proteomes of endometrial stromal cell-derived extracellular vesicles following a decidualizing
stimulus define the cellsâ€™ potential for decidualization success. Molecular Human Reproduction,
2021, 27, .

1.3 10

20735 Protein Interaction Network-based Deep Learning Framework for Identifying Disease-Associated Human
Proteins. Journal of Molecular Biology, 2021, 433, 167149. 2.0 4

20736 Synthetic essentiality between PTEN and core dependency factor PAX7 dictates rhabdomyosarcoma
identity. Nature Communications, 2021, 12, 5520. 5.8 15

20737 Identification of metabolismâ€•associated molecular subtype in ovarian cancer. Journal of Cellular and
Molecular Medicine, 2021, 25, 9617-9626. 1.6 9

20738 Shotgun-based proteomics of extracellular vesicles in Alzheimerâ€™s disease reveals biomarkers
involved in immunological and coagulation pathways. Scientific Reports, 2021, 11, 18518. 1.6 16

20739 Commensal microbe-derived acetate suppresses NAFLD/NASH development via hepatic FFAR2 signalling
in mice. Microbiome, 2021, 9, 188. 4.9 48

20740
Comparative description of the<scp>mRNA</scp>expression profile of
Na<sup>+</sup>/K<sup>+</sup>â€•<scp>ATPase</scp>isoforms in adult mouse nervous system. Journal of
Comparative Neurology, 2022, 530, 627-647.

0.9 7

20741 A forward genetic screen identifies modifiers of rocaglate responsiveness. Scientific Reports, 2021, 11,
18516. 1.6 3

20742 Genome activation in equine in vitroâ€“produced embryos. Biology of Reproduction, 2022, 106, 66-82. 1.2 2

20743 Nonâ€•invasive evaluation of subjective sensitive skin by transcriptomics using mRNA in skin surface
lipids. Experimental Dermatology, 2022, 31, 172-181. 1.4 4

20744
Identification of a Prognostic Model Based on 2-Gene Signature and Analysis of Corresponding Tumor
Microenvironment in Alcohol-Related Hepatocellular Carcinoma. Frontiers in Oncology, 2021, 11,
719355.

1.3 1

20745 CTCF knockout in zebrafish induces alterations in regulatory landscapes and developmental gene
expression. Nature Communications, 2021, 12, 5415. 5.8 27

20746
Suppressing chlorophyll degradation by silencing <i>OsNYC3</i> improves rice resistance to
<i>Rhizoctonia solani</i>, the causal agent of sheath blight. Plant Biotechnology Journal, 2022, 20,
335-349.

4.1 25

20748 Comparative proteomic investigation of multiple methicillin-resistant Staphylococcus aureus strains
generated through adaptive laboratory evolution. IScience, 2021, 24, 102950. 1.9 10

20749
Human Induced Pluripotent Stem Cell-Derived TDP-43 Mutant Neurons Exhibit Consistent Functional
Phenotypes Across Multiple Gene Edited Lines Despite Transcriptomic and Splicing Discrepancies.
Frontiers in Cell and Developmental Biology, 2021, 9, 728707.

1.8 13

20750 CPEB alteration and aberrant transcriptome-polyadenylation lead to a treatable SLC19A3 deficiency in
Huntingtonâ€™s disease. Science Translational Medicine, 2021, 13, eabe7104. 5.8 14

20751 Heterogeneity of Circulating Tumor Cell Neoplastic Subpopulations Outlined by Single-Cell
Transcriptomics. Cancers, 2021, 13, 4885. 1.7 17



1135

Citation Report

# Article IF Citations

20752 The Study of Alternative Splicing Events in Human Induced Pluripotent Stem Cells From a Down's
Syndrome Patient. Frontiers in Cell and Developmental Biology, 2021, 9, 661381. 1.8 2

20753 Proteomic identification of ruminal epithelial protein expression profiles in response to starter feed
supplementation in pre-weaned lambs. Animal Nutrition, 2021, 7, 1271-1282. 2.1 5

20754 Circadian regulation of the Drosophila astrocyte transcriptome. PLoS Genetics, 2021, 17, e1009790. 1.5 11

20755 UTX condensation underlies its tumour-suppressive activity. Nature, 2021, 597, 726-731. 13.7 98

20756 Kinase-Catalyzed Biotinylation to Map Cell Signaling Pathways: Application to Epidermal Growth
Factor Signaling. Journal of Proteome Research, 2021, 20, 4852-4861. 1.8 3

20757 Multiomics Method Enabled by Sequential Metabolomics and Proteomics for Human Pluripotent
Stem-Cell-Derived Cardiomyocytes. Journal of Proteome Research, 2021, 20, 4646-4654. 1.8 10

20758
BCL-2 Inhibitor ABT-737 Effectively Targets Leukemia-Initiating Cells with Differential Regulation of
Relevant Genes Leading to Extended Survival in a NRAS/BCL-2 Mouse Model of High
Risk-Myelodysplastic Syndrome. International Journal of Molecular Sciences, 2021, 22, 10658.

1.8 4

20759 Compensatory expression of NRF2-dependent antioxidant genes is required to overcome the lethal
effects of Kv11.1 activation in breast cancer cells and PDOs. Redox Biology, 2021, 45, 102030. 3.9 7

20760 Detection of an anti-angina therapeutic module in the effective population treated by a multi-target
drug Danhong injection: a randomized trial. Signal Transduction and Targeted Therapy, 2021, 6, 329. 7.1 24

20761 Anterograde regulation of mitochondrial genes and FGF21 signaling by hepatic LSD1. JCI Insight, 2021, 6,
. 2.3 7

20762 Interactome Analysis of the Nucleocapsid Protein of SARS-CoV-2 Virus. Pathogens, 2021, 10, 1155. 1.2 25

20763
Identification of N-glycoproteins of hip cartilage in patients with osteonecrosis of femoral head
using quantitative glycoproteomics. International Journal of Biological Macromolecules, 2021, 187,
892-902.

3.6 4

20764 Label-free proteomics of spermatozoa identifies candidate protein markers of idiopathic recurrent
pregnancy loss. Reproductive Biology, 2021, 21, 100539. 0.9 11

20765 Unveiling Comparative Genomic Trajectories of Selection and Key Candidate Genes in Egg-Type Russian
White and Meat-Type White Cornish Chickens. Biology, 2021, 10, 876. 1.3 15

20766 Recipient APOL1 risk alleles associate with death-censored renal allograft survival and rejection
episodes. Journal of Clinical Investigation, 2021, 131, . 3.9 33

20767
MSI2 expression in adrenocortical carcinoma: Association with unfavorable prognosis and
correlation with steroid and immuneâ€•related pathways. Journal of Cellular Biochemistry, 2021, 122,
1925-1935.

1.2 1

20768 Oneâ€•Step Synthesis of Photoaffinity Probes for Liveâ€•Cell MSâ€•Based Proteomics. Chemistry - A European
Journal, 2021, 27, 17880-17888. 1.7 7

20769 UV-induced reduction in Polycomb repression promotes epidermal pigmentation. Developmental Cell,
2021, 56, 2547-2561.e8. 3.1 13



1136

Citation Report

# Article IF Citations

20770 Tumor-derived MMPs regulate cachexia in a Drosophila cancer model. Developmental Cell, 2021, 56,
2664-2680.e6. 3.1 23

20771 rMisbeta: A robust missing value imputation approach in transcriptomics and metabolomics data.
Computers in Biology and Medicine, 2021, 138, 104911. 3.9 5

20772 In vivo and in vitro transcriptomics meta-analyses reveal that BPA may affect TGF-beta signaling
regardless of the toxicology system employed. Environmental Pollution, 2021, 285, 117472. 3.7 4

20773
Construction of Interferon-Gamma-Related Gene Signature to Characterize the Immune-Inflamed
Phenotype of Glioblastoma and Predict Prognosis, Efficacy of Immunotherapy and Radiotherapy.
Frontiers in Immunology, 2021, 12, 729359.

2.2 10

20774 Autoimmunity affecting the biliary tract fuels the immunosurveillance of cholangiocarcinoma.
Journal of Experimental Medicine, 2021, 218, . 4.2 20

20775 Pharmacological preconditioning by TERT inhibitor BIBR1532 confers neuronal ischemic tolerance
through TERTâ€•mediated transcriptional reprogramming. Journal of Neurochemistry, 2021, 159, 690-709. 2.1 5

20776
Transcriptome Analysis of Immune Receptor Activation and Energy Metabolism Reduction as the
Underlying Mechanisms in Interleukin-6-Induced Skeletal Muscle Atrophy. Frontiers in Immunology,
2021, 12, 730070.

2.2 11

20777 A comprehensive integrated post-GWAS analysis of Type 1 diabetes reveals enhancer-based immune
dysregulation. PLoS ONE, 2021, 16, e0257265. 1.1 9

20778 Uncovering Quercetinâ€™s Effects against Influenza A Virus Using Network Pharmacology and
Molecular Docking. Processes, 2021, 9, 1627. 1.3 4

20779
Integrated bioinformatics analysis reveals correlations of high TRIM59 expression with worse
prognosis and immune infiltrates in lung adenocarcinoma. Journal of Bio-X Research, 2021, Publish
Ahead of Print, .

0.3 0

20780 Predictive and prognostic impact of ferroptosis-related genes ACSL4 and GPX4 on breast cancer
treated with neoadjuvant chemotherapy. EBioMedicine, 2021, 71, 103560. 2.7 62

20781 Aurora a kinase (AURKA) is required for male germline maintenance and regulates sperm motility in the
mouse. Biology of Reproduction, 2021, , . 1.2 5

20782 The prolyl-isomerase PIN1 is essential for nuclear Lamin-B structure and function and protects
heterochromatin under mechanical stress. Cell Reports, 2021, 36, 109694. 2.9 15

20783 The TPR- and J-domain-containing proteins DJC31 and DJC62 are involved in abiotic stress responses in
<i>Arabidopsis thaliana</i>. Journal of Cell Science, 2021, 134, . 1.2 4

20784
Transcriptomic assessment of dietary fishmeal partial replacement by soybean meal and prebiotics
inclusion in the liver of juvenile Pacific yellowtail (Seriola lalandi). Molecular Biology Reports, 2021,
48, 7127-7140.

1.0 4

20785 Prognostic and tumor-immune infiltration cell signatures in tamoxifen-resistant breast cancers.
Gland Surgery, 2021, 10, 2766-2779. 0.5 2

20786 Identification of transcriptome alterations in the prefrontal cortex, hippocampus, amygdala and
hippocampus of suicide victims. Scientific Reports, 2021, 11, 18853. 1.6 25

20787 Phosphorylated protein modification analysis on normal liver and Exoâ€•celiac liver of
<i>Glyptosternum maculatum</i>. Journal of Fish Biology, 2021, 99, 1696-1707. 0.7 2



1137

Citation Report

# Article IF Citations

20788 Establishment of a simplified dichotomic sizeâ€•exclusion chromatography for isolating extracellular
vesicles toward clinical applications. Journal of Extracellular Vesicles, 2021, 10, e12145. 5.5 46

20789
Antistress Action of Melanocortin Derivatives Associated with Correction of Gene Expression
Patterns in the Hippocampus of Male Rats Following Acute Stress. International Journal of Molecular
Sciences, 2021, 22, 10054.

1.8 10

20790 Impaired local intrinsic immunity to SARS-CoV-2 infection in severe COVID-19. Cell, 2021, 184,
4713-4733.e22. 13.5 206

20791 Genome-wide structural variations in Brazilian Senepol cattle, a tropically adapted taurine breed.
Livestock Science, 2021, , 104708. 0.6 0

20792 Enhanced Directed Random Walk for the Identification of Breast Cancer Prognostic Markers from
Multiclass Expression Data. Entropy, 2021, 23, 1232. 1.1 3

20793 A phosphataseâ€•centric mechanism drives stress signaling response. EMBO Reports, 2021, 22, e52476. 2.0 9

20794 Comprehensive Transcriptomic Analysis of Critical RNA Regulation Associated With Metabolism and
Prognosis in Clear Cell Renal Carcinoma. Frontiers in Cell and Developmental Biology, 2021, 9, 709490. 1.8 1

20795 Aberrant nuclear lamina contributes to the malignancy of human gliomas. Journal of Genetics and
Genomics, 2022, 49, 132-144. 1.7 6

20797 Transcriptomic profiling in canines and humans reveals cancer specific gene modules and biological
mechanisms common to both species. PLoS Computational Biology, 2021, 17, e1009450. 1.5 11

20798 Integrative proteome analysis implicates aberrant RNA splicing in impaired developmental potential of
aged mouse oocytes. Aging Cell, 2021, 20, e13482. 3.0 12

20799 Ciprofloxacin induced antibiotic resistance in Salmonella Typhimurium mutants and genome analysis.
Archives of Microbiology, 2021, 203, 6131-6142. 1.0 4

20800 The concurrence of DNA methylation and demethylation is associated with transcription regulation.
Nature Communications, 2021, 12, 5285. 5.8 29

20801 Chromium Genotoxicity Associated with Respiratory Disease. , 0, , . 1

20802 Identification of Immune Function-Related Subtypes in Cutaneous Melanoma. Life, 2021, 11, 925. 1.1 2

20803
Molecular underpinnings of the early brain developmental response to differential feeding in the
honey bee Apis mellifera. Biochimica Et Biophysica Acta - Gene Regulatory Mechanisms, 2021, 1864,
194732.

0.9 5

20804 A costimulatory molecule-related signature in regard to evaluation of prognosis and immune
features for clear cell renal cell carcinoma. Cell Death Discovery, 2021, 7, 252. 2.0 11

20805 Non-invasive diagnostic tool for Parkinsonâ€™s disease by sebum RNA profile with machine learning.
Scientific Reports, 2021, 11, 18550. 1.6 14

20807 Filamin C Cardiomyopathy Variants Cause Protein and Lysosome Accumulation. Circulation Research,
2021, 129, 751-766. 2.0 25



1138

Citation Report

# Article IF Citations

20808 Functional coordination of nonâ€•myocytes plays a key role in adult zebrafish heart regeneration. EMBO
Reports, 2021, 22, e52901. 2.0 17

20809 Microglial ASD-related genes are involved in oligodendrocyte differentiation. Scientific Reports, 2021,
11, 17825. 1.6 4

20810 Identification of Potential Prognostic Biomarker for Predicting Survival in Multiple Myeloma Using
Bioinformatics Analysis and Experiments. Frontiers in Genetics, 2021, 12, 722132. 1.1 1

20811 Inhibition of CK1Îµ potentiates the therapeutic efficacy of CDK4/6 inhibitor in breast cancer. Nature
Communications, 2021, 12, 5386. 5.8 22

20813 Synaptic tau: A pathological or physiological phenomenon?. Acta Neuropathologica Communications,
2021, 9, 149. 2.4 30

20814 Prognostic Impact and Functional Annotations of KIF11 and KIF14 Expression in Patients with
Colorectal Cancer. International Journal of Molecular Sciences, 2021, 22, 9732. 1.8 9

20815 Preservation Analysis on Spatiotemporal Specific Co-expression Networks Suggests the
Immunopathogenesis of Alzheimerâ€™s Disease. Frontiers in Aging Neuroscience, 2021, 13, 727928. 1.7 1

20816 Progressive Domain Segregation in Early Embryonic Development and Underlying Correlation to
Genetic and Epigenetic Changes. Cells, 2021, 10, 2521. 1.8 4

20817 Integration of feeding behavior by the liver circadian clock reveals network dependency of metabolic
rhythms. Science Advances, 2021, 7, eabi7828. 4.7 50

20818 Transcriptome Analysis of In Vitro Fertilization and Parthenogenesis Activation during Early
Embryonic Development in Pigs. Genes, 2021, 12, 1461. 1.0 2

20819
NR2F1-AS1 Promotes Pancreatic Ductal Adenocarcinoma Progression Through Competing Endogenous
RNA Regulatory Network Constructed by Sponging miRNA-146a-5p/miRNA-877-5p. Frontiers in Cell and
Developmental Biology, 2021, 9, 736980.

1.8 9

20820
Why Do Some Rainbow Trout Genotypes Grow Better With a Complete Plant-Based Diet?
Transcriptomic and Physiological Analyses on Three Isogenic Lines. Frontiers in Physiology, 2021, 12,
732321.

1.3 8

20821 Identification of Key Genes Associated With the Process of Hepatitis B Inflammation and Cancer
Transformation by Integrated Bioinformatics Analysis. Frontiers in Genetics, 2021, 12, 654517. 1.1 8

20822 Identification of key miRNAs and mRNAs related to coronary artery disease by meta-analysis. BMC
Cardiovascular Disorders, 2021, 21, 443. 0.7 3

20823 Exploring the mechanism of Danggui Buxue Decoction in regulating atherosclerotic disease network
based on integrated pharmacological methods. Bioscience Reports, 2021, 41, . 1.1 1

20824 Identification of Feature Autophagy-Related Genes and DNA Methylation Profiles in Systemic Lupus
Erythematosus Patients. Medical Science Monitor, 2021, 27, e933425. 0.5 4

20825 Multipotent progenitors and hematopoietic stem cells arise independently from hemogenic
endothelium in the mouse embryo. Cell Reports, 2021, 36, 109675. 2.9 50

20827 Dorso-ventral heterogeneity in tracheal basal stem cells. Biology Open, 2021, 10, . 0.6 3



1139

Citation Report

# Article IF Citations

20828 A bioinformatics approach for identifying potential molecular mechanisms and key genes involved in
COVID-19 associated cardiac remodeling. Gene Reports, 2021, 24, 101246. 0.4 8

20829 Deconvolution of multiplexed transcriptional responses to wood smoke particles defines rapid aryl
hydrocarbon receptor signaling dynamics. Journal of Biological Chemistry, 2021, 297, 101147. 1.6 9

20830 Quantitative Temporal Viromics. Annual Review of Virology, 2021, 8, 159-181. 3.0 5

20831 Exploring the Extracellular Vesicle MicroRNA Expression Repertoire in Patients with Rheumatoid
Arthritis and Ankylosing Spondylitis Treated with TNF Inhibitors. Disease Markers, 2021, 2021, 1-15. 0.6 4

20832 JUMPt: Comprehensive Protein Turnover Modeling of In Vivo Pulse SILAC Data by Ordinary Differential
Equations. Analytical Chemistry, 2021, 93, 13495-13504. 3.2 8

20833 Hydrogel-based colorectal cancer organoid co-culture models. Acta Biomaterialia, 2021, 132, 461-472. 4.1 72

20834 Microphysiological systems to study tumor-stroma interactions in brain cancer. Brain Research
Bulletin, 2021, 174, 220-229. 1.4 2

20835 Bioinformatic Analysis for Influential Core Gene Identification and Prognostic Significance in
Advanced Serous Ovarian Carcinoma. Medicina (Lithuania), 2021, 57, 933. 0.8 6

20836 Molecular Features of Polycystic Ovary Syndrome Revealed by Transcriptome Analysis of Oocytes and
Cumulus Cells. Frontiers in Cell and Developmental Biology, 2021, 9, 735684. 1.8 26

20837 UGT1A Gene Family Members Serve as Potential Targets and Prognostic Biomarkers for Pancreatic
Cancer. BioMed Research International, 2021, 2021, 1-20. 0.9 3

20838
The Expression and Prognostic Value of SUMO1-Activating Enzyme Subunit 1 and Its Potential
Mechanism in Triple-Negative Breast Cancer. Frontiers in Cell and Developmental Biology, 2021, 9,
729211.

1.8 7

20840 Transcriptome-based identification of molecular markers related to the development and prognosis
of Colon cancer. Nucleosides, Nucleotides and Nucleic Acids, 2021, 40, 1114-1124. 0.4 7

20841 Different neuroinflammatory gene expression profiles in highly active and benign multiple sclerosis.
Journal of Neuroimmunology, 2021, 358, 577650. 1.1 3

20842 PBRM1 loss in kidney cancer unbalances the proximal tubule master transcription factor hub to
repress proximal tubule differentiation. Cell Reports, 2021, 36, 109747. 2.9 9

20843 Predict long-range enhancer regulation based on proteinâ€“protein interactions between transcription
factors. Nucleic Acids Research, 2021, 49, 10347-10368. 6.5 10

20844
The Expression Patterns and Prognostic Value of the Proteasome Activator Subunit Gene Family in
Gastric Cancer Based on Integrated Analysis. Frontiers in Cell and Developmental Biology, 2021, 9,
663001.

1.8 8

20845 Disturbed mitochondrial acetylation in accordance with the availability of acetyl groups in
hepatocellular carcinoma. Mitochondrion, 2021, 60, 150-159. 1.6 4

20846 Anterior patterning genes induced by Zic1 are sensitive to retinoic acid and its metabolite,
<scp>4â€•oxoâ€•RA</scp>. Developmental Dynamics, 2022, 251, 498-512. 0.8 2



1140

Citation Report

# Article IF Citations

20847 Comparison of the transcriptome in circulating leukocytes in early lactation between primiparous
and multiparous cows provides evidence for age-related changes. BMC Genomics, 2021, 22, 693. 1.2 4

20848
Merkel Cell Polyomavirusâ€’Negative Merkel Cell Carcinoma Originating from In Situ Squamous Cell
Carcinoma: A Keratinocytic Tumor with Neuroendocrine Differentiation. Journal of Investigative
Dermatology, 2022, 142, 516-527.

0.3 21

20851 Development and validation of a <i>PBRM1</i>â€•associated immune prognostic model for clear cell
renal cell carcinoma. Cancer Medicine, 2021, 10, 6590-6609. 1.3 6

20852 Inhibition of UBA5 Expression and Induction of Autophagy in Breast Cancer Cells by Usenamine A.
Biomolecules, 2021, 11, 1348. 1.8 11

20853
Sulfuric Acid and Gibberellic Acid (GA3) Treatment Combined with Exposure to Cold Temperature
Modulates Seed Proteins during Breaking of Dormancy to Germination in Tilia miqueliana. Protein
Journal, 2021, 40, 940-954.

0.7 0

20855 lncRNA RP11-147L13.8 suppresses metastasis and chemo-resistance by modulating the phosphorylation
of c-Jun protein in GBC. Molecular Therapy - Oncolytics, 2021, 23, 124-137. 2.0 6

20856 Acclimation of Photosynthesis to Changes in the Environment Results in Decreases of Oxidative
Stress in Arabidopsis thaliana. Frontiers in Plant Science, 2021, 12, 683986. 1.7 5

20857 Association between chronic periodontitis and the risk of Alzheimerâ€™s disease: combination of text
mining and GEO dataset. BMC Oral Health, 2021, 21, 466. 0.8 12

20858 Expression Biomarkers of Pharmacological Treatment Outcomes in Women with Unipolar and Bipolar
Depression. Pharmacopsychiatry, 2021, 54, 261-268. 1.7 8

20859 Protein Signatures of NK Cellâ€“Mediated Melanoma Killing Predict Response to Immunotherapies.
Cancer Research, 2021, 81, 5540-5554. 0.4 5

20860
De Novo Transcriptome Assembly, Functional Annotation, and Transcriptome Dynamics Analyses Reveal
Stress Tolerance Genes in Mangrove Tree (Bruguiera gymnorhiza). International Journal of Molecular
Sciences, 2021, 22, 9874.

1.8 3

20861 Allele-specific expression analysis reveals conserved and unique features of preimplantation
development in equine ICSI embryos. Biology of Reproduction, 2021, 105, 1416-1426. 1.2 1

20863 Monolayer platform using human biopsy-derived duodenal organoids for pharmaceutical research.
Molecular Therapy - Methods and Clinical Development, 2021, 22, 263-278. 1.8 22

20864 Genome-Wide Analysis of LncRNA in Bovine Mammary Epithelial Cell Injuries Induced by Escherichia
Coli and Staphylococcus Aureus. International Journal of Molecular Sciences, 2021, 22, 9719. 1.8 13

20865 A genome-wide scan to identify signatures of selection in two Iranian indigenous chicken ecotypes.
Genetics Selection Evolution, 2021, 53, 72. 1.2 20

20866 Proteomic Identification and Quantification of Snake Venom Biomarkers in Venom and Plasma
Extracellular Vesicles. Toxins, 2021, 13, 654. 1.5 9

20867 L-Methionine Protects against Oxidative Stress and Mitochondrial Dysfunction in an In Vitro Model
of Parkinsonâ€™s Disease. Antioxidants, 2021, 10, 1467. 2.2 20

20868 A small-molecule SUMOylation inhibitor activates antitumor immune responses and potentiates
immune therapies in preclinical models. Science Translational Medicine, 2021, 13, eaba7791. 5.8 49



1141

Citation Report

# Article IF Citations

20869 Genetic changes involving the coral gastrovascular system support the transition between colonies
and bailed-out polyps: evidence from a Pocillopora acuta transcriptome. BMC Genomics, 2021, 22, 694. 1.2 1

20870 Polydatin Ameliorates Osteoporosis via Suppression of the Mitogen-Activated Protein Kinase Signaling
Pathway. Frontiers in Cell and Developmental Biology, 2021, 9, 730362. 1.8 4

20871 A cell-type-specific atlas of the inner ear transcriptional response to acoustic trauma. Cell Reports,
2021, 36, 109758. 2.9 59

20872 Differential DNA methylation and transcriptional signatures characterize impairment of muscle stem
cells in pediatric human muscle contractures after brain injury. FASEB Journal, 2021, 35, e21928. 0.2 8

20873
Protein Aggregation Is an Early Manifestation of Phospholamban p.(Arg14del)â€“Related
Cardiomyopathy: Development of PLN-R14delâ€“Related Cardiomyopathy. Circulation: Heart Failure, 2021,
14, e008532.

1.6 17

20874 Balanced Functional Module Detection in genomic data. Bioinformatics Advances, 2021, 1, . 0.9 0

20875 Next-Generation Intestinal Toxicity Model of Human Embryonic Stem Cell-Derived Enterocyte-Like
Cells. Frontiers in Veterinary Science, 2021, 8, 587659. 0.9 3

20877
Exploring the Pleiotropic Genes and Therapeutic Targets Associated with Heart Failure and Chronic
Kidney Disease by Integrating metaCCA and SGLT2 Inhibitorsâ€™ Target Prediction. BioMed Research
International, 2021, 2021, 1-13.

0.9 0

20879 Neutrophil elastase-regulated macrophage sheddome/secretome and phagocytic failure. American
Journal of Physiology - Lung Cellular and Molecular Physiology, 2021, 321, L555-L565. 1.3 6

20881
Mechanism of Radix Rhei Et Rhizome Intervention in Cerebral Infarction: A Research Based on
Chemoinformatics and Systematic Pharmacology. Evidence-based Complementary and Alternative
Medicine, 2021, 2021, 1-21.

0.5 2

20882 Human-relevant mechanisms and risk factors for TAK-875-Induced liver injury identified via a gene
pathway-based approach in Collaborative Cross mice. Toxicology, 2021, 461, 152902. 2.0 12

20883 Tumor microenvironment is associated with clinical and genetic properties of diffuse gliomas and
predicts overall survival. Cancer Immunology, Immunotherapy, 2022, 71, 953-966. 2.0 8

20884 SOX10 Knockdown Inhibits Melanoma Cell Proliferation via Notch Signaling Pathway. Cancer
Management and Research, 2021, Volume 13, 7225-7234. 0.9 4

20885 Exosomal hsa-miR-21-5p is a biomarker for breast cancer diagnosis. PeerJ, 2021, 9, e12147. 0.9 27

20886 Electronic cigarette smoke reduces ribosomal protein gene expression to impair protein synthesis in
primary human airway epithelial cells. Scientific Reports, 2021, 11, 17517. 1.6 7

20887 STC1 is a Novel Biomarker Associated with Immune Characteristics and Prognosis of Bladder Cancer.
International Journal of General Medicine, 2021, Volume 14, 5505-5516. 0.8 12

20888 LncRNA SNHG17 Contributes to Proliferation, Migration, and Poor Prognosis of Hepatocellular
Carcinoma. Canadian Journal of Gastroenterology and Hepatology, 2021, 2021, 1-11. 0.8 11

20889 Angelman Syndrome and Angelman-like Syndromes Share the Same Calcium-Related Gene Signatures.
International Journal of Molecular Sciences, 2021, 22, 9870. 1.8 0



1142

Citation Report

# Article IF Citations

20890 HSPB1 influences mitochondrial respiration in ER-stressed beta cells. Biochimica Et Biophysica Acta -
Proteins and Proteomics, 2021, 1869, 140680. 1.1 7

20891 Candidate gene prioritization for chronic obstructive pulmonary disease using expression
information in proteinâ€“protein interaction networks. BMC Pulmonary Medicine, 2021, 21, 280. 0.8 4

20892 Phosphorylation of Ser1452 on BRG1 inhibits the function of the SWI/SNF complex in chromatin
activation. Journal of Proteomics, 2021, 247, 104319. 1.2 2

20893 Assembly principles of the human R2TP chaperone complex reveal the presence of R2T and R2P
complexes. Structure, 2022, 30, 156-171.e12. 1.6 13

20894
Hypoxiaâ€•stimulated ATM activation regulates autophagyâ€•associated exosome release from
cancerâ€•associated fibroblasts to promote cancer cell invasion. Journal of Extracellular Vesicles, 2021,
10, e12146.

5.5 47

20895 Identification of Three Potential circRNA Biomarkers of Polycystic Ovary Syndrome by Bioinformatics
Analysis and Validation. International Journal of General Medicine, 2021, Volume 14, 5959-5968. 0.8 10

20896 Reading ADP-ribosylation signaling using chemical biology and interaction proteomics. Molecular
Cell, 2021, 81, 4552-4567.e8. 4.5 28

20897
Influence of surface termination of ultrananocrystalline diamond films coated on titanium on
response of human osteoblast cells: A proteome study. Materials Science and Engineering C, 2021, 128,
112289.

3.8 5

20898 <i>Trp53</i> ablation fails to prevent microcephaly in mouse pallium with impaired minor intron
splicing. Development (Cambridge), 2021, 148, . 1.2 5

20899 Reciprocal <scp>YAP1</scp> loss and <scp>INSM1</scp> expression in neuroendocrine prostate cancer.
Journal of Pathology, 2021, 255, 425-437. 2.1 12

20900 Landscape of functional interactions of human processive ribonucleases revealed by high-throughput
siRNA screenings. IScience, 2021, 24, 103036. 1.9 6

20901 The Impact of Long-term Physical Inactivity on Adipose Tissue Immunometabolism. Journal of Clinical
Endocrinology and Metabolism, 2022, 107, 177-191. 1.8 4

20902
Bioinformatics Analysis of a Functional ANGPT1 Variant That Interferes with miR-607 and Its
Association with Susceptibility and Outcome of Ischemic Stroke in a Han Population. Therapeutics and
Clinical Risk Management, 2021, Volume 17, 1045-1052.

0.9 1

20904 A Systematic Analysis Identifies Key Regulators Involved in Cell Proliferation and Potential Drugs for
the Treatment of Human Lung Adenocarcinoma. Frontiers in Oncology, 2021, 11, 737152. 1.3 3

20905 Phosphate starvation responsive GmSPX5 mediates nodule growth through interaction with GmNFâ€•YC4
in soybean (<i>Glycine max</i>). Plant Journal, 2021, 108, 1422-1438. 2.8 20

20906 The transcriptomic revolution and radiation biology. International Journal of Radiation Biology,
2022, 98, 428-438. 1.0 7

20907 miR-1207-5p suppresses laryngeal squamous cell carcinoma progression by downregulating SKA3 and
inhibiting epithelial-mesenchymal transition. Molecular Therapy - Oncolytics, 2021, 22, 152-165. 2.0 6

20908 InÂ vitro reconstitution of the whole male germ-cell development from mouse pluripotent stem cells.
Cell Stem Cell, 2021, 28, 2167-2179.e9. 5.2 75



1143

Citation Report

# Article IF Citations

20909 The LRRK2 G2019S mutation alters astrocyte-to-neuron communication via extracellular vesicles and
induces neuron atrophy in a human iPSC-derived model of Parkinsonâ€™s disease. ELife, 2021, 10, . 2.8 36

20910 Thermal stress induces tissue damage and a broad shift in regenerative signaling pathways in the
honey bee digestive tract. Journal of Experimental Biology, 2021, 224, . 0.8 12

20912 The global proteome and ubiquitinome of bacterial and viral co-infected bronchial epithelial cells.
Journal of Proteomics, 2022, 250, 104387. 1.2 1

20913 Divergent metabolic responses to sex and reproduction in the sea cucumber Apostichopus japonicus.
Comparative Biochemistry and Physiology Part D: Genomics and Proteomics, 2021, 39, 100845. 0.4 7

20914
Transcriptomic analysis reveals a Piscirickettsia salmonis-induced early inflammatory response in
rainbow trout skeletal muscle. Comparative Biochemistry and Physiology Part D: Genomics and
Proteomics, 2021, 39, 100859.

0.4 5

20915 Early Chronic Memantine Treatment-Induced Transcriptomic Changes in Wild-Type and Shank2-Mutant
Mice. Frontiers in Molecular Neuroscience, 2021, 14, 712576. 1.4 6

20916 DNA methylation and gene expression profiles to identify childhood atopic asthma associated genes.
BMC Pulmonary Medicine, 2021, 21, 292. 0.8 6

20917 Potential mechanism of Ziyin Tongluo Formula in the treatment of postmenopausal osteoporosis:
based on network pharmacology and ovariectomized rat model. Chinese Medicine, 2021, 16, 88. 1.6 9

20918 Bioinformatics analyses of gene expression profile identify key genes and functional pathways
involved in cutaneous lupus erythematosus. Clinical Rheumatology, 2022, 41, 437-452. 1.0 4

20919 Evaluation of genetic differentiation and genome-wide selection signatures in Polish local sheep
breeds. Livestock Science, 2021, 251, 104635. 0.6 7

20920 Surrogate production of genome-edited sperm from a different subfamily by spermatogonial stem cell
transplantation. Science China Life Sciences, 2022, 65, 969-987. 2.3 19

20921 Drug repositioning based on gene expression data for human HER2-positive breast cancer. Archives of
Biochemistry and Biophysics, 2021, 712, 109043. 1.4 4

20923
SARS-CoV-2 Coronavirus Spike Protein-Induced Apoptosis, Inflammatory, and Oxidative Stress
Responses in THP-1-Like-Macrophages: Potential Role of Angiotensin-Converting Enzyme Inhibitor
(Perindopril). Frontiers in Immunology, 2021, 12, 728896.

2.2 55

20924 The transcription factor reservoir and chromatin landscape in activated plasmacytoid dendritic cells.
BMC Genomic Data, 2021, 22, 37. 0.7 4

20925 The Prevailing Role of Topoisomerase 2 Beta and its Associated Genes in Neurons. Molecular
Neurobiology, 2021, 58, 6443-6459. 1.9 2

20926 Integrative analysis of hub genes and key pathway in two subtypes of diffuse large Bâ€•cell lymphoma by
bioinformatics and basic experiments. Journal of Clinical Laboratory Analysis, 2021, 35, e23978. 0.9 5

20928 Simple and robust methylation test for risk stratification of patients with juvenile myelomonocytic
leukemia. Blood Advances, 2021, 5, 5507-5518. 2.5 4

20929 Bioinformatics analysis reveals the roles of cytoskeleton protein transgelin in occurrence and
development of proteinuria. Translational Pediatrics, 2021, 10, 2250-2268. 0.5 2



1144

Citation Report

# Article IF Citations

20930 Deletion of calcineurin from astrocytes reproduces proteome signature of Alzheimer's disease and
epilepsy and predisposes to seizures. Cell Calcium, 2021, 100, 102480. 1.1 6

20932 Molecular profiles and urinary biomarkers of upper tract urothelial carcinomas associated with
aristolochic acid exposure. International Journal of Cancer, 2022, 150, 374-386. 2.3 4

20933 HOX cluster and their cofactors showed an altered expression pattern in eutopic and ectopic
endometriosis tissues. Reproductive Biology and Endocrinology, 2021, 19, 132. 1.4 6

20934 Prospects and challenges of cancer systems medicine: from genes to disease networks. Briefings in
Bioinformatics, 2022, 23, . 3.2 7

20935 Potential Therapeutic Effect of Micrornas in Extracellular Vesicles from Mesenchymal Stem Cells
against SARS-CoV-2. Cells, 2021, 10, 2393. 1.8 29

20936 PlantGSAD: a comprehensive gene set annotation database for plant species. Nucleic Acids Research,
2022, 50, D1456-D1467. 6.5 20

20938 Repurposing new drug candidates and identifying crucial molecules underlying PCOS Pathogenesis
Based On Bioinformatics Analysis. DARU, Journal of Pharmaceutical Sciences, 2021, 29, 353-366. 0.9 11

20939 Production of functional oocytes requires maternally expressed PIWI genes and piRNAs in golden
hamsters. Nature Cell Biology, 2021, 23, 1002-1012. 4.6 30

20940 Basement membrane proteins in various arterial beds from individuals with and without type 2
diabetes mellitus: a proteome study. Cardiovascular Diabetology, 2021, 20, 182. 2.7 2

20941 Tumor Mutation Burden-Associated LINC00638/miR-4732-3p/ULBP1 Axis Promotes Immune Escape via PD-L1
in Hepatocellular Carcinoma. Frontiers in Oncology, 2021, 11, 729340. 1.3 17

20942 Alterations in the gut microbiota contribute to cognitive impairment induced by the ketogenic diet
and hypoxia. Cell Host and Microbe, 2021, 29, 1378-1392.e6. 5.1 49

20943 Biological Mechanism(s) Underpinning the Association between Antipsychotic Drugs and Weight Gain.
Journal of Clinical Medicine, 2021, 10, 4095. 1.0 8

20944 Computational Methods to Study Human Transcript Variants in COVID-19 Infected Lung Cancer Cells.
International Journal of Molecular Sciences, 2021, 22, 9684. 1.8 3

20945 Comprehensive analysis of LASS6 expression and prognostic value in ovarian cancer. Journal of
Ovarian Research, 2021, 14, 117. 1.3 2

20946 Transcriptional network involving ERG and AR orchestrates Distal-lessÂ homeobox-1 mediated prostate
cancer progression. Nature Communications, 2021, 12, 5325. 5.8 23

20947 Deoxyhypusine synthase promotes a pro-inflammatory macrophage phenotype. Cell Metabolism, 2021,
33, 1883-1893.e7. 7.2 24

20948
Tumor Nonimmune-Microenvironment-Related Gene Expression Signature Predicts Brain Metastasis in
Lung Adenocarcinoma Patients after Surgery: A Machine Learning Approach Using Gene Expression
Profiling. Cancers, 2021, 13, 4468.

1.7 5

20949 Tethering Cells via Enzymatic Oxidative Crosslinking Enables Mechanotransduction in
Nonâ€•Cellâ€•Adhesive Materials. Advanced Materials, 2021, 33, e2102660. 11.1 10



1145

Citation Report

# Article IF Citations

20950
Weighted Gene Co-Expression Network Analysis Identifies ANGPTL4 as a Key Regulator in Diabetic
Cardiomyopathy via FAK/SIRT3/ROS Pathway in Cardiomyocyte. Frontiers in Endocrinology, 2021, 12,
705154.

1.5 12

20952 Solid diet manipulates rumen epithelial microbiota and its interactions with host transcriptomic in
young ruminants. Environmental Microbiology, 2021, 23, 6557-6568. 1.8 21

20953
Identification of a Gene Signature Closely Related to Immunosuppressive Tumour Microenvironment
Predicting Prognosis of Patients in EGFR Mutant Lung Adenocarcinoma. Frontiers in Oncology, 2021,
11, 732841.

1.3 1

20954 Comprehensive analyses of glycolysis-related lncRNAs for ovarian cancer patients. Journal of Ovarian
Research, 2021, 14, 124. 1.3 22

20955 Tensor-Decomposition-Based Unsupervised Feature Extraction in Single-Cell Multiomics Data Analysis.
Genes, 2021, 12, 1442. 1.0 8

20956 Quantitative proteomics analysis reveals novel insights into mechanisms of action of disulfiram
(DSF). Proteomics - Clinical Applications, 2022, 16, e2100031. 0.8 0

20957 Automated Phosphopeptide Enrichment for Gram-Positive Bacteria. Journal of Proteome Research,
2021, 20, 4886-4892. 1.8 10

20958 Cardioprotective effect of icariin against myocardial fibrosis and its molecular mechanism in diabetic
cardiomyopathy based on network pharmacology: Role of ICA in DCM. Phytomedicine, 2021, 91, 153607. 2.3 8

20959
Integrating systematic pharmacology-based strategy and experimental validation to explore the
synergistic pharmacological mechanisms of Guanxin V in treating ventricular remodeling. Bioorganic
Chemistry, 2021, 115, 105187.

2.0 19

20960 Multitarget mechanism of Yiqi Jiedu Huayu decoction on diabetic cardiomyopathy based on network
pharmacology. European Journal of Integrative Medicine, 2021, 47, 101388. 0.8 1

20961 Spatiotemporal proteomic profiling of the pro-inflammatory response to lipopolysaccharide in the
THP-1 human leukaemia cell line. Nature Communications, 2021, 12, 5773. 5.8 29

20962
Human amyloid beta and Î±-synuclein co-expression in neurons impair behavior and recapitulate features
for Lewy body dementia in Caenorhabditis elegans. Biochimica Et Biophysica Acta - Molecular Basis of
Disease, 2021, 1867, 166203.

1.8 14

20963
Comparative proteomics reveals that lipid droplet-anchored mitochondria are more sensitive to cold
in brown adipocytes. Biochimica Et Biophysica Acta - Molecular and Cell Biology of Lipids, 2021, 1866,
158992.

1.2 6

20964 Adipocyte-driven unfolded protein response is a shared transcriptomic signature of metastatic
prostate carcinoma cells. Biochimica Et Biophysica Acta - Molecular Cell Research, 2021, 1868, 119101. 1.9 3

20965 Predictive protein markers for depression severity in mood disorders: A preliminary trans-diagnostic
approach study. Journal of Psychiatric Research, 2021, 142, 63-72. 1.5 5

20966 Chemoproteomic profiling reveals cellular targets of nitro-fatty acids. Redox Biology, 2021, 46, 102126. 3.9 10

20967 Single-Cell RNA Sequencing Reveals Endothelial Cell Transcriptome Heterogeneity Under Homeostatic
Laminar Flow. Arteriosclerosis, Thrombosis, and Vascular Biology, 2021, 41, 2575-2584. 1.1 19

20968 Impaired GSH biosynthesis disrupts eye development, lens morphogenesis and PAX6 function. Ocular
Surface, 2021, 22, 190-203. 2.2 10



1146

Citation Report

# Article IF Citations

20969

Erianin, the main active ingredient of Dendrobium chrysotoxum Lindl, inhibits precancerous lesions
of gastric cancer (PLGC) through suppression of the HRAS-PI3K-AKT signaling pathway as revealed by
network pharmacology and in vitro experimental verification. Journal of Ethnopharmacology, 2021,
279, 114399.

2.0 38

20970 Novel DNA methylation markers of PRRSV-specific antibodies and their intergenerational transmission
from pregnant sows to piglets. Gene, 2021, 801, 145831. 1.0 2

20971 Molecular winnowing, expressional analyses and interactome scrutiny of cellular proteomes of oral
squamous cell carcinoma. Advances in Cancer Biology Metastasis, 2021, 2, 100003. 1.1 3

20972 Effect of in vitro growth on mouse oocyte competency, mitochondria and transcriptome.
Reproduction, 2021, 162, 307-318. 1.1 8

20973 Transcriptome aberration in mice uterus associated with steroid hormone response and inflammation
induced by dioxybenzone and its metabolites. Environmental Pollution, 2021, 286, 117294. 3.7 3

20974 Transcriptome and chromatin landscape changes associated with trastuzumab resistance in
HER2+Â breast cancer cells. Gene, 2021, 799, 145808. 1.0 12

20975 AEOL 10150 Alleviates Radiation-induced Innate Immune Responses in Non-human Primate Lung Tissue.
Health Physics, 2021, 121, 331-344. 0.3 6

20976 Adiponectin ameliorates hypoperfusive cognitive deficits by boosting a neuroprotective microglial
response. Progress in Neurobiology, 2021, 205, 102125. 2.8 20

20977 Nutrigenomic modification induced by anthocyanin-rich bilberry extract in the hippocampus of ApoE-/-
mice. Journal of Functional Foods, 2021, 85, 104609. 1.6 8

20978 The profile analysis of circular RNAs in cervical cancer. Medicine (United States), 2021, 100, e27404. 0.4 5

20979 Transcriptomic study of the mechanism by which the Kai Yu Zhong Yu recipe improves oocyte quality in
a stressed mouse model. Journal of Ethnopharmacology, 2021, 278, 114298. 2.0 1

20980 Two-dimensional guanidinium-based covalent organic nanosheets for controllable recognition and
specific enrichment of global/multi-phosphopeptides. Talanta, 2021, 233, 122497. 2.9 10

20981
Selective Suppression of Cellular Immunity and Increased Cytotoxicity in Skin Lesions of Disseminated
Leishmaniasis Uncovered by Transcriptome-Wide Analysis. Journal of Investigative Dermatology, 2021,
141, 2542-2546.e5.

0.3 0

20982 Data on RNA-seq analysis of Drosophila melanogaster during ageing. Data in Brief, 2021, 38, 107413. 0.5 3

20983 STAT3 contributes to cisplatin resistance, modulating EMT markers, and the mTOR signaling in lung
adenocarcinoma. Neoplasia, 2021, 23, 1048-1058. 2.3 9

20984
Proteomics Analysis of Lymphatic Metastasis-Related Proteins Using Highly Metastatic Human
Melanoma Cells Originated by Sequential &lt;i&gt;in Vivo&lt;/i&gt; Implantation. Biological and
Pharmaceutical Bulletin, 2021, 44, 1551-1556.

0.6 0

20985
A new strategy for discovering effective substances and mechanisms of traditional Chinese medicine
based on standardized drug containing plasma and the absorbed ingredients composition, a case study
of Xian-Ling-Gu-Bao capsules. Journal of Ethnopharmacology, 2021, 279, 114396.

2.0 14

20986
Proteomic signatures for perioperative oxygen delivery in skin after major elective surgery:
mechanistic sub-study of a randomised controlled trial. British Journal of Anaesthesia, 2021, 127,
511-520.

1.5 2



1147

Citation Report

# Article IF Citations

20987 Global transcriptome profiling reveals antagonizing response of head kidney of juvenile common carp
exposed to glyphosate. Chemosphere, 2021, 280, 130823. 4.2 4

20988 Metabolic changes and stress damage induced by ammonia exposure in juvenile Eriocheir sinensis.
Ecotoxicology and Environmental Safety, 2021, 223, 112608. 2.9 16

20989 Identification of key genes in osteosarcoma â€“ before and after CDK7 treatment. Medicine (United) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 662 Td (States), 2021, 100, e27304.0.4 0

20990 Multi-omic Analysis of Non-human Primate Heart after Partial-body Radiation with Minimal Bone
Marrow Sparing. Health Physics, 2021, 121, 352-371. 0.3 8

20991 Transcriptomic signature of extinction learning in the brain of the fire-bellied toad, Bombina
orientalis. Neurobiology of Learning and Memory, 2021, 184, 107502. 1.0 4

20992 Discovery of tetrahydropalmatine and protopine regulate the expression of dopamine receptor D2 to
alleviate migraine from Yuanhu Zhitong formula. Phytomedicine, 2021, 91, 153702. 2.3 11

20993
Use Chou's 5-steps rule to identify protein post-translational modification and its linkage to
secondary metabolism during the floral development of Lonicera japonica Thunb. Plant Physiology
and Biochemistry, 2021, 167, 1035-1048.

2.8 4

20994 Epigenetic differences in an identical genetic background modulate alternative splicing in A. thaliana.
Genomics, 2021, 113, 3476-3486. 1.3 5

20995 Extensive NEUROG3 occupancy in the human pancreatic endocrine gene regulatory network.
Molecular Metabolism, 2021, 53, 101313. 3.0 20

20996 Gene expression correlates of advanced epigenetic age and psychopathology in postmortem cortical
tissue. Neurobiology of Stress, 2021, 15, 100371. 1.9 14

20997
Evaluation of the key active ingredients of â€˜Radix Astragali and Rehmanniae Radix Mixtureâ€™ and related
signaling pathways involved in ameliorating diabetic foot ulcers from the perspective of TCM-related
theories. Journal of Biomedical Informatics, 2021, 123, 103904.

2.5 8

20998 Ginkgolide B inhibits NLRP3 inflammasome activation and promotes microglial M2 polarization in
AÎ²1-42-induced microglia cells. Neuroscience Letters, 2021, 764, 136206. 1.0 14

20999 Protein deep profile and model predictions for identifying the causal genes of male infertility based
on deep learning. Information Fusion, 2021, 75, 70-89. 11.7 6

21000 Characterization of PFOS toxicity on in-vivo and ex-vivo mouse pancreatic islets. Environmental
Pollution, 2021, 289, 117857. 3.7 15

21001 Design and application of hydrophilic bimetallic metal-organic framework magnetic nanoparticles for
rapid capture of exosomes. Analytica Chimica Acta, 2021, 1186, 339099. 2.6 12

21002 Ancient autozygous segments subject to positive selection suggest adaptive immune responses in West
African cattle. Gene, 2021, 803, 145899. 1.0 6

21003 PAQR9 regulates hepatic ketogenesis and fatty acid oxidation during fasting by modulating protein
stability of PPARÎ±. Molecular Metabolism, 2021, 53, 101331. 3.0 6

21004 Identification of joint gene players implicated in the pathogenesis of HTLV-1 and BLV through a
comprehensive system biology analysis. Microbial Pathogenesis, 2021, 160, 105153. 1.3 11



1148

Citation Report

# Article IF Citations

21005 Quantitative proteomic analysis uncovers inhibition of melanin synthesis by silk fibroin via
MITF/tyrosinase axis in B16 melanoma cells. Life Sciences, 2021, 284, 119930. 2.0 8

21006 Decreased miRNA-320e correlates with allergy in children with otitis media with effusion. Auris Nasus
Larynx, 2021, 48, 1061-1066. 0.5 1

21007 Prediction of microRNAs in Pseudomonas syringae pv. tomato DC3000 and their potential target
prediction in Solanum lycopersicum. Gene Reports, 2021, 25, 101360. 0.4 3

21008 A transcriptome-wide association study to detect novel genes for volumetric bone mineral density.
Bone, 2021, 153, 116106. 1.4 3

21009 Bioabsorbable metal zinc differentially affects mitochondria in vascular endothelial and smooth
muscle cells. Biomaterials and Biosystems, 2021, 4, 100027. 1.0 3

21010 Randomized trial drug controlled compendious transcriptome analysis supporting broad and phase
specific therapeutic potential of multiple candidates in COVID-19. Cytokine, 2021, 148, 155719. 1.4 4

21011 R-2HG downregulates ERÎ± to inhibit cholangiocarcinoma via the FTO/m6A-methylated ERÎ±/miR16-5p/YAP1
signal pathway. Molecular Therapy - Oncolytics, 2021, 23, 65-81. 2.0 14

21012
Label-free quantitative proteomic analysis of the oral bacteria Fusobacterium nucleatum and
Porphyromonas gingivalis to identify protein features relevant in biofilm formation. Anaerobe, 2021,
72, 102449.

1.0 7

21013 Computational modeling predicts potential effects of the herbal infusion â€œhorchataâ€• against
COVID-19. Food Chemistry, 2022, 366, 130589. 4.2 18

21014 Identification of senescence-associated genes in broccoli (Brassica oleracea) following harvest.
Postharvest Biology and Technology, 2022, 183, 111729. 2.9 12

21015
Histone deacetylase 4 deletion broadly affects cardiac epigenetic repression and regulates
transcriptional susceptibility via H3K9 methylation. Journal of Molecular and Cellular Cardiology,
2022, 162, 119-129.

0.9 3

21016 Database for annotation, visualisation and integrated discovery. , 2022, , 177-185. 0

21017 Liquid Chromatography and Tandem Mass Spectrometry in Label-Free of Zebrafish (Danio rerio) Eggs.
Methods in Molecular Biology, 2021, 2218, 277-290. 0.4 1

21018 iTRAQ-Based Proteomic Analysis of Dentate Gyrus in Temporal Lobe Epilepsy With Hippocampal
Sclerosis. Frontiers in Neurology, 2020, 11, 626013. 1.1 4

21020 CSF3 Is a Potential Drug Target for the Treatment of COVID-19. Frontiers in Physiology, 2020, 11, 605792. 1.3 12

21021 Genetic Diversity of Bubalus bubalis in Germany and Global Relations of Its Genetic Background.
Frontiers in Genetics, 2020, 11, 610353. 1.1 7

21022 Bioinformatic analysis of potential hub genes in gastric adenocarcinoma. Science Progress, 2021, 104,
003685042110042. 1.0 9

21023 Identification of four differentially expressed genes associated with acute and chronic spinal cord
injury based on bioinformatics data. Neural Regeneration Research, 2021, 16, 865. 1.6 10



1149

Citation Report

# Article IF Citations

21024 GATA2 regulates mast cell identity and responsiveness to antigenic stimulation by promoting
chromatin remodeling at super-enhancers. Nature Communications, 2021, 12, 494. 5.8 28

21025 Genome-wide analysis of gene dosage in 24,092 individuals estimates that 10,000 genes modulate
cognitive ability. Molecular Psychiatry, 2021, 26, 2663-2676. 4.1 33

21026 Codependency and mutual exclusivity for gene community detection from sparse single-cell
transcriptome data. Nucleic Acids Research, 2021, 49, e104-e104. 6.5 3

21027 Identification of Prognostic Biomarkers and Molecular Targets Among JAK Family in Breast Cancer.
Journal of Inflammation Research, 2021, Volume 14, 97-114. 1.6 10

21028 ATAC-Seq identifies regions of open chromatin in the bronchial lymph nodes of dairy calves
experimentally challenged with bovine respiratory syncytial virus. BMC Genomics, 2021, 22, 14. 1.2 11

21029 Circulating microRNA profile unveils mechanisms of action of acitretin for psoriasis vulgaris.
Bioengineered, 2021, 12, 1838-1850. 1.4 2

21030 Exploring the underlying mechanism of action of a traditional Chinese medicine formula, Youdujing
ointment, for cervical cancer treatment. Quantitative Biology, 2021, 9, 292-303. 0.3 4

21031 Comprehensive computational target fishing approach to identify Xanthorrhizol putative targets.
Scientific Reports, 2021, 11, 1594. 1.6 17

21032
The hierarchical folding dynamics of topologically associating domains are closely related to
transcriptional abnormalities in cancers. Computational and Structural Biotechnology Journal, 2021,
19, 1684-1693.

1.9 8

21033 Male fetal sex affects uteroplacental angiogenesis in growth restriction mouse modelâ€ . Biology of
Reproduction, 2021, 104, 924-934. 1.2 7

21034 Direct Evidence of Abortive Lytic Infection-Mediated Establishment of Epstein-Barr Virus Latency
During B-Cell Infection. Frontiers in Microbiology, 2020, 11, 575255. 1.5 27

21035 EBF1 drives hallmark B cell gene expression by enabling the interaction of PAX5 with the MLL H3K4
methyltransferase complex. Scientific Reports, 2021, 11, 1537. 1.6 20

21036 Concordance of Immune-Related Markers in Lymphocytes and Prefrontal Cortex in Schizophrenia.
Schizophrenia Bulletin Open, 2021, 2, sgab002. 0.9 14

21037
Integrating LCM-Based Spatio-Temporal Transcriptomics Uncovers Conceptus and Endometrial Luminal
Epithelium Communication that Coordinates the Conceptus Attachment in Pigs. International Journal
of Molecular Sciences, 2021, 22, 1248.

1.8 12

21038 Choroid plexus NKCC1 mediates cerebrospinal fluid clearance during mouse early postnatal
development. Nature Communications, 2021, 12, 447. 5.8 67

21039 Gene Expression Microarray: Technical Fundamentals and Data Analysis. , 2021, , 291-312. 3

21040 FAK regulates IL-33 expression by controlling chromatin accessibility at c-Jun motifs. Scientific
Reports, 2021, 11, 229. 1.6 14

21041 Role of Multiomics Data to Understand Hostâ€“Pathogen Interactions in COVID-19 Pathogenesis. Journal
of Proteome Research, 2021, 20, 1107-1132. 1.8 24



1150

Citation Report

# Article IF Citations

21042 PLK1 Inhibition Induces Immunogenic Cell Death and Enhances Immunity against NSCLC. International
Journal of Medical Sciences, 2021, 18, 3516-3525. 1.1 18

21043
Identification of the Myogenetic Oligodeoxynucleotides (myoDNs) That Promote Differentiation of
Skeletal Muscle Myoblasts by Targeting Nucleolin. Frontiers in Cell and Developmental Biology, 2020,
8, 616706.

1.8 14

21044 CTCF-binding element regulates ESC differentiation via orchestrating long-range chromatin
interaction between enhancers and HoxA. Journal of Biological Chemistry, 2021, 296, 100413. 1.6 9

21045 Alterations in DNA methylation patterns in regenerated Chinese cabbage (Brassica rapa ssp. pekinensis)
plants derived from tissue culture. Horticulture Environment and Biotechnology, 2021, 62, 605-618. 0.7 2

21046 Ursolic Acid Regulates Cell Cycle and Proliferation in Colon Adenocarcinoma by Suppressing Cyclin
B1. Frontiers in Pharmacology, 2020, 11, 622212. 1.6 11

21047 Inferring Gene Co-Expression Networks by Incorporating Prior Protein-Protein Interaction Networks.
IEEE/ACM Transactions on Computational Biology and Bioinformatics, 2022, 19, 2894-2906. 1.9 1

21048 Added sugar intake during pregnancy: Fetal behavior, birth outcomes, and placental DNA methylation.
Developmental Psychobiology, 2021, 63, 878-889. 0.9 4

21049 Identification of tumor mutation burden-related hub genes and the underlying mechanism in
melanoma. Journal of Cancer, 2021, 12, 2440-2449. 1.2 10

21050 Partial inhibition of mitochondrial complex I ameliorates Alzheimerâ€™s disease pathology and cognition
in APP/PS1 female mice. Communications Biology, 2021, 4, 61. 2.0 35

21051 The role of striated muscle Pik3r1 in glucose and protein metabolism following chronic
glucocorticoid exposure. Journal of Biological Chemistry, 2021, 296, 100395. 1.6 7

21052 Glycosylation limits forward trafficking of the tetraspan membrane protein PMP22. Journal of
Biological Chemistry, 2021, 296, 100719. 1.6 12

21053 Transcriptomic analysis of the honey bee (Apis mellifera) queen spermathecae reveals genes that may be
involved in sperm storage after mating. PLoS ONE, 2021, 16, e0244648. 1.1 15

21054 Nsp2 has the potential to be a drug target revealed by global identification of SARS-CoV-2
Nsp2-interacting proteins. Acta Biochimica Et Biophysica Sinica, 2021, 53, 1134-1141. 0.9 14

21055 HLA-DRB1 allelic epitopes that associate with autoimmune disease risk or protection activate
reciprocal macrophage polarization. Scientific Reports, 2021, 11, 2599. 1.6 13

21056 Genome-Wide Phylogenetic Analysis, Expression Pattern, and Transcriptional Regulatory Network of
the Pig C/EBP Gene Family. Evolutionary Bioinformatics, 2021, 17, 117693432110413. 0.6 0

21057 Impact of WIN site inhibitor on the WDR5 interactome. Cell Reports, 2021, 34, 108636. 2.9 29

21058
Tripartite collaboration of bloodâ€•derived endothelial cells, next generation <scp>RNA</scp>
sequencing and bioengineered vesselâ€•chip may distinguish vasculopathy and thrombosis among sickle
cell disease patients. Bioengineering and Translational Medicine, 2021, 6, e10211.

3.9 10

21059
Exosomes derived from osteogenic tumor activate osteoclast differentiation and concurrently
inhibit osteogenesis by transferring COL1A1â€•targeting miRNAâ€•92aâ€•1â€•5p. Journal of Extracellular Vesicles,
2021, 10, e12056.

5.5 79



1151

Citation Report

# Article IF Citations

21060 Ferroptosis-related Genes for Overall Survival Prediction in Patients with Colorectal Cancer can be
Inhibited by Gallic acid. International Journal of Biological Sciences, 2021, 17, 942-956. 2.6 45

21061 Expression Profiles Reveal Involvement of VEGF, IGF1, BIRC5, and MMP1 in Vulvar Carcinogenesis.
Technology in Cancer Research and Treatment, 2021, 20, 153303382110049. 0.8 1

21062 Study on Differential Expression Genes in HCC Based on GEO Database. , 2021, , . 2

21063 Prediction the Age of Human Brains from Gene Expression. Communications in Computer and
Information Science, 2021, , 339-347. 0.4 0

21064 Octenidine-based hydrogel shows anti-inflammatory and protease-inhibitory capacities in wounded
human skin. Scientific Reports, 2021, 11, 32. 1.6 20

21065 Identification of Key Genes and Pathways in Gefitinib-Resistant Lung Adenocarcinoma using
Bioinformatics Analysis. Evolutionary Bioinformatics, 2021, 17, 117693432110237. 0.6 4

21066
HEMGN and SLC2A1 might be potential diagnostic biomarkers of steroid-induced osteonecrosis of
femoral head: study based on WGCNA and DEGs screening. BMC Musculoskeletal Disorders, 2021, 22,
85.

0.8 10

21067 Prpf31 is essential for the survival and differentiation of retinal progenitor cells by modulating
alternative splicing. Nucleic Acids Research, 2021, 49, 2027-2043. 6.5 18

21068 Transcriptome Analysis and the Prognostic Role of NUDC in Diffuse and Intestinal Gastric Cancer.
Technology in Cancer Research and Treatment, 2021, 20, 153303382110195. 0.8 3

21069 Upregulation of microRNA miR-141-3p and its prospective targets in endometrial carcinoma: a
comprehensive study. Bioengineered, 2021, 12, 2941-2956. 1.4 10

21071 Arabidopsis mTERF9 protein promotes chloroplast ribosomal assembly and translation by establishing
ribonucleoprotein interactions <i>in vivo</i>. Nucleic Acids Research, 2021, 49, 1114-1132. 6.5 16

21072 Identification and analysis of key regulatory genes associated with pre-eclampsia: a systems biology
approach. Minerva Biotecnologica, 2021, 32, . 1.2 0

21074 Identification of core genes for early diagnosis and the EMT modulation of ovarian serous cancer by
bioinformatics perspective. Aging, 2021, 13, 3112-3145. 1.4 7

21075 Construction and Analysis of a ceRNA Network in Cardiac Fibroblast During Fibrosis Based on in vivo
and in vitro Data. Frontiers in Genetics, 2020, 11, 503256. 1.1 7

21076 Effect of using<i>green fluorescent protein</i>double-stranded RNA as non-target negative control
in<i>Nasonia vitripennis</i>RNA interference assays. Experimental Results, 2021, 2, . 0.2 5

21077 Improved Prediction of Cancer Outcome Using Graph-Embedded Generative Adversarial Networks. IEEE
Access, 2021, 9, 20076-20088. 2.6 9

21078 Plasma protein expression profiles, cardiovascular disease, and religious struggles among South
Asians in the MASALA study. Scientific Reports, 2021, 11, 961. 1.6 6

21079 Identifying intracellular signaling modules and exploring pathways associated with breast cancer
recurrence. Scientific Reports, 2021, 11, 385. 1.6 6



1152

Citation Report

# Article IF Citations

21081 Identification of Potential Diagnostic and Prognostic Biomarkers for Colorectal Cancer Based on
GEO and TCGA Databases. Frontiers in Genetics, 2020, 11, 602922. 1.1 7

21082 K-Module Algorithm: An Additional Step to Improve the Clustering Results of WGCNA Co-Expression
Networks. Genes, 2021, 12, 87. 1.0 15

21083 Periostin Contributes to Immunoglobulin a Nephropathy by Promoting the Proliferation of Mesangial
Cells: A Weighted Gene Correlation Network Analysis. Frontiers in Genetics, 2020, 11, 595757. 1.1 5

21085 Anti-Inflammatory Effect and Pharmacological Study of Polygonum Capitatum Based on Network
Pharmacology. IOP Conference Series: Earth and Environmental Science, 0, 632, 032013. 0.2 0

21086 Curcumin Reverts the Protein Differential Expression in the Liver of the Diabetic Obese db/db Mice.
Current Proteomics, 2022, 19, 39-50. 0.1 1

21087 UriBLAD. Journal of Molecular Diagnostics, 2021, 23, 61-70. 1.2 3

21088 RNA-Seq in Nonmodel Organisms. Methods in Molecular Biology, 2021, 2243, 143-167. 0.4 4

21089 Comparative proteomic analysis of parasitic loranthus seeds exposed to dehydration stress. Plant
Biotechnology Reports, 2021, 15, 95-108. 0.9 4

21090
Candidate pharmacological treatments for substance use disorder and suicide identified by gene
coâ€•expression networkâ€•based drug repositioning. American Journal of Medical Genetics Part B:
Neuropsychiatric Genetics, 2021, 186, 193-206.

1.1 4

21091 Vertical sleeve gastrectomy induces distinctive transcriptomic responses in liver, fat and muscle.
Scientific Reports, 2021, 11, 2310. 1.6 8

21092 Prediction and Validation of Mouse Meiosis-Essential Genes Based on Spermatogenesis Proteome
Dynamics. Molecular and Cellular Proteomics, 2021, 20, 100014. 2.5 18

21093 Ubiquitylome analysis reveals a central role for the ubiquitin-proteasome system in plant innate
immunity. Plant Physiology, 2021, 185, 1943-1965. 2.3 30

21094
Identification and validation of a prognostic signature and combination drug therapy for
immunotherapy of head and neck squamous cell carcinoma. Computational and Structural
Biotechnology Journal, 2021, 19, 1263-1276.

1.9 12

21095 PAQR11 modulates monocyteâ€•toâ€•macrophage differentiation and pathogenesis of rheumatoid arthritis.
Immunology, 2021, 163, 60-73. 2.0 12

21096 Four specific biomarkers associated with the progression of glioblastoma multiforme in older adults
identified using weighted gene co-expression network analysis. Bioengineered, 2021, 12, 6643-6654. 1.4 5

21097
Automated 16-Plex Plasma Proteomics with Real-Time Search and Ion Mobility Mass Spectrometry
Enables Large-Scale Profiling in Naked Mole-Rats and Mice. Journal of Proteome Research, 2021, 20,
1280-1295.

1.8 24

21098 MicroRNA-193a-5p Regulates the Synthesis of Polyunsaturated Fatty Acids by Targeting Fatty Acid
Desaturase 1 (FADS1) in Bovine Mammary Epithelial Cells. Biomolecules, 2021, 11, 157. 1.8 10

21099 Beta-catenin activation and immunotherapy resistance in hepatocellular carcinoma: mechanisms and
biomarkers. Hepatoma Research, 2021, 2021, . 0.6 14



1153

Citation Report

# Article IF Citations

21100 Proteome-wide analysis of protein alterations in response to aristolochic acids in rat kidney and liver
tissues. Molecular Omics, 2021, 17, 405-412. 1.4 4

21101 Time-dependent re-organization of biological processes by the analysis of the dynamic transcriptional
response of yeast cells to doxorubicin. Molecular Omics, 2021, 17, 572-582. 1.4 4

21102 Lung adenocarcinoma patients have higher risk of SARS-CoV-2 infection. Aging, 2021, 13, 1620-1632. 1.4 14

21104
Downregulation of m<sup>6</sup>A Reader YTHDC2 Promotes the Proliferation and Migration of
Malignant Lung Cells via CYLD/NF-ÎºB Pathway. International Journal of Biological Sciences, 2021, 17,
2633-2651.

2.6 16

21105 Comparative transcriptomics highlights convergent evolution of energy metabolic pathways in
group-living spiders. Zoological Research, 2021, 42, 195-206. 0.9 4

21106 Male fertility in Arabidopsis requires active DNA demethylation of genes that control pollen tube
function. Nature Communications, 2021, 12, 410. 5.8 41

21107 Comprehensive Quantification of Carboxymethyllysine-Modified Peptides in Human Plasma. Journal of
the American Society for Mass Spectrometry, 2021, 32, 744-752. 1.2 3

21108 Comprehensive molecular profiling to predict clinical outcomes in pancreatic cancer. Therapeutic
Advances in Medical Oncology, 2021, 13, 175883592110384. 1.4 10

21109 Integrative computational approach identifies drug targets in CD4+ T-cell-mediated immune disorders.
Npj Systems Biology and Applications, 2021, 7, 4. 1.4 18

21110 Screening and identification of potential biomarkers and therapeutic drugs in melanoma via
integrated bioinformatics analysis. Investigational New Drugs, 2021, 39, 928-948. 1.2 3

21111 MendelVar: gene prioritization at GWAS loci using phenotypic enrichment of Mendelian disease genes.
Bioinformatics, 2021, 37, 1-8. 1.8 12

21112 Cryptic amyloidogenic regions in intrinsically disordered proteins: Function and disease association.
Computational and Structural Biotechnology Journal, 2021, 19, 4192-4206. 1.9 9

21113 A new tandem enrichment strategy for the simultaneous profiling of <i>O</i>-GlcNAcylation and
phosphorylation in RNA-binding proteome. Analyst, The, 2021, 146, 1188-1197. 1.7 6

21114 Identification of PARP-7 substrates reveals a role for MARylation in microtubule control in ovarian
cancer cells. ELife, 2021, 10, . 2.8 39

21115 SOD2- and NRF2-associated Gene Signature to Predict Radioresistance in Head and Neck Cancer. Cancer
Genomics and Proteomics, 2021, 18, 675-684. 1.0 11

21116 A network-based systems biology approach for identification of shared Gene signatures between male
and female in COVID-19 datasets. Informatics in Medicine Unlocked, 2021, 25, 100702. 1.9 7

21117
Longitudinal shear stress response in human endothelial cells to atheroprone and atheroprotective
conditions. Proceedings of the National Academy of Sciences of the United States of America, 2021, 118,
.

3.3 43

21118 Cardiac Microvascular Endothelial Cells in Pressure Overloadâ€“Induced Heart Disease. Circulation:
Heart Failure, 2021, 14, e006979. 1.6 20



1154

Citation Report

# Article IF Citations

21120 Identification of a prognostic gene signature of colon cancer using integrated bioinformatics
analysis. World Journal of Surgical Oncology, 2021, 19, 13. 0.8 19

21121 RUNX1/RUNX1T1 mediates alternative splicing and reorganises the transcriptional landscape in
leukemia. Nature Communications, 2021, 12, 520. 5.8 27

21122 The prognostic and diagnostic value of tissue inhibitor of metalloproteinases gene family and
potential function in gastric cancer. Journal of Cancer, 2021, 12, 4086-4098. 1.2 8

21124 MACC1 regulates clathrin-mediated endocytosis and receptor recycling of transferrin receptor and
EGFR in colorectal cancer. Cellular and Molecular Life Sciences, 2021, 78, 3525-3542. 2.4 12

21125 Tumor microenvironment related novel signature predict lung adenocarcinoma survival. PeerJ, 2021,
9, e10628. 0.9 8

21126 The aging transcriptome and cellular landscape of the human lung in relation to SARS-CoV-2. Nature
Communications, 2021, 12, 4. 5.8 63

21127 <i>Drosophila</i> female reproductive tract gene expression reveals coordinated mating responses
and rapidly evolving tissue-specific genes. G3: Genes, Genomes, Genetics, 2021, 11, . 0.8 25

21128 Deficient LEF1 expression is associated with lithium resistance and hyperexcitability in neurons
derived from bipolar disorder patients. Molecular Psychiatry, 2021, 26, 2440-2456. 4.1 41

21129 Application of Hi-C and other omics data analysis in human cancer and cell differentiation research.
Computational and Structural Biotechnology Journal, 2021, 19, 2070-2083. 1.9 10

21132 Endothelial protein C receptor is overexpressed in colorectal cancer as a result of amplification and
hypomethylation of chromosome 20q. Journal of Pathology: Clinical Research, 2017, 3, 155-170. 1.3 7

21133 Exome sequencing identifies new somatic alterations and mutation patterns of tongue squamous cell
carcinoma in a Chinese population. Journal of Pathology, 2020, 251, 353-364. 2.1 13

21134 Secretome of Activated Fibroblasts Induced by Exosomes for the Discovery of Biomarkers in Nonâ€•Small
Cell Lung Cancer. Small, 2021, 17, e2004750. 5.2 18

21135 Comparative Metabolic Network Flux Analysis to Identify Differences in Cellular Metabolism. Methods
in Molecular Biology, 2020, 2088, 223-269. 0.4 4

21136 Proteomic Approaches to Identify Cold-Regulated Plasma. Methods in Molecular Biology, 2020, 2156,
171-186. 0.4 2

21137 Functional Bioinformatics Analyses of the Matrisome and Integrin Adhesome. Methods in Molecular
Biology, 2021, 2217, 285-300. 0.4 8

21138 Guidelines for Setting Up a mRNA Sequencing Experiment and Best Practices for Bioinformatic Data
Analysis. Methods in Molecular Biology, 2021, 2264, 137-162. 0.4 1

21139 Web Resources for Gene List Analysis in Biomedicine. Annals of Information Systems, 2010, , 117-141. 0.5 5

21140 Re-analysis of Bipolar Disorder and Schizophrenia Gene Expression Complements the Kraepelinian
Dichotomy. Advances in Experimental Medicine and Biology, 2012, 736, 563-577. 0.8 4



1155

Citation Report

# Article IF Citations

21141 Cancer Prevention in Populations High At-Risk for the Development of Oral Cancer: Clinical Trials
with Black Raspberries. , 2011, , 259-280. 2

21142 Proteomic Studies in Low-Grade Gliomas: What Have They Informed About Pathophysiology?. , 2013, ,
117-136. 1

21143 Comparative Effects of the Preventive Effect of Pregnancy, Steroidal Hormones, and hCG in the
Transcriptomic Profile of the Rat Mammary Gland. , 2013, , 73-189. 2

21144 Understanding Tamoxifen Resistance of Breast Cancer Based on Integrative Bioinformatics
Approaches. , 2013, , 249-260. 1

21145 Tulip 5. , 2017, , 1-28. 23

21146 High-Dimensional Ordinary Differential Equation Models for Reconstructing Genome-Wide Dynamic
Regulatory Networks. Springer Proceedings in Mathematics and Statistics, 2013, , 173-190. 0.1 2

21147 Measuring Interferon Alpha and Other Cytokines in SLE. Methods in Molecular Biology, 2014, 1134,
131-150. 0.4 4

21148 Characterization of Extracellular HSV-1 Virions by Proteomics. Methods in Molecular Biology, 2014,
1144, 181-190. 0.4 13

21149 Identifying Stem Cell Gene Expression Patterns and Phenotypic Networks with AutoSOME. Methods in
Molecular Biology, 2014, 1150, 115-130. 0.4 1

21150 Methodological Approaches for Understanding the Epigenetic Landscape of the Human Breast and Its
Implications in Cancer and Prevention. , 2014, , 253-283. 1

21151 Pseudogene-Derived Endogenous siRNAs and Their Function. Methods in Molecular Biology, 2014, 1167,
227-239. 0.4 21

21152 Comprehensive Meta-analysis of MicroRNA Expression Using a Robust Rank Aggregation Approach.
Methods in Molecular Biology, 2014, 1182, 361-373. 0.4 36

21153 Omics Approaches to Macrophage Biology. , 2014, , 587-615. 1

21154 Omic Data, Information Derivable and Computational Needs. , 2014, , 41-63. 1

21155 High-Throughput Gene Expression Profiling of Opioid-Induced Alterations in Discrete Brain Areas.
Methods in Molecular Biology, 2015, 1230, 65-76. 0.4 5

21156 Microarray Analysis of R-Gene-Mediated Resistance to Viruses. Methods in Molecular Biology, 2015,
1236, 197-218. 0.4 4

21157 Anorexia and Valine-Deficient Diets. , 2015, , 171-180. 1

21158 Gene Essentiality Analysis Based on DEG 10, an Updated Database of Essential Genes. Methods in
Molecular Biology, 2015, 1279, 219-233. 0.4 40



1156

Citation Report

# Article IF Citations

21159 Qualitative and Quantitative Proteomic Analysis of Formalin-Fixed Paraffin-Embedded (FFPE) Tissue.
Methods in Molecular Biology, 2015, 1295, 109-115. 0.4 5

21160 Analysis of Proteomic Data for Toxicological Applications. Methods in Pharmacology and Toxicology,
2015, , 257-284. 0.1 1

21161 Proteomic Characterization of Exosomes from HIV-1-Infected Cells. Methods in Molecular Biology,
2016, 1354, 311-326. 0.4 7

21162 Third-Kind Encounters in Biomedicine: Immunology Meets Mathematics and Informatics to Become
Quantitative and Predictive. Methods in Molecular Biology, 2016, 1386, 135-179. 0.4 20

21163 Co-transcriptomic Analysis by RNA Sequencing to Simultaneously Measure Regulated Gene Expression
in Host and Bacterial Pathogen. Methods in Molecular Biology, 2016, 1390, 145-158. 0.4 6

21164 Single-Cell Transcriptome Analysis of T Cells. Methods in Molecular Biology, 2019, 2048, 155-205. 0.4 3

21165 Bioinformatics Tools and Resources for Cancer Immunotherapy Study. Methods in Molecular Biology,
2020, 2055, 649-678. 0.4 7

21166 Characterization of Extracellular HSV-1 Virions by Proteomics. Methods in Molecular Biology, 2020,
2060, 279-288. 0.4 9

21167 Stress Gene Deregulation in Alzheimer Peripheral Blood Mononuclear Cells. , 2011, , 251-263. 2

21168 BiNGS!SL-seq: A Bioinformatics Pipeline for the Analysis and Interpretation of Deep Sequencing
Genome-Wide Synthetic Lethal Screen. Methods in Molecular Biology, 2012, 802, 389-398. 0.4 28

21169 Gene Expression Networks. Methods in Molecular Biology, 2013, 930, 165-178. 0.4 2

21170 Use of Microarray Analysis to Investigate EMT Gene Signatures. Methods in Molecular Biology, 2013,
1046, 85-95. 0.4 2

21171 Analysis of Genome-Wide DNA Methylation Profiles by BeadChip Technology. Methods in Molecular
Biology, 2013, 1049, 21-33. 0.4 2

21172 Predicting Degree of Relevance of Pathway Markers from Gene Expression Data: A PSO Based Approach.
Lecture Notes in Computer Science, 2018, , 3-14. 1.0 3

21173 Artificial Intelligence and Bioinformatics. , 2020, , 209-264. 6

21174 The Extracellular Matrix Goes -Omics: Resources and Tools. Biology of Extracellular Matrix, 2020, ,
1-16. 0.3 6

21176 Transcriptator: Computational Pipeline to Annotate Transcripts and Assembled Reads from RNA-Seq
Data. Lecture Notes in Computer Science, 2015, , 156-169. 1.0 2

21177 PUEPro: A Computational Pipeline for Prediction of Urine Excretory Proteins. Lecture Notes in
Computer Science, 2016, , 714-725. 1.0 7



1157

Citation Report

# Article IF Citations

21178 Analysis of Paired miRNA-mRNA Microarray Expression Data Using a Stepwise Multiple Linear
Regression Model. Lecture Notes in Computer Science, 2017, , 59-70. 1.0 1

21179 Integrating Multiple-Platform Expression Data through Gene Set Features. Lecture Notes in Computer
Science, 2009, , 5-17. 1.0 7

21181 Integrating Protein Family Sequence Similarities with Gene Expression to Find Signature Gene
Networks in Breast Cancer Metastasis. Lecture Notes in Computer Science, 2011, , 247-259. 1.0 4

21182 ACO-Based Bayesian Network Ensembles for the Hierarchical Classification of Ageing-Related Proteins.
Lecture Notes in Computer Science, 2013, , 80-91. 1.0 4

21183 Exploiting Dependencies of Patterns in Gene Expression Analysis Using Pairwise Comparisons. Lecture
Notes in Computer Science, 2013, , 173-184. 1.0 1

21184 Human MicroRNA Targetome Indicates a Specialized Role of MicroRNAs in Regulation of Oncogenesis. ,
2012, , 247-266. 1

21185 Proteomics Defines Protein Interaction Network of Signaling Pathways. Translational Bioinformatics,
2013, , 17-38. 0.0 1

21186 Genetic analysis of heterogeneous sub-clones in recombinant Chinese hamster ovary cells. Applied
Microbiology and Biotechnology, 2017, 101, 5785-5797. 1.7 13

21187
Identification of core biomarkers associated with pathogenesis and prognostic outcomes of
laryngeal squamous-cell cancer using bioinformatics analysis. European Archives of
Oto-Rhino-Laryngology, 2020, 277, 1397-1408.

0.8 9

21188 The constitutive protease release by primary human acute myeloid leukemia cells. Journal of Cancer
Research and Clinical Oncology, 2017, 143, 1985-1998. 1.2 16

21189 The Arabidopsis thaliana transcription factor MYB59 regulates calcium signalling during plant
growth and stress response. Plant Molecular Biology, 2019, 99, 517-534. 2.0 47

21190 Revealing the Common Mechanisms of Scutellarin in Angina Pectoris and Ischemic Stroke Treatment
via a Network Pharmacology Approach. Chinese Journal of Integrative Medicine, 2021, 27, 62-69. 0.7 16

21191 Dyslexia Candidate Gene and Ciliary Gene Expression Dynamics During Human Neuronal
Differentiation. Molecular Neurobiology, 2020, 57, 2944-2958. 1.9 11

21192 miRNA-mRNA interaction network in non-small-cell lung cancer. Interdisciplinary Sciences,
Computational Life Sciences, 2015, , . 2.2 5

21193 More than bubbles: In vivo assessment and transcriptome modulation of Caligus rogercresseyi and
Atlantic salmon exposed to hydrogen peroxide (PARAMOVEÂ®). Aquaculture, 2020, 522, 735170. 1.7 6

21194 Application of weighted gene co-expression network analysis to reveal key modules and hub genes in
generalized aggressive periodontitis. Archives of Oral Biology, 2020, 119, 104895. 0.8 1

21195
Deletion of acetate transporter gene ADY2 improved tolerance of Saccharomyces cerevisiae against
multiple stresses and enhanced ethanol production in the presence of acetic acid. Bioresource
Technology, 2017, 245, 1461-1468.

4.8 55

21196 Serum long non-coding RNA LOC553103 as non-specific diagnostic and prognostic biomarker for
common types of human cancer. Clinica Chimica Acta, 2020, 508, 69-76. 0.5 2



1158

Citation Report

# Article IF Citations

21197 PRMT1 Is Recruited via DNA-PK to Chromatin Where It Sustains the Senescence-Associated Secretory
Phenotype in Response to Cisplatin. Cell Reports, 2020, 30, 1208-1222.e9. 2.9 40

21198 Protein Turnover in Epithelial Cells and Mucus along the Gastrointestinal Tract Is Coordinated by the
Spatial Location and Microbiota. Cell Reports, 2020, 30, 1077-1087.e3. 2.9 41

21199 Single-Cell Transcriptomics Reveal Immune Mechanisms of the Onset and Progression of IgA
Nephropathy. Cell Reports, 2020, 33, 108525. 2.9 49

21200 CLIP and Massively Parallel Functional Analysis of CELF6 Reveal a Role in Destabilizing Synaptic Gene
mRNAs through Interaction with 3â€² UTR Elements. Cell Reports, 2020, 33, 108531. 2.9 14

21201 CDK8 Fine-Tunes IL-6 Transcriptional Activities by Limiting STAT3 Resident Time at the Gene Loci. Cell
Reports, 2020, 33, 108545. 2.9 26

21202 QUAKING Regulates Microexon Alternative Splicing of the Rho GTPase Pathway and Controls
Microglia Homeostasis. Cell Reports, 2020, 33, 108560. 2.9 19

21203 A Global Screen for Assembly State Changes of the Mitotic Proteome by SEC-SWATH-MS. Cell Systems,
2020, 10, 133-155.e6. 2.9 57

21204 Systematic Pharmacological Strategies to Explore the Regulatory Mechanism of Ma Xing Shi Gan
Decoction on COVID-19. Digital Chinese Medicine, 2020, 3, 96-115. 0.5 8

21205 Evening and morning alterations in Obstructive Sleep Apnea red blood cell proteome. Data in Brief,
2017, 11, 103-110. 0.5 7

21206 Mitochondrial proteomics profile points oxidative phosphorylation as main target for beauvericin
and enniatin B mixture. Food and Chemical Toxicology, 2020, 141, 111432. 1.8 9

21207 Genome-wide profiling of gene expression and DNA methylation provides insight into low-altitude
acclimation in Tibetan pigs. Gene, 2018, 642, 522-532. 1.0 18

21208 The recognition of development-related genes in the testis and MAGs of time-series Harmonia axyridis
adults using a time-series analysis by RNA-seq. Gene, 2019, 693, 52-60. 1.0 4

21209 Identification of differentially expressed genes response to TCDD in rat brain after long-term
low-dose exposure. Journal of Environmental Sciences, 2017, 62, 92-99. 3.2 8

21210 Elucidating the time course of the transcriptomic response to photobiomodulation through gene
co-expression analysis. Journal of Photochemistry and Photobiology B: Biology, 2020, 208, 111916. 1.7 8

21211 MCH Neurons Regulate Permeability of the Median Eminence Barrier. Neuron, 2020, 107, 306-319.e9. 3.8 45

21212 A Comparative Analysis of Single-Cell Transcriptome Identifies Reprogramming Driver Factors for
Efficiency Improvement. Molecular Therapy - Nucleic Acids, 2020, 19, 1053-1064. 2.3 18

21213 Systems pharmacology unravels the synergic target space and therapeutic potential of Rhodiola rosea
L. for non-small cell lung cancer. Phytomedicine, 2020, 79, 153326. 2.3 11

21214 Metabolomic, proteomic and physiological insights into the potential mode of action of thymol, a
phytotoxic natural monoterpenoid phenol. Plant Physiology and Biochemistry, 2020, 153, 141-153. 2.8 23



1159

Citation Report

# Article IF Citations

21215 Maternal antioxidant treatment prevents the adverse effects of prenatal stress on the offspring's
brain and behavior. Neurobiology of Stress, 2020, 13, 100281. 1.9 22

21216 Honey Bee Proteome Responses to Plant and Cyanobacteria (blue-green algae) Diets. ACS Food Science &
Technology, 2021, 1, 17-26. 1.3 9

21217 Elucidation of the Mechanisms and Molecular Targets of Shuanglian Decoction for the Treatment of
Hepatocellular Carcinoma Based on Network Pharmacology. ACS Omega, 2021, 6, 917-924. 1.6 3

21219 Exome sequencing to identify de novo mutations in sporadic ALS trios. Nature Neuroscience, 2013, 16,
851-855. 7.1 129

21220 Two conserved epigenetic regulators prevent healthy ageing. Nature, 2020, 579, 118-122. 13.7 62

21221 An in vitro model of early anteroposterior organization during human development. Nature, 2020,
582, 410-415. 13.7 310

21222 The phosphatase PAC1 acts as a T cell suppressor and attenuates host antitumor immunity. Nature
Immunology, 2020, 21, 287-297. 7.0 73

21223 Molecular signature of progenitor cells isolated from young and adult human hearts. Scientific
Reports, 2018, 8, 9266. 1.6 19

21224 A meta-analysis of gene expression data highlights synaptic dysfunction in the hippocampus of brains
with Alzheimerâ€™s disease. Scientific Reports, 2020, 10, 8384. 1.6 22

21225 Characterization of radioresistant epithelial stem cell heterogeneity in the damaged mouse intestine.
Scientific Reports, 2020, 10, 8308. 1.6 17

21226 Genetic regulators of mineral amount in Nelore cattle muscle predicted by a new co-expression and
regulatory impact factor approach. Scientific Reports, 2020, 10, 8436. 1.6 10

21227 GSEA-assisted gene signatures valid for combinations of prognostic markers in PCNSL. Scientific
Reports, 2020, 10, 8435. 1.6 9

21228 Bioinformatic analysis reveals the importance of epithelial-mesenchymal transition in the
development of endometriosis. Scientific Reports, 2020, 10, 8442. 1.6 30

21229 Biological and physical approaches on the role of piplartine (piperlongumine) in cancer. Scientific
Reports, 2020, 10, 22283. 1.6 11

21230 Detecting methylation signatures in neurodegenerative disease by density-based clustering of
applications with reducing noise. Scientific Reports, 2020, 10, 22164. 1.6 7

21231 Systematic Genome-wide Screening and Prediction of microRNAs in EBOV During the 2014 Ebolavirus
Outbreak. Scientific Reports, 2015, 5, 9912. 1.6 44

21232 Dissecting the regulation rules of cancer-related miRNAs based on network analysis. Scientific
Reports, 2016, 6, 34172. 1.6 9

21233 Chapter 5. Transcriptomic Doseâ€“Response Analysis for Mode of Action and Risk Assessment. Issues in
Toxicology, 2016, , 154-184. 0.2 1



1160

Citation Report

# Article IF Citations

21234 Systematic bioinformatic analysis of nutrigenomic data of flavanols in cell models of
cardiometabolic disease. Food and Function, 2020, 11, 5040-5064. 2.1 13

21235 A lysosome independent role for TFEB in activating DNA repair and inhibiting apoptosis in breast
cancer cells. Biochemical Journal, 2020, 477, 137-160. 1.7 28

21236 Cytoskeleton regulators CAPZA2 and INF2 associate with CFTR to control its plasma membrane levels
under EPAC1 activation. Biochemical Journal, 2020, 477, 2561-2580. 1.7 13

21237 Use of the Polo-like kinase 4 (PLK4) inhibitor centrinone to investigate intracellular signalling
networks using SILAC-based phosphoproteomics. Biochemical Journal, 2020, 477, 2451-2475. 1.7 23

21238 An integrative bioinformatics analysis of microarray data for identifying hub genes as diagnostic
biomarkers of preeclampsia. Bioscience Reports, 2019, 39, . 1.1 28

21239 Identification of exosomal miR-455-5p and miR-1255a as therapeutic targets for breast cancer.
Bioscience Reports, 2020, 40, . 1.1 22

21240 Tripartite motif containing 35 contributes to the proliferation, migration, and invasion of lung
cancer cells in vitro and in vivo. Bioscience Reports, 2020, 40, . 1.1 7

21241 Exploring the mechanism of Shengmai Yin for coronary heart disease based on systematic
pharmacology and chemoinformatics. Bioscience Reports, 2020, 40, . 1.1 12

21242 The roles of MASPIN expression and subcellular localization in non-small cell lung cancer. Bioscience
Reports, 2020, 40, . 1.1 16

21243 Mining novel cell glycolysis related gene markers that can predict the survival of colon
adenocarcinoma patients. Bioscience Reports, 2020, 40, . 1.1 18

21244 Bioinformatics identification of CCL8/21 as potential prognostic biomarkers in breast cancer
microenvironment. Bioscience Reports, 2020, 40, . 1.1 10

21245 Integrated analysis of DNA methylation and gene expression profiles identified S100A9 as a potential
biomarker in ulcerative colitis. Bioscience Reports, 2020, 40, . 1.1 11

21246 Bioinformatics analysis and experimental validation of TTK as a biomarker for prognosis in non-small
cell lung cancer. Bioscience Reports, 2020, 40, . 1.1 12

21247 Circular RNA circFGD4 suppresses gastric cancer progression via modulating miR-532-3p/APC/Î²-catenin
signalling pathway. Clinical Science, 2020, 134, 1821-1839. 1.8 21

21248 Visual gene network analysis of aging-specific gene co-expression in human indicates overlaps with
immuno-pathological regulations. 4open, 2018, 1, 4. 0.1 2

21249 To explore the material basis and mechanism of Lianhua Qingwen Prescription against COVID-19 based
on network pharmacology. Integrative Respiratory Medicine, 2020, 1, 3. 0.2 5

21250 Intergenerational transfer of DNA methylation marks in the honey bee. Proceedings of the National
Academy of Sciences of the United States of America, 2020, 117, 32519-32527. 3.3 45

21251 Standard genetic nomenclature.. , 2015, , 598-608. 1



1161

Citation Report

# Article IF Citations

21252 Identification of potential genomic regions for egg weight by a haplotype-based genome-wide
association study using Bayesian methods. British Poultry Science, 2020, 61, 251-257. 0.8 1

21253 MiRNA-BD: an evidence-based bioinformatics model and software tool for microRNA biomarker
discovery. RNA Biology, 2018, 15, 1093-1105. 1.5 31

21254 The RNA-dependent RNA polymerase of enterovirus A71 associates with ribosomal proteins and
positively regulates protein translation. RNA Biology, 2020, 17, 608-622. 1.5 7

21255 Inactivation of the <i>Caenorhabditis elegans</i> RNF-5 E3 ligase promotes IRE-1-independent ER
functions. Autophagy, 2021, 17, 2401-2414. 4.3 7

21256 Different lineage contexts direct common pro-neural factors to specify distinct retinal cell subtypes.
Journal of Cell Biology, 2020, 219, . 2.3 16

21257 Hepatic stellate and endothelial cells maintain hematopoietic stem cells in the developing liver.
Journal of Experimental Medicine, 2021, 218, . 4.2 26

21258
MicroRNA Alterations in Induced Pluripotent Stem Cell-Derived Neurons from Bipolar Disorder
Patients: Pathways Involved in Neuronal Differentiation, Axon Guidance, and Plasticity. Stem Cells and
Development, 2020, 29, 1145-1159.

1.1 12

21259 Patterns and processes of human life history evolution. , 2011, , 153-168. 24

21260 Machine learning-based integrative analysis of methylome and transcriptome identifies novel
prognostic DNA methylation signature in uveal melanoma. Briefings in Bioinformatics, 2021, 22, . 3.2 17

21261 Genome-wide discovery of viral microRNAs based on phylogenetic analysis and structural evolution
of various human papillomavirus subtypes. Briefings in Bioinformatics, 2018, 19, 1102-1114. 3.2 11

21262 AtCircDB: a tissue-specific database for<i>Arabidopsis</i>circular RNAs. Briefings in Bioinformatics,
2019, 20, 58-65. 3.2 40

21263 NFIA and NFIB function as tumour suppressors in high-grade glioma in mice. Carcinogenesis, 2021, 42,
357-368. 1.3 7

21264
Phenotypeâ€“genotype network construction and characterization: a case study of cardiovascular
diseases and associated non-coding RNAs. Database: the Journal of Biological Databases and Curation,
2020, 2020, .

1.4 10

21265
Epigenome-wide association study (EWAS) for potential transgenerational disease epigenetic
biomarkers in sperm following ancestral exposure to the pesticide methoxychlor. Environmental
Epigenetics, 2020, 6, dvaa020.

0.9 10

21266 De novo genome assembly and Hi-C analysis reveal an association between chromatin architecture
alterations and sex differentiation in the woody plant Jatropha curcas. GigaScience, 2020, 9, . 3.3 16

21267 Chromosomal genome of <i>Triplophysa bleekeri</i> provides insights into its evolution and
environmental adaptation. GigaScience, 2020, 9, . 3.3 19

21268 Proteome of fluid from human ovarian small antral follicles reveals insights in folliculogenesis and
oocyte maturation. Human Reproduction, 2021, 36, 756-770. 0.4 17

21269 Spatial Transcriptomics of Nematodes Identifies Sperm Cells as a Source of Genomic Novelty and Rapid
Evolution. Molecular Biology and Evolution, 2021, 38, 229-243. 3.5 34



1162

Citation Report

# Article IF Citations

21270 WDR5 is a conserved regulator of protein synthesis gene expression. Nucleic Acids Research, 2020, 48,
2924-2941. 6.5 40

21271 GeneTrail 3: advanced high-throughput enrichment analysis. Nucleic Acids Research, 2020, 48,
W515-W520. 6.5 67

21272 Characterization of long G4-rich enhancer-associated genomic regions engaging in a novel loop:loop
â€˜G4 Kissingâ€™ interaction. Nucleic Acids Research, 2020, 48, 5907-5925. 6.5 17

21273 Human respiratory syncytial virus non-structural protein NS1 modifies miR-24 expression via
transforming growth factor-Î². Journal of General Virology, 2015, 96, 3179-3191. 1.3 27

21274 Merkel cell polyomavirus T antigens promote cell proliferation and inflammatory cytokine gene
expression. Journal of General Virology, 2015, 96, 3532-3544. 1.3 34

21275 Development of viable TAP-tagged dengue virus for investigation of hostâ€“virus interactions in viral
replication. Journal of General Virology, 2016, 97, 646-658. 1.3 9

21276
Imbalance between innate antiviral and pro-inflammatory immune responses may contribute to
different outcomes involving low- and highly pathogenic avian influenza H5N3 infections in chickens.
Journal of General Virology, 2017, 98, 1245-1258.

1.3 6

21277 Drosophila microRNA modulates viral replication by targeting a homologue of mammalian cJun.
Journal of General Virology, 2017, 98, 1904-1912. 1.3 11

21278
RNA-seq analysis in equine papillomavirus type 2-positive carcinomas identifies affected pathways and
potential cancer markers as well as viral gene expression and splicing events. Journal of General
Virology, 2019, 100, 985-998.

1.3 6

21279 Evolution of a zoonotic pathogen: investigating prophage diversity in enterohaemorrhagic
Escherichia coli O157 by long-read sequencing. Microbial Genomics, 2016, 2, e000096. 1.0 46

21280 Analysis of essential gene dynamics under antibiotic stress in Streptococcus sanguinis. Microbiology
(United Kingdom), 2018, 164, 173-185. 0.7 9

21281 Permissive and restricted virus infection of murine embryonic stem cells. Journal of General
Virology, 2012, 93, 2118-2130. 1.3 18

21598 Polytene Chromosome Structure and Somatic Genome Instability. Cold Spring Harbor Symposia on
Quantitative Biology, 2017, 82, 293-304. 2.0 6

21599 A Feature Weighting-Assisted Approach for Cancer Subtypes Identification From Paired Expression
Profiles. IEEE/ACM Transactions on Computational Biology and Bioinformatics, 2022, 19, 1403-1414. 1.9 1

21600 Regulation of gene expression by MF63, a selective inhibitor of microsomal PGE synthase 1 (mPGES1) in
human osteoarthritic chondrocytes. British Journal of Pharmacology, 2020, 177, 4134-4146. 2.7 6

21601
Fibroblast growth factor receptor 4 increases epidermal growth factor receptor (EGFR) signaling by
inducing amphiregulin expression and attenuates response to EGFR inhibitors in colon cancer. Cancer
Science, 2020, 111, 3268-3278.

1.7 15

21602 STAT1 and its related molecules as potential biomarkers in <i>Mycobacterium tuberculosis</i>
infection. Journal of Cellular and Molecular Medicine, 2020, 24, 2866-2878. 1.6 45

21603 A novel lncRNA BADLNCR1 inhibits bovine adipogenesis by repressing <i>GLRX5</i> expression. Journal
of Cellular and Molecular Medicine, 2020, 24, 7175-7186. 1.6 11



1163

Citation Report

# Article IF Citations

21604 Binding Site Analysis of the Caenorhabditis elegans NR4A Nuclear Receptor NHR-6 During Development.
Nuclear Receptor Research, 2017, 4, . 2.5 2

21605 Genomic Prediction of Tendinopathy Risk in Elite Team Sports. International Journal of Sports
Physiology and Performance, 2020, 15, 489-495. 1.1 14

21606
Transcriptome-Level Interactions between Budesonide and Formoterol Provide Insight into the
Mechanism of Action of Inhaled Corticosteroid/Long-Acting <i>Î²</i><sub>2</sub>-Adrenoceptor
Agonist Combination Therapy in Asthma. Molecular Pharmacology, 2021, 99, 197-216.

1.0 6

21607 Gene expression profiles of brain endothelial cells during embryonic development at bulk and
single-cell levels. Science Signaling, 2017, 10, . 1.6 91

21608 The Synthetic Phenotype of Î” <i>bamB</i> Î” <i>bamE</i> Double Mutants Results from a Lethal Jamming of
the Bam Complex by the Lipoprotein RcsF. MBio, 2019, 10, . 1.8 35

21609 Production of Noncapped Genomic RNAs Is Critical to Sindbis Virus Disease and Pathogenicity. MBio,
2020, 11, . 1.8 8

21610 MINING FUNCTIONALLY RELEVANT GENE SETS FOR ANALYZING PHYSIOLOGICALLY NOVEL CLINICAL
EXPRESSION DATA. , 2010, , 50-61. 3

21611 ATHENA: A TOOL FOR META-DIMENSIONAL ANALYSIS APPLIED TO GENOTYPES AND GENE EXPRESSION DATA
TO PREDICT HDL CHOLESTEROL LEVELS. , 2012, , . 12

21613 Constructing Reliable Protein-Protein Interaction (PPI) Networks. , 2017, , 15. 4

21614
NFATc3 regulation of collagen V expression contributes to cellular immunity to collagen type V and
hypoxic pulmonary hypertension. American Journal of Physiology - Lung Cellular and Molecular
Physiology, 2020, 319, L968-L980.

1.3 6

21615 A single acute pharmacological dose of Î³-hydroxybutyrate modifies multiple gene expression patterns
in rat hippocampus and frontal cortex. Physiological Genomics, 2010, 41, 146-160. 1.0 19

21616 Exploring the Antitumor Mechanisms of Zingiberis Rhizoma Combined with Coptidis Rhizoma Using a
Network Pharmacology Approach. BioMed Research International, 2020, 2020, 1-18. 0.9 2

21617 Deep Learningâ€“Based Multi-Omics Integration Robustly Predicts Survival in Liver Cancer. Clinical
Cancer Research, 2018, 24, 1248-1259. 3.2 670

21618 Aging of Preleukemic Thymocytes Drives CpG Island Hypermethylation in T-cell Acute Lymphoblastic
Leukemia. Blood Cancer Discovery, 2020, 1, 274-289. 2.6 21

21619 Interleukin-1 Betaâ€“Mediated Sex Differences in Kawasaki Disease Vasculitis Development and Response
to Treatment. Arteriosclerosis, Thrombosis, and Vascular Biology, 2020, 40, 802-818. 1.1 29

21620
Monosomy X in Female Mice Influences the Regional Formation and Augments the Severity of
Angiotensin IIâ€“Induced Aortopathies. Arteriosclerosis, Thrombosis, and Vascular Biology, 2021, 41,
269-283.

1.1 6

21621 Nonconserved Long Intergenic Noncoding RNAs Associate With Complex Cardiometabolic Disease
Traits. Arteriosclerosis, Thrombosis, and Vascular Biology, 2021, 41, 501-511. 1.1 8

21622 Linking Lysosomal Enzyme Targeting Genes and Energy Metabolism with Altered Gray Matter Volume in
Children with Persistent Stuttering. Neurobiology of Language (Cambridge, Mass ), 2020, 1, 365-380. 1.7 20



1164

Citation Report

# Article IF Citations

21623 Modulation of subsets of cardiac B lymphocytes improves cardiac function after acute injury. JCI
Insight, 2018, 3, . 2.3 63

21624 Retinoic acid signaling is essential for airway smooth muscle homeostasis. JCI Insight, 2018, 3, . 2.3 16

21625 Transcriptome network analysis identifies protective role of the LXR/SREBP-1c axis in murine
pulmonary fibrosis. JCI Insight, 2019, 4, . 2.3 33

21626 Functional heterogeneity of human tissue-resident memory T cells based on dye efflux capacities. JCI
Insight, 2018, 3, . 2.3 45

21627 Glycine decarboxylase deficiencyâ€“induced motor dysfunction in zebrafish is rescued by
counterbalancing glycine synaptic level. JCI Insight, 2018, 3, . 2.3 10

21628 PD-L1 on invasive fibroblasts drives fibrosis in a humanized model of idiopathic pulmonary fibrosis. JCI
Insight, 2019, 4, . 2.3 64

21629 Cellular heterogeneity during mouse pancreatic ductal adenocarcinoma progression at single-cell
resolution. JCI Insight, 2019, 4, . 2.3 169

21630 Immune cell landscaping reveals a protective role for regulatory T cells during kidney injury and
fibrosis. JCI Insight, 2020, 5, . 2.3 71

21631 Tacrolimus- and sirolimus-induced human Î² cell dysfunction is reversible and preventable. JCI Insight,
2020, 5, . 2.3 41

21632 Combination of host immune metabolic biomarkers for the PD-1 blockade cancer immunotherapy. JCI
Insight, 2020, 5, . 2.3 58

21633 Integrative study of the upper and lower airway microbiome and transcriptome in asthma. JCI Insight,
2020, 5, . 2.3 44

21634 Shock waves promote spinal cord repair via TLR3. JCI Insight, 2020, 5, . 2.3 15

21635 Wnt/Î²-cateninâ€“activated Ewing sarcoma cells promote the angiogenic switch. JCI Insight, 2020, 5, . 2.3 21

21636 CIC is a critical regulator of neuronal differentiation. JCI Insight, 2020, 5, . 2.3 21

21637 Smooth muscleâ€“derived progenitor cell myofibroblast differentiation through KLF4 downregulation
promotes arterial remodeling and fibrosis. JCI Insight, 2020, 5, . 2.3 33

21638 WNK1 regulates uterine homeostasis and its ability to support pregnancy. JCI Insight, 2020, 5, . 2.3 11

21639 Relationships among injury, fibrosis, and time in human kidney transplants. JCI Insight, 2016, 1, e85323. 2.3 66

21640 A cord blood monocyteâ€“derived cell therapy product accelerates brain remyelination. JCI Insight,
2016, 1, e86667. 2.3 23



1165

Citation Report

# Article IF Citations

21641 CRIg-expressing peritoneal macrophages are associated with disease severity in patients with cirrhosis
and ascites. JCI Insight, 2016, 1, e86914. 2.3 53

21642 Hypoxia sensing through Î²-adrenergic receptors. JCI Insight, 2016, 1, e90240. 2.3 30

21643 Transcriptional dissection of melanoma identifies a high-risk subtype underlying TP53 family genes and
epigenome deregulation. JCI Insight, 2017, 2, . 2.3 48

21644 Von Hippel-Lindau mutations disrupt vascular patterning and maturation via Notch. JCI Insight, 2018, 3,
. 2.3 19

21645 Upregulated heme biosynthesis, an exploitable vulnerability in MYCN-driven leukemogenesis. JCI
Insight, 2017, 2, . 2.3 37

21646 microRNA-143/145 loss induces Ras signaling to promote aggressive Pten-deficient basal-like breast
cancer. JCI Insight, 2017, 2, . 2.3 22

21647 Activated signature of antiphospholipid syndrome neutrophils reveals potential therapeutic target.
JCI Insight, 2017, 2, . 2.3 75

21648 CF airway smooth muscle transcriptome reveals a role for PYK2. JCI Insight, 2017, 2, . 2.3 7

21649 Ex vivo lung perfusion as a human platform for preclinical small molecule testing. JCI Insight, 2018, 3, . 2.3 24

21650 The GÎ±12/13-coupled receptor LPA4 limits proper adipose tissue expansion and remodeling in diet-induced
obesity. JCI Insight, 2018, 3, . 2.3 22

21651 Hnf4a deletion in the mouse kidney phenocopies Fanconi renotubular syndrome. JCI Insight, 2018, 3, . 2.3 49

21652 A systems immunology approach identifies the collective impact of 5 miRs in Th2 inflammation. JCI
Insight, 2018, 3, . 2.3 10

21653 HIV infection results in clonal expansions containing integrations within pathogenesis-related
biological pathways. JCI Insight, 2018, 3, . 2.3 15

21654 TET repression and increased DNMT activity synergistically induce aberrant DNA methylation. Journal
of Clinical Investigation, 2020, 130, 5370-5379. 3.9 43

21655 CDKN2B upregulation prevents teratoma formation in multipotent fibromodulin-reprogrammed cells.
Journal of Clinical Investigation, 2019, 129, 3236-3251. 3.9 16

21656 FOXM1 drives proximal tubule proliferation during repair from acute ischemic kidney injury. Journal
of Clinical Investigation, 2019, 129, 5501-5517. 3.9 103

21657 CIC-DUX4 oncoprotein drives sarcoma metastasis and tumorigenesis via distinct regulatory programs.
Journal of Clinical Investigation, 2019, 129, 3401-3406. 3.9 47

21658 Membralin deficiency dysregulates astrocytic glutamate homeostasis, leading to ALS-like impairment.
Journal of Clinical Investigation, 2019, 129, 3103-3120. 3.9 27



1166

Citation Report

# Article IF Citations

21659 Angiopoietin-2 blockade ameliorates autoimmune neuroinflammation by inhibiting leukocyte
recruitment into the CNS. Journal of Clinical Investigation, 2020, 130, 1977-1990. 3.9 26

21660 A stress-responsive enhancer induces dynamic drug resistance in acute myeloid leukemia. Journal of
Clinical Investigation, 2020, 130, 1217-1232. 3.9 26

21661 Fetal alcohol spectrum disorder predisposes to metabolic abnormalities in adulthood. Journal of
Clinical Investigation, 2020, 130, 2252-2269. 3.9 31

21662 Epithelial splicing regulatory protein 2â€“mediated alternative splicing reprograms hepatocytes in
severe alcoholic hepatitis. Journal of Clinical Investigation, 2020, 130, 2129-2145. 3.9 49

21663 DNA damage and growth hormone hypersecretion in pituitary somatotroph adenomas. Journal of
Clinical Investigation, 2020, 130, 5738-5755. 3.9 35

21664 Glioma escape signature and clonal development under immune pressure. Journal of Clinical
Investigation, 2020, 130, 5257-5271. 3.9 21

21665 Cardiac fibrosis in mice with hypertrophic cardiomyopathy is mediated by non-myocyte proliferation
and requires Tgf-Î². Journal of Clinical Investigation, 2010, 120, 3520-3529. 3.9 372

21666 Cyclophilin D controls mitochondrial poreâ€“dependent Ca2+ exchange, metabolic flexibility, and
propensity for heart failure in mice. Journal of Clinical Investigation, 2010, 120, 3680-3687. 3.9 333

21667 The LRF transcription factor regulates mature B cell development and the germinal center response in
mice. Journal of Clinical Investigation, 2011, 121, 2583-2598. 3.9 37

21668 Thyroid hormone stimulates hepatic lipid catabolism via activation of autophagy. Journal of Clinical
Investigation, 2012, 122, 2428-2438. 3.9 211

21669 Notch1 counteracts WNT/Î²-catenin signaling through chromatin modification in colorectal cancer.
Journal of Clinical Investigation, 2012, 122, 3248-3259. 3.9 114

21670 A metabolic prosurvival role for PML in breast cancer. Journal of Clinical Investigation, 2012, 122,
3088-3100. 3.9 220

21671 Genetic variation in T-box binding element functionally affects SCN5A/SCN10A enhancer. Journal of
Clinical Investigation, 2012, 122, 2519-2530. 3.9 167

21672 Rho-kinase/AMPK axis regulates hepatic lipogenesis during overnutrition. Journal of Clinical
Investigation, 2018, 128, 5335-5350. 3.9 57

21673 WNT signaling determines tumorigenicity and function of ESC-derived retinal progenitors. Journal of
Clinical Investigation, 2013, 123, 1647-1661. 3.9 51

21674 Integrated genetic and epigenetic analysis of childhood acute lymphoblastic leukemia. Journal of
Clinical Investigation, 2013, 123, 3099-3111. 3.9 115

21675 5â€²RNA-Seq identifies Fhl1 as a genetic modifier in cardiomyopathy. Journal of Clinical Investigation,
2014, 124, 1364-1370. 3.9 58

21676 Sprouty-2 regulates HIV-specific T cell polyfunctionality. Journal of Clinical Investigation, 2014, 124,
198-208. 3.9 49



1167

Citation Report

# Article IF Citations

21677 Long noncoding RNA EWSAT1-mediated gene repression facilitates Ewing sarcoma oncogenesis.
Journal of Clinical Investigation, 2014, 124, 5275-5290. 3.9 81

21678 ALS-associated mutation FUS-R521C causes DNA damage and RNA splicing defects. Journal of Clinical
Investigation, 2014, 124, 981-999. 3.9 225

21679 Protein kinetic signatures of the remodeling heart following isoproterenol stimulation. Journal of
Clinical Investigation, 2014, 124, 1734-1744. 3.9 83

21680 Integrated compensatory network is activated in the absence of NCC phosphorylation. Journal of
Clinical Investigation, 2015, 125, 2136-2150. 3.9 85

21681 Circulating protein synthesis rates reveal skeletal muscle proteome dynamics. Journal of Clinical
Investigation, 2015, 126, 288-302. 3.9 72

21682 The RNA-binding protein tristetraprolin schedules apoptosis of pathogen-engaged neutrophils during
bacterial infection. Journal of Clinical Investigation, 2017, 127, 2051-2065. 3.9 28

21683 A colitogenic memory CD4+ T cell population mediates gastrointestinal graft-versus-host disease.
Journal of Clinical Investigation, 2016, 126, 3541-3555. 3.9 30

21684 Comparative genomics reveals multistep pathogenesis of E2A-PBX1 acute lymphoblastic leukemia.
Journal of Clinical Investigation, 2015, 125, 3667-3680. 3.9 50

21685 Inflammatory IL-15 is required for optimal memory T cell responses. Journal of Clinical Investigation,
2015, 125, 3477-3490. 3.9 87

21686 Stem-loop binding protein is a multifaceted cellular regulator of HIV-1 replication. Journal of Clinical
Investigation, 2016, 126, 3117-3129. 3.9 5

21687 MicroRNA-31 initiates lung tumorigenesis and promotes mutant KRAS-driven lung cancer. Journal of
Clinical Investigation, 2015, 126, 349-364. 3.9 96

21688 MicroRNA-140-5p and SMURF1 regulate pulmonary arterial hypertension. Journal of Clinical
Investigation, 2016, 126, 2495-2508. 3.9 119

21689 Reciprocal interplay between thyroid hormone and microRNA-21 regulates hedgehog pathwayâ€“driven
skin tumorigenesis. Journal of Clinical Investigation, 2016, 126, 2308-2320. 3.9 44

21690 Cancer-associated fibroblast-derived annexin A6+ extracellular vesicles support pancreatic cancer
aggressiveness. Journal of Clinical Investigation, 2016, 126, 4140-4156. 3.9 169

21691 Targeting PPARÎ³ in the epigenome rescues genetic metabolic defects in mice. Journal of Clinical
Investigation, 2017, 127, 1451-1462. 3.9 47

21692 GATA4 loss of function in liver cancer impedes precursor to hepatocyte transition. Journal of
Clinical Investigation, 2017, 127, 3527-3542. 3.9 35

21693 Ribonuclease inhibitor 1 regulates erythropoiesis by controlling GATA1 translation. Journal of
Clinical Investigation, 2018, 128, 1597-1614. 3.9 20

21694 TRAP-seq identifies cystine/glutamate antiporter as a driver of recovery from liver injury. Journal of
Clinical Investigation, 2018, 128, 2297-2309. 3.9 28



1168

Citation Report

# Article IF Citations

21695 Targeting nuclear receptor NR4A1â€“dependent adipocyte progenitor quiescence promotes metabolic
adaptation to obesity. Journal of Clinical Investigation, 2018, 128, 4898-4911. 3.9 23

21696 CD28 blockade controls T cell activation to prevent graft-versus-host disease in primates. Journal of
Clinical Investigation, 2018, 128, 3991-4007. 3.9 42

21697 Reticulocyte and red blood cell deformation triggers specific phosphorylation events. Blood
Advances, 2019, 3, 2653-2663. 2.5 13

21699 Reducing hippocampal extracellular matrix reverses early memory deficits in a mouse model of
AlzheimerÂ¿s disease. Acta Neuropathologica Communications, 2014, 2, 76. 2.4 70

21700 MicroRNA-188 suppresses G 1 /S transition by targeting multiple cyclin/CDK complexes. Cell
Communication and Signaling, 2014, 12, 66. 2.7 10

21703 Identification of eQTLs and sQTLs associated with meat quality in beef. BMC Genomics, 2020, 21, 104. 1.2 19

21705 Systems Biology Application to Decipher Mechanisms and Novel Biomarkers in CNS Trauma. , 2015, ,
448-461. 12

21707 A stem cell based in vitro model of NAFLD enables the analysis of patient specific individual metabolic
adaptations in response to a high fat diet and AdipoRon interference. Biology Open, 2021, 10, . 0.6 6

21708 MLL4 is required after implantation whereas MLL3 becomes essential during late gestation.
Development (Cambridge), 2020, 147, . 1.2 18

21709 A primer for generating and using transcriptome data and gene sets. Development (Cambridge), 2020,
147, . 1.2 6

21710 Systematic Tracking of Disrupted Modules Identifies Altered Pathways Associated with Congenital
Heart Defects in Down Syndrome. Medical Science Monitor, 2015, 21, 3334-3342. 0.5 3

21711 A Tumor-Specific Prognostic Long Non-Coding RNA Signature in Gastric Cancer. Medical Science
Monitor, 2016, 22, 3647-3657. 0.5 35

21712 Identification of Critical Genes and Five Prognostic Biomarkers Associated with Colorectal Cancer.
Medical Science Monitor, 2018, 24, 4625-4633. 0.5 32

21713 CBX8 and CD96 Are Important Prognostic Biomarkers of Colorectal Cancer. Medical Science Monitor,
2018, 24, 7820-7827. 0.5 17

21714 Distinct Prognostic Values of Alcohol Dehydrogenase Family Members for Non-Small Cell Lung
Cancer. Medical Science Monitor, 2018, 24, 3578-3590. 0.5 21

21715 Identification and Interaction Analysis of Molecular Markers in Colorectal Cancer by Integrated
Bioinformatics Analysis. Medical Science Monitor, 2018, 24, 6059-6069. 0.5 17

21716 Prognostic Value of Dynactin mRNA Expression in Cutaneous Melanoma. Medical Science Monitor,
2018, 24, 3752-3763. 0.5 13

21717 Identification of Key Genes and Pathways Associated with RUNX1 Mutations in Acute Myeloid Leukemia
Using Bioinformatics Analysis. Medical Science Monitor, 2018, 24, 7100-7108. 0.5 11



1169

Citation Report

# Article IF Citations

21718
Both Peripheral Blood and Urinary miR-195-5p, miR-192-3p, miR-328-5p and Their Target Genes PPM1A,
RAB1A and BRSK1 May Be Potential Biomarkers for Membranous Nephropathy. Medical Science Monitor,
2019, 25, 1903-1916.

0.5 16

21719 Use of Genome-Scale Integrated Analysis to Identify Key Genes and Potential Molecular Mechanisms in
Recurrence of Lower-Grade Brain Glioma. Medical Science Monitor, 2019, 25, 3716-3727. 0.5 15

21720
The Effects of Astragalus Polysaccharide on Bone Marrow-Derived Mesenchymal Stem Cell
Proliferation and Morphology Induced by A549 Lung Cancer Cells. Medical Science Monitor, 2019, 25,
4110-4121.

0.5 14

21721 An Inflammation-Immunity Classifier of 11 Chemokines for Prediction of Overall Survival in Head and
Neck Squamous Cell Carcinoma. Medical Science Monitor, 2019, 25, 4485-4494. 0.5 3

21722 High-Throughput Data Reveals Novel Circular RNAs via Competitive Endogenous RNA Networks
Associated with Human Intracranial Aneurysms. Medical Science Monitor, 2019, 25, 4819-4830. 0.5 25

21723 Research on the Potential Mechanism of Gypenosides on Treating Thyroid-Associated Ophthalmopathy
Based on Network Pharmacology. Medical Science Monitor, 2019, 25, 4923-4932. 0.5 11

21724 Systematic Pharmacological Methodology to Explore the Pharmacological Mechanism of Siwu
Decoction for Osteoporosis. Medical Science Monitor, 2019, 25, 8152-8171. 0.5 10

21725 Identification and Integrated Analysis of Key Biomarkers for Diagnosis and Prognosis of Non-Small
Cell Lung Cancer. Medical Science Monitor, 2019, 25, 9280-9289. 0.5 16

21726 Use of a Systematic Pharmacological Methodology to Explore the Mechanism of Shengmai Powder in
Treating Diabetic Cardiomyopathy. Medical Science Monitor, 2020, 26, e919029. 0.5 3

21727 Integrated Analysis of Three Publicly Available Gene Expression Profiles Identified Genes and Pathways
Associated with Clear Cell Renal Cell Carcinoma. Medical Science Monitor, 2020, 26, e919965. 0.5 2

21728 Identification of Genes with Prognostic Value in the Breast Cancer Microenvironment Using
Bioinformatics Analysis. Medical Science Monitor, 2020, 26, e920212. 0.5 9

21729 SPP1 and FN1 associated with progression and prognosis of esophageal cancer identified by integrated
expression profiles analysis. Medical Science Monitor, 2020, 26, e920355. 0.5 15

21730 Bioinformatics Analysis of the Expression of Key Long Intergenic Non-Protein Coding RNA Genes in
Bladder Cancer. Medical Science Monitor, 2020, 26, e920504. 0.5 8

21731 Identification of 2 Potential Core Genes for Influence of Gut Probiotics on Formation of Intracranial
Aneurysms by Bioinformatics Analysis. Medical Science Monitor, 2020, 26, e920754. 0.5 4

21732 Exploration of the Molecular Mechanism of FUZI (Aconiti Lateralis Radix Praeparata) in Allergic
Rhinitis Treatment Based on Network Pharmacology. Medical Science Monitor, 2020, 26, e920872. 0.5 4

21733 POLE2 Serves as a Prognostic Biomarker and Is Associated with Immune Infiltration in Squamous Cell
Lung Cancer. Medical Science Monitor, 2020, 26, e921430. 0.5 11

21734 Prognostic Value of Enolase Gene Family in Colon Cancer. Medical Science Monitor, 2020, 26, e922980. 0.5 15

21735 Sex Differences in Osteoarthritis Pathogenesis: A Comprehensive Study Based on Bioinformatics.
Medical Science Monitor, 2020, 26, e923331. 0.5 5



1170

Citation Report

# Article IF Citations

21736 Tomatidine Alleviates Osteoporosis by Downregulation of p53. Medical Science Monitor, 2020, 26,
e923996. 0.5 17

21737 Potential Molecular Mechanisms and Drugs for Aconitine-Induced Cardiotoxicity in Zebrafish
through RNA Sequencing and Bioinformatics Analysis. Medical Science Monitor, 2020, 26, e924092. 0.5 4

21738 Exploring the Mechanism of Icariin in Osteoporosis Based on a Network Pharmacology Strategy.
Medical Science Monitor, 2020, 26, e924699. 0.5 4

21739 Creation of a Prognostic Risk Prediction Model for Lung Adenocarcinoma Based on Gene Expression,
Methylation, and Clinical Characteristics. Medical Science Monitor, 2020, 26, e925833. 0.5 7

21740
A Network Pharmacological Approach to Investigate the Mechanism of Action of Active Ingredients of
Epimedii Herba and Their Potential Targets in Treatment of Alzheimerâ€™s Disease. Medical Science
Monitor, 2020, 26, e926295.

0.5 3

21741 Functional Analysis of Estrogen Receptor 1 in Diabetic Wound Healing: A Knockdown Cell-Based and
Bioinformatic Study. Medical Science Monitor, 2020, 26, e928788. 0.5 3

21742 LYN, a Key Gene From Bioinformatics Analysis, Contributes to Development and Progression of
Esophageal Adenocarcinoma. Medical Science Monitor Basic Research, 2015, 21, 253-261. 2.6 87

21743 Network Pharmacology to Uncover the Molecular Mechanisms of Action of LeiGongTeng for the
Treatment of Nasopharyngeal Carcinoma. Medical Science Monitor Basic Research, 2020, 26, e923431. 2.6 9

21744 Comprehensive comparison of Pacific Biosciences and Oxford Nanopore Technologies and their
applications to transcriptome analysis. F1000Research, 2017, 6, 100. 0.8 203

21745 TDG regulates cell cycle progression in human neural progenitors. F1000Research, 0, 7, 497. 0.8 1

21746 seqCAT: a Bioconductor R-package for variant analysis of high throughput sequencing data.
F1000Research, 0, 7, 1466. 0.8 2

21747 seqCAT: a Bioconductor R-package for variant analysis of high throughput sequencing data.
F1000Research, 0, 7, 1466. 0.8 1

21748 Biobtree: A tool to search and map bioinformatics identifiers and special keywords. F1000Research,
2019, 8, 145. 0.8 1

21749 Sex differences in gene expression patterns associated with the APOE4 allele. F1000Research, 2019, 8,
387. 0.8 28

21750 Prediction of repurposed drugs for treating lung injury in COVID-19. F1000Research, 2020, 9, 609. 0.8 21

21751 Prediction of repurposed drugs for treating lung injury in COVID-19. F1000Research, 2020, 9, 609. 0.8 26

21752 Effects of paracetamol (acetaminophen) on gene expression and permeability properties of the rat
placenta and fetal brain. F1000Research, 2020, 9, 573. 0.8 16

21753 SwissPalm: Protein Palmitoylation database. F1000Research, 2015, 4, 261. 0.8 209



1171

Citation Report

# Article IF Citations

21754 Blood Interferon Signatures Putatively Link Lack of Protection Conferred by the RTS,S Recombinant
Malaria Vaccine to an Antigen-specific IgE Response. F1000Research, 2015, 4, 919. 0.8 33

21755 Blood Interferon Signatures Putatively Link Lack of Protection Conferred by the RTS,S Recombinant
Malaria Vaccine to an Antigen-specific IgE Response. F1000Research, 2015, 4, 919. 0.8 19

21756 Transcriptome sequencing revealed differences in the response of renal cancer cells to hypoxia and
CoCl2 treatment. F1000Research, 2015, 4, 1518. 0.8 15

21757 Proteome-wide analysis of protein abundance and turnover remodelling during oncogenic
transformation of human breast epithelial cells. Wellcome Open Research, 2018, 3, 51. 0.9 18

21758 ELK1 has a dual activating and repressive role in human embryonic stem cells. Wellcome Open
Research, 2019, 4, 41. 0.9 5

21759 Impact of IL-27 on hepatocyte antiviral gene expression and function. Wellcome Open Research, 2016, 1,
17. 0.9 6

21760 Genomic evidence of adaptive evolution in emergent Vibrio parahaemolyticus ecotypes. Elementa, 2016,
4, . 1.1 9

21761 FIH Regulates Cellular Metabolism through Hydroxylation of the Deubiquitinase OTUB1. PLoS Biology,
2016, 14, e1002347. 2.6 78

21762 Narciclasine attenuates diet-induced obesity by promoting oxidative metabolism in skeletal muscle.
PLoS Biology, 2017, 15, e1002597. 2.6 37

21763 Genomic dissection of conserved transcriptional regulation in intestinal epithelial cells. PLoS
Biology, 2017, 15, e2002054. 2.6 80

21764 Transcriptome analysis of hypoxic cancer cells uncovers intron retention in EIF2B5 as a mechanism to
inhibit translation. PLoS Biology, 2017, 15, e2002623. 2.6 41

21765 Comparative RNA-seq Analysis in the Unsequenced Axolotl: The Oncogene Burst Highlights Early Gene
Expression in the Blastema. PLoS Computational Biology, 2013, 9, e1002936. 1.5 125

21766 Connectivity Homology Enables Inter-Species Network Models of Synthetic Lethality. PLoS
Computational Biology, 2015, 11, e1004506. 1.5 30

21767 Integrative Genomics-Based Discovery of Novel Regulators of the Innate Antiviral Response. PLoS
Computational Biology, 2015, 11, e1004553. 1.5 25

21768 Network-Based Interpretation of Diverse High-Throughput Datasets through the Omics Integrator
Software Package. PLoS Computational Biology, 2016, 12, e1004879. 1.5 123

21769 Conservation in Mammals of Genes Associated with Aggression-Related Behavioral Phenotypes in
Honey Bees. PLoS Computational Biology, 2016, 12, e1004921. 1.5 14

21770 DREISS: Using State-Space Models to Infer the Dynamics of Gene Expression Driven by External and
Internal Regulatory Networks. PLoS Computational Biology, 2016, 12, e1005146. 1.5 6

21771 NetNorM: Capturing cancer-relevant information in somatic exome mutation data with gene networks
for cancer stratification and prognosis. PLoS Computational Biology, 2017, 13, e1005573. 1.5 27



1172

Citation Report

# Article IF Citations

21772 Identifying longevity associated genes by integrating gene expression and curated annotations. PLoS
Computational Biology, 2020, 16, e1008429. 1.5 6

21773 Population-Based Resequencing of Experimentally Evolved Populations Reveals the Genetic Basis of
Body Size Variation in Drosophila melanogaster. PLoS Genetics, 2011, 7, e1001336. 1.5 265

21775 Rac1 Regulates Endometrial Secretory Function to Control Placental Development. PLoS Genetics,
2015, 11, e1005458. 1.5 22

21776 DAF-16 and TCER-1 Facilitate Adaptation to Germline Loss by Restoring Lipid Homeostasis and Repressing
Reproductive Physiology in C. elegans. PLoS Genetics, 2016, 12, e1005788. 1.5 49

21777 Demographically-Based Evaluation of Genomic Regions under Selection in Domestic Dogs. PLoS
Genetics, 2016, 12, e1005851. 1.5 77

21778 Expression Quantitative Trait Locus Mapping Studies in Mid-secretory Phase Endometrial Cells
Identifies HLA-F and TAP2 as Fecundability-Associated Genes. PLoS Genetics, 2016, 12, e1005858. 1.5 36

21779 UPF2-Dependent Nonsense-Mediated mRNA Decay Pathway Is Essential for Spermatogenesis by
Selectively Eliminating Longer 3'UTR Transcripts. PLoS Genetics, 2016, 12, e1005863. 1.5 94

21780 Sir2 Acts through Hepatocyte Nuclear Factor 4 to maintain insulin Signaling and Metabolic
Homeostasis in Drosophila. PLoS Genetics, 2016, 12, e1005978. 1.5 37

21781 The AP-2 Transcription Factor APTF-2 Is Required for Neuroblast and Epidermal Morphogenesis in
Caenorhabditis elegans Embryogenesis. PLoS Genetics, 2016, 12, e1006048. 1.5 7

21782 Sex-Specific Selection and Sex-Biased Gene Expression in Humans and Flies. PLoS Genetics, 2016, 12,
e1006170. 1.5 109

21783 Tracking the Fragile X Mental Retardation Protein in a Highly Ordered Neuronal RiboNucleoParticles
Population: A Link between Stalled Polyribosomes and RNA Granules. PLoS Genetics, 2016, 12, e1006192. 1.5 80

21784 Altered mRNA Splicing, Chondrocyte Gene Expression and Abnormal Skeletal Development due to SF3B4
Mutations in Rodriguez Acrofacial Dysostosis. PLoS Genetics, 2016, 12, e1006307. 1.5 48

21785 Local Adaptation of Sun-Exposure-Dependent Gene Expression Regulation in Human Skin. PLoS Genetics,
2016, 12, e1006382. 1.5 18

21786 Genomic Characterization of Metformin Hepatic Response. PLoS Genetics, 2016, 12, e1006449. 1.5 41

21787 Inference of Candidate Germline Mutator Loci in Humans from Genome-Wide Haplotype Data. PLoS
Genetics, 2017, 13, e1006549. 1.5 22

21788 Excess of genomic defects in a woolly mammoth on Wrangel island. PLoS Genetics, 2017, 13, e1006601. 1.5 109

21789 Widespread signatures of positive selection in common risk alleles associated to autism spectrum
disorder. PLoS Genetics, 2017, 13, e1006618. 1.5 73

21790 Signalling crosstalk at the leading edge controls tissue closure dynamics in the Drosophila embryo.
PLoS Genetics, 2017, 13, e1006640. 1.5 10



1173

Citation Report

# Article IF Citations

21791 Evolution and multiple roles of the Pancrustacea specific transcription factor zelda in insects. PLoS
Genetics, 2017, 13, e1006868. 1.5 24

21792 Identification of genetic networks that act in the somatic cells of the testis to mediate the
developmental program of spermatogenesis. PLoS Genetics, 2017, 13, e1007026. 1.5 27

21793 Condensin II and GAIT complexes cooperate to restrict LINE-1 retrotransposition in epithelial cells.
PLoS Genetics, 2017, 13, e1007051. 1.5 19

21794 A systems level approach to temporal expression dynamics in Drosophila reveals clusters of long term
memory genes. PLoS Genetics, 2017, 13, e1007054. 1.5 26

21795 Loss of the Caenorhabditis elegans pocket protein LIN-35 reveals MuvB's innate function as the
repressor of DREAM target genes. PLoS Genetics, 2017, 13, e1007088. 1.5 28

21796 The INO80 chromatin remodeler sustains metabolic stability by promoting TOR signaling and
regulating histone acetylation. PLoS Genetics, 2018, 14, e1007216. 1.5 23

21797 Early experiences mediate distinct adult gene expression and reproductive programs in Caenorhabditis
elegans. PLoS Genetics, 2018, 14, e1007219. 1.5 24

21798 The long-range interaction map of ribosomal DNA arrays. PLoS Genetics, 2018, 14, e1007258. 1.5 33

21799 Selection and hybridization shaped the rapid spread of African honey bee ancestry in the Americas.
PLoS Genetics, 2020, 16, e1009038. 1.5 42

21800 Amino acid metabolic signaling influences Aedes aegypti midgut microbiome variability. PLoS Neglected
Tropical Diseases, 2017, 11, e0005677. 1.3 67

21801
Novel small RNAs expressed by Bartonella bacilliformis under multiple conditions reveal potential
mechanisms for persistence in the sand fly vector and human host. PLoS Neglected Tropical Diseases,
2020, 14, e0008671.

1.3 7

21802 Layered Functional Network Analysis of Gene Expression in Human Heart Failure. PLoS ONE, 2009, 4,
e6288. 1.1 16

21803 Identification of a Putative Network of Actin-Associated Cytoskeletal Proteins in Glomerular
Podocytes Defined by Co-Purified mRNAs. PLoS ONE, 2009, 4, e6491. 1.1 12

21804 GWAS Meets Microarray: Are the Results of Genome-Wide Association Studies and Gene-Expression
Profiling Consistent? Prostate Cancer as an Example. PLoS ONE, 2009, 4, e6511. 1.1 37

21805 Correlating Global Gene Regulation to Angiogenesis in the Developing Chick Extra-Embryonic
Vascular System. PLoS ONE, 2009, 4, e7856. 1.1 56

21806 3â€²-End Sequencing for Expression Quantification (3SEQ) from Archival Tumor Samples. PLoS ONE, 2010,
5, e8768. 1.1 123

21807 Lack of nAChR Activity Depresses Cochlear Maturation and Up-Regulates GABA System Components:
Temporal Profiling of Gene Expression in Î±9 Null Mice. PLoS ONE, 2010, 5, e9058. 1.1 19

21808 In Vitro Fertilization and Embryo Culture Strongly Impact the Placental Transcriptome in the Mouse
Model. PLoS ONE, 2010, 5, e9218. 1.1 75



1174

Citation Report

# Article IF Citations

21809 Cardiac Deletion of Smyd2 Is Dispensable for Mouse Heart Development. PLoS ONE, 2010, 5, e9748. 1.1 63

21810 Dissecting Interferon-Induced Transcriptional Programs in Human Peripheral Blood Cells. PLoS ONE,
2010, 5, e9753. 1.1 134

21811 ESNOQ, Proteomic Quantification of Endogenous S-Nitrosation. PLoS ONE, 2010, 5, e10015. 1.1 32

21812 A Study of the Influence of Sex on Genome Wide Methylation. PLoS ONE, 2010, 5, e10028. 1.1 217

21813 A Data Integration Approach to Mapping OCT4 Gene Regulatory Networks Operative in Embryonic Stem
Cells and Embryonal Carcinoma Cells. PLoS ONE, 2010, 5, e10709. 1.1 81

21814 Acetaminophen Modulates the Transcriptional Response to Recombinant Interferon-Î². PLoS ONE, 2010, 5,
e11031. 1.1 16

21815 A Comparative Analysis of Extra-Embryonic Endoderm Cell Lines. PLoS ONE, 2010, 5, e12016. 1.1 47

21816 Transcription Profiling of Epstein-Barr Virus Nuclear Antigen (EBNA)-1 Expressing Cells Suggests
Targeting of Chromatin Remodeling Complexes. PLoS ONE, 2010, 5, e12052. 1.1 23

21817 Defining Hypo-Methylated Regions of Stem Cell-Specific Promoters in Human iPS Cells Derived from
Extra-Embryonic Amnions and Lung Fibroblasts. PLoS ONE, 2010, 5, e13017. 1.1 51

21818 Genome-Wide DNA Methylation Maps in Follicular Lymphoma Cells Determined by
Methylation-Enriched Bisulfite Sequencing. PLoS ONE, 2010, 5, e13020. 1.1 35

21819 Identification of Genetic and Epigenetic Marks Involved in Population Structure. PLoS ONE, 2010, 5,
e13209. 1.1 38

21820 eXtraembryonic ENdoderm (XEN) Stem Cells Produce Factors that Activate Heart Formation. PLoS ONE,
2010, 5, e13446. 1.1 35

21821 The LARGE Principle of Cellular Reprogramming: Lost, Acquired and Retained Gene Expression in
Foreskin and Amniotic Fluid-Derived Human iPS Cells. PLoS ONE, 2010, 5, e13703. 1.1 61

21822 Dual DNA Methylation Patterns in the CNS Reveal Developmentally Poised Chromatin and Monoallelic
Expression of Critical Genes. PLoS ONE, 2010, 5, e13843. 1.1 23

21823 Integrative Analysis of Low- and High-Resolution eQTL. PLoS ONE, 2010, 5, e13920. 1.1 12

21824 Discovering Cooperative Relationships of Chromatin Modifications in Human T Cells Based on a
Proposed Closeness Measure. PLoS ONE, 2010, 5, e14219. 1.1 8

21825 Gene Expression Meta-Analysis Identifies VDAC1 as a Predictor of Poor Outcome in Early Stage
Non-Small Cell Lung Cancer. PLoS ONE, 2011, 6, e14635. 1.1 60

21826 Analysis of Common and Specific Mechanisms of Liver Function Affected by Nitrotoluene Compounds.
PLoS ONE, 2011, 6, e14662. 1.1 33



1175

Citation Report

# Article IF Citations

21827 MicroRNA Expression Analysis: Clinical Advantage of Propranolol Reveals Key MicroRNAs in
Myocardial Infarction. PLoS ONE, 2011, 6, e14736. 1.1 36

21828 Molecular Characterization of Acquired Tolerance of Tumor Cells to Picropodophyllin (PPP). PLoS
ONE, 2011, 6, e14757. 1.1 16

21829 Characterization of the Small RNA Transcriptomes of Androgen Dependent and Independent Prostate
Cancer Cell Line by Deep Sequencing. PLoS ONE, 2010, 5, e15519. 1.1 71

21830 Bioinformatics Analysis of Macrophages Exposed to Porphyromonas gingivalis: Implications in Acute
vs. Chronic Infections. PLoS ONE, 2010, 5, e15613. 1.1 14

21831 Global Expression of Cell Surface Proteins in Embryonic Stem Cells. PLoS ONE, 2010, 5, e15795. 1.1 33

21832 Phosphatidylserine Increases IKBKAP Levels in Familial Dysautonomia Cells. PLoS ONE, 2010, 5, e15884. 1.1 38

21833 A Widespread Distribution of Genomic CeMyoD Binding Sites Revealed and Cross Validated by ChIP-Chip
and ChIP-Seq Techniques. PLoS ONE, 2010, 5, e15898. 1.1 24

21834 Genomewide Analyses Define Different Modes of Transcriptional Regulation by Peroxisome
Proliferator-Activated Receptor-Î²/Î´ (PPARÎ²/Î´). PLoS ONE, 2011, 6, e16344. 1.1 72

21835 Genomic and Proteomic Analysis of the Impact of Mitotic Quiescence on the Engraftment of Human
CD34+ Cells. PLoS ONE, 2011, 6, e17498. 1.1 8

21836 Role of p53 Serine 46 in p53 Target Gene Regulation. PLoS ONE, 2011, 6, e17574. 1.1 154

21837 A20 Modulates Lipid Metabolism and Energy Production to Promote Liver Regeneration. PLoS ONE, 2011,
6, e17715. 1.1 33

21838 Do Two Machine-Learning Based Prognostic Signatures for Breast Cancer Capture the Same Biological
Processes?. PLoS ONE, 2011, 6, e17795. 1.1 35

21839 Adjunctive Dexamethasone Affects the Expression of Genes Related to Inflammation, Neurogenesis and
Apoptosis in Infant Rat Pneumococcal Meningitis. PLoS ONE, 2011, 6, e17840. 1.1 23

21840 Deep Sleep and Parietal Cortex Gene Expression Changes Are Related to Cognitive Deficits with Age.
PLoS ONE, 2011, 6, e18387. 1.1 25

21841 Microarray Analysis Uncovers a Role for Tip60 in Nervous System Function and General Metabolism.
PLoS ONE, 2011, 6, e18412. 1.1 45

21842 A Mighty Small Heart: The Cardiac Proteome of Adult Drosophila melanogaster. PLoS ONE, 2011, 6,
e18497. 1.1 81

21843 Gene Expression Profiling in a Mouse Model Identifies Fetal Liver- and Placenta-Derived Potential
Biomarkers for Down Syndrome Screening. PLoS ONE, 2011, 6, e18866. 1.1 19

21844 Consensus Pathways Implicated in Prognosis of Colorectal Cancer Identified Through Systematic
Enrichment Analysis of Gene Expression Profiling Studies. PLoS ONE, 2011, 6, e18867. 1.1 31



1176

Citation Report

# Article IF Citations

21845 Preclinical Models for Neuroblastoma: Establishing a Baseline for Treatment. PLoS ONE, 2011, 6, e19133. 1.1 77

21846 Signalogs: Orthology-Based Identification of Novel Signaling Pathway Components in Three
Metazoans. PLoS ONE, 2011, 6, e19240. 1.1 22

21847 Modeling Initiation of Ewing Sarcoma in Human Neural Crest Cells. PLoS ONE, 2011, 6, e19305. 1.1 150

21848 Proteomic Analyses Reveal Common Promiscuous Patterns of Cell Surface Proteins on Human
Embryonic Stem Cells and Sperms. PLoS ONE, 2011, 6, e19386. 1.1 37

21849 Elevated miR-499 Levels Blunt the Cardiac Stress Response. PLoS ONE, 2011, 6, e19481. 1.1 128

21850 Real-Time Monitoring of Cisplatin-Induced Cell Death. PLoS ONE, 2011, 6, e19714. 1.1 88

21851 Genome-Wide Profiling of H3K56 Acetylation and Transcription Factor Binding Sites in Human
Adipocytes. PLoS ONE, 2011, 6, e19778. 1.1 49

21852 Gene Expression Profiling and Association with Prion-Related Lesions in the Medulla Oblongata of
Symptomatic Natural Scrapie Animals. PLoS ONE, 2011, 6, e19909. 1.1 19

21853 GLI1 Confers Profound Phenotypic Changes upon LNCaP Prostate Cancer Cells That Include the
Acquisition of a Hormone Independent State. PLoS ONE, 2011, 6, e20271. 1.1 11

21854 Increased Systemic Glucose Tolerance with Increased Muscle Glucose Uptake in Transgenic Mice
Overexpressing RXRÎ³ in Skeletal Muscle. PLoS ONE, 2011, 6, e20467. 1.1 10

21855 Deep Sequencing Reveals Novel MicroRNAs and Regulation of MicroRNA Expression during Cell
Senescence. PLoS ONE, 2011, 6, e20509. 1.1 73

21856 Genome-Wide Analysis Reveals a Major Role in Cell Fate Maintenance and an Unexpected Role in
Endoreduplication for the Drosophila FoxA Gene Fork Head. PLoS ONE, 2011, 6, e20901. 1.1 21

21857 The Cycad Genotoxin MAM Modulates Brain Cellular Pathways Involved in Neurodegenerative Disease
and Cancer in a DNA Damage-Linked Manner. PLoS ONE, 2011, 6, e20911. 1.1 57

21858 Expression Profiling of FSHD-1 and FSHD-2 Cells during Myogenic Differentiation Evidences Common
and Distinctive Gene Dysregulation Patterns. PLoS ONE, 2011, 6, e20966. 1.1 39

21859 E-Cadherin Acts as a Regulator of Transcripts Associated with a Wide Range of Cellular Processes in
Mouse Embryonic Stem Cells. PLoS ONE, 2011, 6, e21463. 1.1 26

21860 Comprehensive Genomic Analysis of a BRCA2 Deficient Human Pancreatic Cancer. PLoS ONE, 2011, 6,
e21639. 1.1 17

21861 Time-Resolved Human Kinome RNAi Screen Identifies a Network Regulating Mitotic-Events as Early
Regulators of Cell Proliferation. PLoS ONE, 2011, 6, e22176. 1.1 9

21862 Association between Genetic Subgroups of Pancreatic Ductal Adenocarcinoma Defined by High Density
500 K SNP-Arrays and Tumor Histopathology. PLoS ONE, 2011, 6, e22315. 1.1 16



1177

Citation Report

# Article IF Citations

21863 Whole Genome Expression Array Profiling Highlights Differences in Mucosal Defense Genes in
Barrett's Esophagus and Esophageal Adenocarcinoma. PLoS ONE, 2011, 6, e22513. 1.1 36

21864 Transcriptome Analysis of Epithelial and Stromal Contributions to Mammogenesis in Three Week
Prepartum Cows. PLoS ONE, 2011, 6, e22541. 1.1 15

21865 ChIP-seq Defined Genome-Wide Map of TGFÎ²/SMAD4 Targets: Implications with Clinical Outcome of
Ovarian Cancer. PLoS ONE, 2011, 6, e22606. 1.1 27

21866 Differential Effects of Prenatal Stress in 5-Htt Deficient Mice: Towards Molecular Mechanisms of
Gene Ã— Environment Interactions. PLoS ONE, 2011, 6, e22715. 1.1 75

21867 Modulation of Androgen Receptor Signaling in Hormonal Therapy-Resistant Prostate Cancer Cell
Lines. PLoS ONE, 2011, 6, e23144. 1.1 46

21868 The Disequilibrium of Nucleosomes Distribution along Chromosomes Plays a Functional and
Evolutionarily Role in Regulating Gene Expression. PLoS ONE, 2011, 6, e23219. 1.1 6

21869 Transcriptomic Analysis Brings New Insight into the Biological Role of the Prion Protein during
Mouse Embryogenesis. PLoS ONE, 2011, 6, e23253. 1.1 22

21870 Transcriptional Profiling of Human Liver Identifies Sex-Biased Genes Associated with Polygenic
Dyslipidemia and Coronary Artery Disease. PLoS ONE, 2011, 6, e23506. 1.1 143

21871 Comparative Transcriptome Analyses Indicate Molecular Homology of Zebrafish Swimbladder and
Mammalian Lung. PLoS ONE, 2011, 6, e24019. 1.1 139

21872 The Spatial Association of Gene Expression Evolves from Synchrony to Asynchrony and Stochasticity
with Age. PLoS ONE, 2011, 6, e24076. 1.1 13

21873 Characterisation of Genome-Wide PLZF/RARA Target Genes. PLoS ONE, 2011, 6, e24176. 1.1 22

21874 Functional Analysis beyond Enrichment: Non-Redundant Reciprocal Linkage of Genes and Biological
Terms. PLoS ONE, 2011, 6, e24289. 1.1 44

21875 Disease Gene Interaction Pathways: A Potential Framework for How Disease Genes Associate by
Disease-Risk Modules. PLoS ONE, 2011, 6, e24495. 1.1 7

21876 A Systems Genetics Approach Provides a Bridge from Discovered Genetic Variants to Biological
Pathways in Rheumatoid Arthritis. PLoS ONE, 2011, 6, e25389. 1.1 16

21877 An Interaction Network Predicted from Public Data as a Discovery Tool: Application to the Hsp90
Molecular Chaperone Machine. PLoS ONE, 2011, 6, e26044. 1.1 225

21878 MiR-34a Expression Has an Effect for Lower Risk of Metastasis and Associates with Expression Patterns
Predicting Clinical Outcome in Breast Cancer. PLoS ONE, 2011, 6, e26122. 1.1 70

21879 Strain-Dependent Host Transcriptional Responses to Toxoplasma Infection Are Largely Conserved in
Mammalian and Avian Hosts. PLoS ONE, 2011, 6, e26369. 1.1 20

21880 Differential Expression of Extracellular Matrix-Mediated Pathways in Single-Suture Craniosynostosis.
PLoS ONE, 2011, 6, e26557. 1.1 34



1178

Citation Report

# Article IF Citations

21881 Deep Sequencing of MYC DNA-Binding Sites in Burkitt Lymphoma. PLoS ONE, 2011, 6, e26837. 1.1 90

21882 Investigation of Variation in Gene Expression Profiling of Human Blood by Extended Principle
Component Analysis. PLoS ONE, 2011, 6, e26905. 1.1 24

21883 Functional Correlations of Pathogenesis-Driven Gene Expression Signatures in Tuberculosis. PLoS
ONE, 2011, 6, e26938. 1.1 162

21884 Proteomics Portrait of Archival Lesions of Chronic Pancreatitis. PLoS ONE, 2011, 6, e27574. 1.1 43

21885 Replication and Virus-Induced Transcriptome of HAdV-5 in Normal Host Cells versus Cancer Cells -
Differences of Relevance for Adenoviral Oncolysis. PLoS ONE, 2011, 6, e27934. 1.1 8

21886 Filaggrin Genotype Determines Functional and Molecular Alterations in Skin of Patients with Atopic
Dermatitis and Ichthyosis Vulgaris. PLoS ONE, 2011, 6, e28254. 1.1 58

21887 Copy Number Variation Analysis of Matched Ovarian Primary Tumors and Peritoneal Metastasis. PLoS
ONE, 2011, 6, e28561. 1.1 47

21888 Genomic and Epigenomic Responses to Chronic Stress Involve miRNA-Mediated Programming. PLoS ONE,
2012, 7, e29441. 1.1 68

21889 Highly Parallel Genome-Wide Expression Analysis of Single Mammalian Cells. PLoS ONE, 2012, 7, e30794. 1.1 24

21890 Unraveling the Global microRNAome Responses to Ionizing Radiation in Human Embryonic Stem Cells.
PLoS ONE, 2012, 7, e31028. 1.1 30

21891 miRNA-Mediated Relationships between Cis-SNP Genotypes and Transcript Intensities in Lymphocyte Cell
Lines. PLoS ONE, 2012, 7, e31429. 1.1 15

21892 Functional Complexity of the Axonal Growth Cone: A Proteomic Analysis. PLoS ONE, 2012, 7, e31858. 1.1 48

21893 A Role for Nonsense-Mediated mRNA Decay in Plants: Pathogen Responses Are Induced in Arabidopsis
thaliana NMD Mutants. PLoS ONE, 2012, 7, e31917. 1.1 114

21894 Molecular Prognostic Prediction for Locally Advanced Nasopharyngeal Carcinoma by Support Vector
Machine Integrated Approach. PLoS ONE, 2012, 7, e31989. 1.1 26

21895 Regular Patterns for Proteome-Wide Distribution of Protein Abundance across Species. PLoS ONE,
2012, 7, e32423. 1.1 12

21896 Amplified Genes May Be Overexpressed, Unchanged, or Downregulated in Cervical Cancer Cell Lines.
PLoS ONE, 2012, 7, e32667. 1.1 43

21897 Synthesis of a Dual Functional Anti-MDR Tumor Agent PH II-7 with Elucidations of Anti-Tumor Effects
and Mechanisms. PLoS ONE, 2012, 7, e32782. 1.1 14

21898 Cellular Phenotype-Dependent and -Independent Effects of Vitamin C on the Renewal and Gene
Expression of Mouse Embryonic Fibroblasts. PLoS ONE, 2012, 7, e32957. 1.1 11



1179

Citation Report

# Article IF Citations

21899 Involvement of Wnt Signaling Pathways in the Metamorphosis of the Bryozoan Bugula neritina. PLoS
ONE, 2012, 7, e33323. 1.1 21

21900 Comparison of Muscle Transcriptome between Pigs with Divergent Meat Quality Phenotypes Identifies
Genes Related to Muscle Metabolism and Structure. PLoS ONE, 2012, 7, e33763. 1.1 80

21901 Global Methylation Patterns in Idiopathic Pulmonary Fibrosis. PLoS ONE, 2012, 7, e33770. 1.1 169

21902 Systematic Identification of Spontaneous Preterm Birth-Associated RNA Transcripts in Maternal
Plasma. PLoS ONE, 2012, 7, e34328. 1.1 43

21903 Genome-Wide DNA Methylation Scan in Major Depressive Disorder. PLoS ONE, 2012, 7, e34451. 1.1 120

21904 MicroRNA Dysregulation in the Spinal Cord following Traumatic Injury. PLoS ONE, 2012, 7, e34534. 1.1 119

21905 Neurogenomic Evidence for a Shared Mechanism of the Antidepressant Effects of Exercise and
Chronic Fluoxetine in Mice. PLoS ONE, 2012, 7, e35901. 1.1 44

21906 Genome-Wide Expression Analysis Identifies a Modulator of Ionizing Radiation-Induced p53-Independent
Apoptosis in Drosophila melanogaster. PLoS ONE, 2012, 7, e36539. 1.1 25

21907 De-Novo Transcriptome Sequencing of a Normalized cDNA Pool from Influenza Infected Ferrets. PLoS
ONE, 2012, 7, e37104. 1.1 13

21908 Integrative Gene Regulatory Network Analysis Reveals Light-Induced Regional Gene Expression Phase
Shift Programs in the Mouse Suprachiasmatic Nucleus. PLoS ONE, 2012, 7, e37833. 1.1 15

21909 Interleukin-6 Is a Potential Biomarker for Severe Pandemic H1N1 Influenza A Infection. PLoS ONE, 2012, 7,
e38214. 1.1 122

21910 An Interferon-Related Signature in the Transcriptional Core Response of Human Macrophages to
Mycobacterium tuberculosis Infection. PLoS ONE, 2012, 7, e38367. 1.1 29

21911 Coaggregation of RNA-Binding Proteins in a Model of TDP-43 Proteinopathy with Selective RGG Motif
Methylation and a Role for RRM1 Ubiquitination. PLoS ONE, 2012, 7, e38658. 1.1 98

21912 Regulation of Gene Expression with Thyroid Hormone in Rats with Myocardial Infarction. PLoS ONE,
2012, 7, e40161. 1.1 11

21913 Developmental Gene Expression Profiling along the Tonotopic Axis of the Mouse Cochlea. PLoS ONE,
2012, 7, e40735. 1.1 39

21914 Transcriptome Profiling of the Cancer, Adjacent Non-Tumor and Distant Normal Tissues from a
Colorectal Cancer Patient by Deep Sequencing. PLoS ONE, 2012, 7, e41001. 1.1 68

21915 Global Analysis of the Small RNA Transcriptome in Different Ploidies and Genomic Combinations of a
Vertebrate Complex â€“ The Squalius alburnoides. PLoS ONE, 2012, 7, e41158. 1.1 19

21916 Proteomic and Systems Biology Analysis of Monocytes Exposed to Securinine, a GABAA Receptor
Antagonist and Immune Adjuvant. PLoS ONE, 2012, 7, e41278. 1.1 12



1180

Citation Report

# Article IF Citations

21917 Differential DNA Methylation in Purified Human Blood Cells: Implications for Cell Lineage and Studies
on Disease Susceptibility. PLoS ONE, 2012, 7, e41361. 1.1 860

21918 Genome-Wide Histone Acetylation Is Altered in a Transgenic Mouse Model of Huntington's Disease.
PLoS ONE, 2012, 7, e41423. 1.1 80

21919 Proteomic Investigation of Falciparum and Vivax Malaria for Identification of Surrogate Protein
Markers. PLoS ONE, 2012, 7, e41751. 1.1 50

21920 A Preliminary Study of Copy Number Variation in Tibetans. PLoS ONE, 2012, 7, e41768. 1.1 37

21921 Aging of the Microenvironment Influences Clonality in Hematopoiesis. PLoS ONE, 2012, 7, e42080. 1.1 73

21922 FOXA1 Promotes Tumor Progression in Prostate Cancer via the Insulin-Like Growth Factor Binding
Protein 3 Pathway. PLoS ONE, 2012, 7, e42456. 1.1 49

21923 Bovine ncRNAs Are Abundant, Primarily Intergenic, Conserved and Associated with Regulatory Genes.
PLoS ONE, 2012, 7, e42638. 1.1 64

21924 Hypoxia-Induced Alternative Splicing in Endothelial Cells. PLoS ONE, 2012, 7, e42697. 1.1 72

21925 Mig-6 Plays a Critical Role in the Regulation of Cholesterol Homeostasis and Bile Acid Synthesis. PLoS
ONE, 2012, 7, e42915. 1.1 24

21926 Identification of Novel Targets for miR-29a Using miRNA Proteomics. PLoS ONE, 2012, 7, e43243. 1.1 48

21927 Genomic Alterations in Breast Cancer Patients in Betel Quid and Non Betel Quid Chewers. PLoS ONE,
2012, 7, e43789. 1.1 15

21928 Elevating SOX2 Levels Deleteriously Affects the Growth of Medulloblastoma and Glioblastoma Cells.
PLoS ONE, 2012, 7, e44087. 1.1 49

21929 Monitoring CSF Proteome Alterations in Amyotrophic Lateral Sclerosis: Obstacles and Perspectives in
Translating a Novel Marker Panel to the Clinic. PLoS ONE, 2012, 7, e44401. 1.1 44

21930 Integrating Constitutive Gene Expression and Chemoactivity: Mining the NCI60 Anticancer Screen. PLoS
ONE, 2012, 7, e44631. 1.1 11

21931 Transcriptome Analysis of a Rotenone Model of Parkinsonism Reveals Complex I-Tied and -Untied
Toxicity Mechanisms Common to Neurodegenerative Diseases. PLoS ONE, 2012, 7, e44700. 1.1 41

21932 The Synergistic Effect of Chemical Carcinogens Enhances Epstein-Barr Virus Reactivation and Tumor
Progression of Nasopharyngeal Carcinoma Cells. PLoS ONE, 2012, 7, e44810. 1.1 40

21933 Myelin-Derived Lipids Modulate Macrophage Activity by Liver X Receptor Activation. PLoS ONE, 2012, 7,
e44998. 1.1 55

21934 Conserved Non-Coding Regulatory Signatures in Arabidopsis Co-Expressed Gene Modules. PLoS ONE,
2012, 7, e45041. 1.1 7



1181

Citation Report

# Article IF Citations

21935 Differential Gene and MicroRNA Expression between Etoposide Resistant and Etoposide Sensitive MCF7
Breast Cancer Cell Lines. PLoS ONE, 2012, 7, e45268. 1.1 27

21936 Proteomic Analysis of Adrenocorticotropic Hormone Treatment of an Infantile Spasm Model Induced
by N-Methyl-d-Aspartic Acid and Prenatal Stress. PLoS ONE, 2012, 7, e45347. 1.1 10

21937 Melanoma-Associated Cancer-Testis Antigen 16 (CT16) Regulates the Expression of Apoptotic and
Antiapoptotic Genes and Promotes Cell Survival. PLoS ONE, 2012, 7, e45382. 1.1 18

21938 WaveSeq: A Novel Data-Driven Method of Detecting Histone Modification Enrichments Using
Wavelets. PLoS ONE, 2012, 7, e45486. 1.1 9

21939 Early Detection of Malignant Pleural Mesothelioma in Asbestos-Exposed Individuals with a
Noninvasive Proteomics-Based Surveillance Tool. PLoS ONE, 2012, 7, e46091. 1.1 124

21940 Systematic Analysis of microRNA Targeting Impacted by Small Insertions and Deletions in Human
Genome. PLoS ONE, 2012, 7, e46176. 1.1 18

21941 MK4MDD: A Multi-Level Knowledge Base and Analysis Platform for Major Depressive Disorder. PLoS
ONE, 2012, 7, e46335. 1.1 14

21942 Genome-Wide Scan for Bats and Dolphin to Detect Their Genetic Basis for New Locomotive Styles. PLoS
ONE, 2012, 7, e46455. 1.1 6

21943 Protein-Protein Interaction Analysis Highlights Additional Loci of Interest for Multiple Sclerosis.
PLoS ONE, 2012, 7, e46730. 1.1 9

21944 Stage and Gene Specific Signatures Defined by Histones H3K4me2 and H3K27me3 Accompany Mammalian
Retina Maturation In Vivo. PLoS ONE, 2012, 7, e46867. 1.1 47

21945 Insights into Pancreatic Cancer Etiology from Pathway Analysis of Genome-Wide Association Study
Data. PLoS ONE, 2012, 7, e46887. 1.1 68

21946 Molecular Phenotyping of Immune Cells from Young NOD Mice Reveals Abnormal Metabolic Pathways
in the Early Induction Phase of Autoimmune Diabetes. PLoS ONE, 2012, 7, e46941. 1.1 24

21947 Apocynin-Treatment Reverses Hyperoxaluria Induced Changes in NADPH Oxidase System Expression in
Rat Kidneys: A Transcriptional Study. PLoS ONE, 2012, 7, e47738. 1.1 32

21948 Associations between Gene Expression Variations and Ovarian Cancer Risk Alleles Identified from
Genome Wide Association Studies. PLoS ONE, 2012, 7, e47962. 1.1 7

21949 Bioinformatic Analysis of Patient-Derived ASPS Gene Expressions and ASPL-TFE3 Fusion Transcript
Levels Identify Potential Therapeutic Targets. PLoS ONE, 2012, 7, e48023. 1.1 22

21950 Integrative Analysis Reveals Relationships of Genetic and Epigenetic Alterations in Osteosarcoma. PLoS
ONE, 2012, 7, e48262. 1.1 87

21951 Genome-Wide Identification of Copy Number Variations in Chinese Holstein. PLoS ONE, 2012, 7, e48732. 1.1 62

21952 A Global Analysis of Tandem 3â€²UTRs in Eosinophilic Chronic Rhinosinusitis with Nasal Polyps. PLoS
ONE, 2012, 7, e48997. 1.1 15



1182

Citation Report

# Article IF Citations

21953 Nuclear RNA Sequencing of the Mouse Erythroid Cell Transcriptome. PLoS ONE, 2012, 7, e49274. 1.1 35

21954 Age-Dependent Modulation of Cortical Transcriptomes in Spinal Cord Injury and Repair. PLoS ONE,
2012, 7, e49812. 1.1 16

21955 Cellular Functions of Genetically Imprinted Genes in Human and Mouse as Annotated in the Gene
Ontology. PLoS ONE, 2012, 7, e50285. 1.1 8

21956 Proteomic Investigations of Lysine Acetylation Identify Diverse Substrates of Mitochondrial
Deacetylase Sirt3. PLoS ONE, 2012, 7, e50545. 1.1 128

21957 Systematic Analysis of the Gene Expression in the Livers of Nonalcoholic Steatohepatitis: Implications
on Potential Biomarkers and Molecular Pathological Mechanism. PLoS ONE, 2012, 7, e51131. 1.1 17

21958 Quantification of the Host Response Proteome after Mammalian Reovirus T1L Infection. PLoS ONE, 2012,
7, e51939. 1.1 23

21959 Pathway Correlation Profile of Gene-Gene Co-Expression for Identifying Pathway Perturbation. PLoS
ONE, 2012, 7, e52127. 1.1 16

21960 Identification of Rare Recurrent Copy Number Variants in High-Risk Autism Families and Their
Prevalence in a Large ASD Population. PLoS ONE, 2013, 8, e52239. 1.1 69

21961 Multi-Tissue Microarray Analysis Identifies a Molecular Signature of Regeneration. PLoS ONE, 2012, 7,
e52375. 1.1 38

21962 Poly(Dimethylsiloxane) (PDMS) Affects Gene Expression in PC12 Cells Differentiating into
Neuronal-Like Cells. PLoS ONE, 2013, 8, e53107. 1.1 32

21963 Systems Biology Approach Reveals Genome to Phenome Correlation in Type 2 Diabetes. PLoS ONE, 2013,
8, e53522. 1.1 56

21964 Exomic Sequencing of Immune-Related Genes Reveals Novel Candidate Variants Associated with
Alopecia Universalis. PLoS ONE, 2013, 8, e53613. 1.1 18

21965 Differences in X-Chromosome Transcriptional Activity and Cholesterol Metabolism between Placentae
from Swine Breeds from Asian and Western Origins. PLoS ONE, 2013, 8, e55345. 1.1 37

21966 Genome-Wide Analysis of Protein Disorder in Arabidopsis thaliana: Implications for Plant
Environmental Adaptation. PLoS ONE, 2013, 8, e55524. 1.1 55

21967 N-Glycoproteome of E14.Tg2a Mouse Embryonic Stem Cells. PLoS ONE, 2013, 8, e55722. 1.1 18

21968 Shotgun Proteomic Analysis of Plasma from Dairy Cattle Suffering from Footrot: Characterization of
Potential Disease-Associated Factors. PLoS ONE, 2013, 8, e55973. 1.1 26

21969 Transcriptomic Profiling of Human Peritumoral Neocortex Tissues Revealed Genes Possibly Involved in
Tumor-Induced Epilepsy. PLoS ONE, 2013, 8, e56077. 1.1 20

21970 MicroRNAs Distinguish Cytogenetic Subgroups in Pediatric AML and Contribute to Complex
Regulatory Networks in AML-Relevant Pathways. PLoS ONE, 2013, 8, e56334. 1.1 33



1183

Citation Report

# Article IF Citations

21971 Molecular Subtypes in Head and Neck Cancer Exhibit Distinct Patterns of Chromosomal Gain and Loss
of Canonical Cancer Genes. PLoS ONE, 2013, 8, e56823. 1.1 263

21972 In Silico Estimation of Translation Efficiency in Human Cell Lines: Potential Evidence for Widespread
Translational Control. PLoS ONE, 2013, 8, e57625. 1.1 18

21973 Gene Expression Profile Analysis of Type 2 Diabetic Mouse Liver. PLoS ONE, 2013, 8, e57766. 1.1 37

21974 Analysis of the Membrane Proteome of Ciprofloxacin-Resistant Macrophages by Stable Isotope Labeling
with Amino Acids in Cell Culture (SILAC). PLoS ONE, 2013, 8, e58285. 1.1 8

21975 GEI-8, a Homologue of Vertebrate Nuclear Receptor Corepressor NCoR/SMRT, Regulates Gonad
Development and Neuronal Functions in Caenorhabditis elegans. PLoS ONE, 2013, 8, e58462. 1.1 7

21976 RNA-Seq Reveals Activation of Both Common and Cytokine-Specific Pathways following Neutrophil
Priming. PLoS ONE, 2013, 8, e58598. 1.1 92

21977 Proteomic Profiling of Bronchoalveolar Lavage Fluid in Critically Ill Patients with
Ventilator-Associated Pneumonia. PLoS ONE, 2013, 8, e58782. 1.1 31

21978 Evidences of Early Senescence in Multiple Myeloma Bone Marrow Mesenchymal Stromal Cells. PLoS
ONE, 2013, 8, e59756. 1.1 89

21979 Gene Expression in Brain and Liver Produced by Three Different Regimens of Alcohol Consumption in
Mice: Comparison with Immune Activation. PLoS ONE, 2013, 8, e59870. 1.1 96

21980 Biological Characteristics and Genetic Heterogeneity between Carcinoma-Associated Fibroblasts and
Their Paired Normal Fibroblasts in Human Breast Cancer. PLoS ONE, 2013, 8, e60321. 1.1 72

21981 Global Mass Spectrometry Based Metabolomics Profiling of Erythrocytes Infected with Plasmodium
falciparum. PLoS ONE, 2013, 8, e60840. 1.1 63

21982 Nutrigenomics in Arma chinensis: Transcriptome Analysis of Arma chinensis Fed on Artificial Diet and
Chinese Oak Silk Moth Antheraea pernyi Pupae. PLoS ONE, 2013, 8, e60881. 1.1 36

21983 Mapping of MN1 Sequences Necessary for Myeloid Transformation. PLoS ONE, 2013, 8, e61706. 1.1 12

21984 Large Genomic Region Free of GWAS-Based Common Variants Contains Fertility-Related Genes. PLoS
ONE, 2013, 8, e61917. 1.1 3

21985 A Fourteen Gene GBM Prognostic Signature Identifies Association of Immune Response Pathway and
Mesenchymal Subtype with High Risk Group. PLoS ONE, 2013, 8, e62042. 1.1 47

21986 The Role of Protein Interactions in Mediating Essentiality and Synthetic Lethality. PLoS ONE, 2013, 8,
e62866. 1.1 9

21987 A New Algorithm for Integrated Analysis of miRNA-mRNA Interactions Based on Individual
Classification Reveals Insights into Bladder Cancer. PLoS ONE, 2013, 8, e64543. 1.1 33

21988 Gene Expression Profiling Specifies Chemokine, Mitochondrial and Lipid Metabolism Signatures in
Leprosy. PLoS ONE, 2013, 8, e64748. 1.1 56



1184

Citation Report

# Article IF Citations

21989 Passing Messages between Biological Networks to Refine Predicted Interactions. PLoS ONE, 2013, 8,
e64832. 1.1 183

21990 Induction of Interferon-Stimulated Genes on the IL-4 Response Axis by Epstein-Barr Virus Infected
Human B Cells; Relevance to Cellular Transformation. PLoS ONE, 2013, 8, e64868. 1.1 12

21991 Cholecalciferol (Vitamin D3) Improves Myelination and Recovery after Nerve Injury. PLoS ONE, 2013, 8,
e65034. 1.1 108

21992 Genome-Wide Genetic Diversity and Differentially Selected Regions among Suffolk, Rambouillet,
Columbia, Polypay, and Targhee Sheep. PLoS ONE, 2013, 8, e65942. 1.1 58

21993 Novel Conserved Genotypes Correspond to Antibiotic Resistance Phenotypes of E. coli Clinical
Isolates. PLoS ONE, 2013, 8, e65961. 1.1 10

21994 Community Structure Analysis of Gene Interaction Networks in Duchenne Muscular Dystrophy. PLoS
ONE, 2013, 8, e67237. 1.1 9

21995 Plasma Fatty Acid Ratios Affect Blood Gene Expression Profiles - A Cross-Sectional Study of the
Norwegian Women and Cancer Post-Genome Cohort. PLoS ONE, 2013, 8, e67270. 1.1 9

21996 Gene Expression Profiles of Metabolic Aggressiveness and Tumor Recurrence in Benign Meningioma.
PLoS ONE, 2013, 8, e67291. 1.1 28

21997 Predicting and Analyzing Interactions between Mycobacterium tuberculosis and Its Human Host. PLoS
ONE, 2013, 8, e67472. 1.1 34

21998 High Throughput Gene Expression Analysis Identifies Reliable Expression Markers of Human Corneal
Endothelial Cells. PLoS ONE, 2013, 8, e67546. 1.1 60

21999 A Xenogeneic-Free Protocol for Isolation and Expansion of Human Adipose Stem Cells for Clinical
Uses. PLoS ONE, 2013, 8, e67870. 1.1 29

22000 Roles for Treg Expansion and HMGB1 Signaling through the TLR1-2-6 Axis in Determining the Magnitude
of the Antigen-Specific Immune Response to MVA85A. PLoS ONE, 2013, 8, e67922. 1.1 27

22001 Genome-Wide Responses of Female Fruit Flies Subjected to Divergent Mating Regimes. PLoS ONE, 2013, 8,
e68136. 1.1 7

22002 Analysis of 953 Human Proteins from a Mitochondrial HEK293 Fraction by Complexome Profiling. PLoS
ONE, 2013, 8, e68340. 1.1 51

22003 MicroRNA-224 Targets SMAD Family Member 4 to Promote Cell Proliferation and Negatively Influence
Patient Survival. PLoS ONE, 2013, 8, e68744. 1.1 58

22004 Whole Brain and Brain Regional Coexpression Network Interactions Associated with Predisposition
to Alcohol Consumption. PLoS ONE, 2013, 8, e68878. 1.1 34

22005 Differentially Expressed Genes in the Pre-Eclamptic Placenta: A Systematic Review and Meta-Analysis.
PLoS ONE, 2013, 8, e68991. 1.1 87

22006 Identification of Key Uric Acid Synthesis Pathway in a Unique Mutant Silkworm Bombyx mori Model of
Parkinsonâ€™s Disease. PLoS ONE, 2013, 8, e69130. 1.1 42



1185

Citation Report

# Article IF Citations

22007 Gene Network Analysis of Candidate Loci for Human Anorectal Malformations. PLoS ONE, 2013, 8,
e69142. 1.1 14

22008 Long Non Coding RNAs (lncRNAs) Are Dysregulated in Malignant Pleural Mesothelioma (MPM). PLoS
ONE, 2013, 8, e70940. 1.1 33

22009 Genome-Wide Association Study Reveals Genetic Architecture of Eating Behavior in Pigs and Its
Implications for Humans Obesity by Comparative Mapping. PLoS ONE, 2013, 8, e71509. 1.1 73

22010 Distinct Gene Expression Signatures in Lynch Syndrome and Familial Colorectal Cancer Type X. PLoS
ONE, 2013, 8, e71755. 1.1 28

22011 Differences in Mucosal Gene Expression in the Colon of Two Inbred Mouse Strains after Colonization
with Commensal Gut Bacteria. PLoS ONE, 2013, 8, e72317. 1.1 26

22012 Clonal Expansion Analysis of Transposon Insertions by High-Throughput Sequencing Identifies
Candidate Cancer Genes in a PiggyBac Mutagenesis Screen. PLoS ONE, 2013, 8, e72338. 1.1 12

22013
Functional Genomic Analyses of Two Morphologically Distinct Classes of Drosophila Sensory
Neurons: Post-Mitotic Roles of Transcription Factors in Dendritic Patterning. PLoS ONE, 2013, 8,
e72434.

1.1 69

22014 Gene Network Analysis in a Pediatric Cohort Identifies Novel Lung Function Genes. PLoS ONE, 2013, 8,
e72899. 1.1 23

22015 Comparative Transcriptome Profiling of an SV40-Transformed Human Fibroblast (MRC5CVI) and Its
Untransformed Counterpart (MRC-5) in Response to UVB Irradiation. PLoS ONE, 2013, 8, e73311. 1.1 5

22016 Acute Stress Alters Amygdala microRNA miR-135a and miR-124 Expression: Inferences for Corticosteroid
Dependent Stress Response. PLoS ONE, 2013, 8, e73385. 1.1 72

22017 Atypical E2fs Control Lymphangiogenesis through Transcriptional Regulation of Ccbe1 and Flt4. PLoS
ONE, 2013, 8, e73693. 1.1 30

22018 CoCiter: An Efficient Tool to Infer Gene Function by Assessing the Significance of Literature
Co-Citation. PLoS ONE, 2013, 8, e74074. 1.1 36

22019 Specific Extracellular Matrix Remodeling Signature of Colon Hepatic Metastases. PLoS ONE, 2013, 8,
e74599. 1.1 46

22020 Dysregulation of Complement System and CD4+ T Cell Activation Pathways Implicated in Allergic
Response. PLoS ONE, 2013, 8, e74821. 1.1 14

22021 Genome-Wide Copy Number Variations Inferred from SNP Genotyping Arrays Using a Large White and
Minzhu Intercross Population. PLoS ONE, 2013, 8, e74879. 1.1 24

22022 Genomic Insights into Triple-Negative and HER2-Positive Breast Cancers Using Isogenic Model Systems.
PLoS ONE, 2013, 8, e74993. 1.1 7

22023 Aging-Induced Proteostatic Changes in the Rat Hippocampus Identify ARP3, NEB2 and BRAG2 as a
Molecular Circuitry for Cognitive Impairment. PLoS ONE, 2013, 8, e75112. 1.1 14

22024 Long Non-Coding RNA Expression Profiling of Mouse Testis during Postnatal Development. PLoS ONE,
2013, 8, e75750. 1.1 142



1186

Citation Report

# Article IF Citations

22025 AQP9 Expression in Glioblastoma Multiforme Tumors Is Limited to a Small Population of Astrocytic
Cells and CD15+/CalB+ Leukocytes. PLoS ONE, 2013, 8, e75764. 1.1 29

22026 Alterations in miRNA Levels in the Dentate Gyrus in Epileptic Rats. PLoS ONE, 2013, 8, e76051. 1.1 85

22027 Identification of Unstable Network Modules Reveals Disease Modules Associated with the
Progression of Alzheimerâ€™s Disease. PLoS ONE, 2013, 8, e76162. 1.1 41

22028 Subcellular RNA Sequencing Reveals Broad Presence of Cytoplasmic Intron-Sequence Retaining
Transcripts in Mouse and Rat Neurons. PLoS ONE, 2013, 8, e76194. 1.1 35

22029 Integrated Proteomic and Metabolic Analysis of Breast Cancer Progression. PLoS ONE, 2013, 8, e76220. 1.1 24

22030 Identification of Candidate B-Lymphoma Genes by Cross-Species Gene Expression Profiling. PLoS ONE,
2013, 8, e76889. 1.1 13

22031 Gene Expression Profiling Identifies Molecular Pathways Associated with Collagen VI Deficiency and
Provides Novel Therapeutic Targets. PLoS ONE, 2013, 8, e77430. 1.1 23

22032 Combined miRNA and mRNA Signature Identifies Key Molecular Players and Pathways Involved in
Chikungunya Virus Infection in Human Cells. PLoS ONE, 2013, 8, e79886. 1.1 58

22033 Meta-Analysis Using a Novel Database, miRStress, Reveals miRNAs That Are Frequently Associated with
the Radiation and Hypoxia Stress-Responses. PLoS ONE, 2013, 8, e80844. 1.1 25

22034 Inferring the Perturbed microRNA Regulatory Networks in Cancer Using Hierarchical Gene
Co-Expression Signatures. PLoS ONE, 2013, 8, e81032. 1.1 9

22035 Structural Analysis of microRNA-Target Interaction by Sequential Seed Mutagenesis and Stem-Loop 3'
RACE. PLoS ONE, 2013, 8, e81427. 1.1 5

22036 Bcl-xL Silencing Induces Alterations in hsa-miR-608 Expression and Subsequent Cell Death in A549 and
SK-LU1 Human Lung Adenocarcinoma Cells. PLoS ONE, 2013, 8, e81735. 1.1 53

22037 N-glycoproteome Analysis of the Secretome of Human Metastatic Hepatocellular Carcinoma Cell Lines
Combining Hydrazide Chemistry, HILIC Enrichment and Mass Spectrometry. PLoS ONE, 2013, 8, e81921. 1.1 27

22038 Valproic Acid Causes Proteasomal Degradation of DICER and Influences miRNA Expression. PLoS ONE,
2013, 8, e82895. 1.1 28

22039 PARP-14 Binds Specific DNA Sequences to Promote Th2 Cell Gene Expression. PLoS ONE, 2013, 8, e83127. 1.1 32

22040 A Coregulatory Network of NR2F1 and microRNA-140. PLoS ONE, 2013, 8, e83358. 1.1 11

22041 Coordinate MicroRNA-Mediated Regulation of Protein Complexes in Prostate Cancer. PLoS ONE, 2013, 8,
e84261. 1.1 9

22042 Sebnif: An Integrated Bioinformatics Pipeline for the Identification of Novel Large Intergenic
Noncoding RNAs (lincRNAs) - Application in Human Skeletal Muscle Cells. PLoS ONE, 2014, 9, e84500. 1.1 21



1187

Citation Report

# Article IF Citations

22043 Deriving a Mutation Index of Carcinogenicity Using Protein Structure and Protein Interfaces. PLoS
ONE, 2014, 9, e84598. 1.1 22

22044 Robust Prognostic Gene Expression Signatures in Bladder Cancer and Lung Adenocarcinoma Depend
on Cell Cycle Related Genes. PLoS ONE, 2014, 9, e85249. 1.1 26

22045 The Anti-Tumor Histone Deacetylase Inhibitor SAHA and the Natural Flavonoid Curcumin Exhibit
Synergistic Neuroprotection against Amyloid-Beta Toxicity. PLoS ONE, 2014, 9, e85570. 1.1 35

22046 Genomic Analyses Reveal Broad Impact of miR-137 on Genes Associated with Malignant Transformation
and Neuronal Differentiation in Glioblastoma Cells. PLoS ONE, 2014, 9, e85591. 1.1 38

22047 Microarray Analysis of Rat Pancreas Reveals Altered Expression of Alox15 and Regenerating
Islet-Derived Genes in Response to Iron Deficiency and Overload. PLoS ONE, 2014, 9, e86019. 1.1 13

22048 Genome-Wide Detection of Copy Number Variations among Diverse Horse Breeds by Array CGH. PLoS
ONE, 2014, 9, e86860. 1.1 31

22049 Construction of Drug Network Based on Side Effects and Its Application for Drug Repositioning. PLoS
ONE, 2014, 9, e87864. 1.1 90

22050 Visualization of Network Target Crosstalk Optimizes Drug Synergism in Myocardial Ischemia. PLoS
ONE, 2014, 9, e88137. 1.1 7

22051 Single-Cell States in the Estrogen Response of Breast Cancer Cell Lines. PLoS ONE, 2014, 9, e88485. 1.1 4

22052 Transcriptome Analysis of the Scleractinian Coral Stylophora pistillata. PLoS ONE, 2014, 9, e88615. 1.1 49

22053 Regulation of Drosophila Eye Development by the Transcription Factor Sine oculis. PLoS ONE, 2014, 9,
e89695. 1.1 29

22054 Biomarkers of Histone Deacetylase Inhibitor Activity in a Phase 1 Combined-Modality Study with
Radiotherapy. PLoS ONE, 2014, 9, e89750. 1.1 7

22055 Global Transcriptome Profiles of Italian Mediterranean Buffalo Embryos with Normal and Retarded
Growth. PLoS ONE, 2014, 9, e90027. 1.1 14

22056 Prognostic Value of Gene Signatures and Proliferation in Lymph-Node-Negative Breast Cancer. PLoS
ONE, 2014, 9, e90642. 1.1 18

22057 High-Frequency Stimulation of the Subthalamic Nucleus Counteracts Cortical Expression of Major
Histocompatibility Complex Genes in a Rat Model of Parkinsonâ€™s Disease. PLoS ONE, 2014, 9, e91663. 1.1 7

22058 Molecular Characterization of Adipose Tissue in the African Elephant (Loxodonta africana). PLoS ONE,
2014, 9, e91717. 1.1 3

22059 Tissue Specific DNA Methylation in Normal Human Breast Epithelium and in Breast Cancer. PLoS ONE,
2014, 9, e91805. 1.1 23

22060 Inferring Gene Dependency Network Specific to Phenotypic Alteration Based on Gene Expression Data
and Clinical Information of Breast Cancer. PLoS ONE, 2014, 9, e92023. 1.1 9



1188

Citation Report

# Article IF Citations

22061 An Analysis of the Global Expression of MicroRNAs in an Experimental Model of Physiological Left
Ventricular Hypertrophy. PLoS ONE, 2014, 9, e93271. 1.1 53

22062 High-Throughput Quantitative Proteomic Analysis of Dengue Virus Type 2 Infected A549 Cells. PLoS
ONE, 2014, 9, e93305. 1.1 62

22063 The Andean Adaptive Toolkit to Counteract High Altitude Maladaptation: Genome-Wide and Phenotypic
Analysis of the Collas. PLoS ONE, 2014, 9, e93314. 1.1 55

22064 MicroRNA Buffering and Altered Variance of Gene Expression in Response to Salmonella Infection.
PLoS ONE, 2014, 9, e94352. 1.1 17

22065 Population Genomic Analyses Based on 1 Million SNPs in Commercial Egg Layers. PLoS ONE, 2014, 9,
e94509. 1.1 26

22066 Acupuncture Promotes Angiogenesis after Myocardial Ischemia through H3K9 Acetylation Regulation
at VEGF Gene. PLoS ONE, 2014, 9, e94604. 1.1 69

22067 Cardiomyocyte-Specific miRNA-30c Over-Expression Causes Dilated Cardiomyopathy. PLoS ONE, 2014, 9,
e96290. 1.1 44

22068
De Novo Characterization of the Spleen Transcriptome of the Large Yellow Croaker (Pseudosciaena) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 467 Td (crocea) and Analysis of the Immune Relevant Genes and Pathways Involved in the Antiviral Response.

PLoS ONE, 2014, 9, e97471.
1.1 89

22069 The Use of Functional Chemical-Protein Associations to Identify Multi-Pathway Renoprotectants. PLoS
ONE, 2014, 9, e97906. 1.1 5

22070 Genes Responsive to Elevated CO2 Concentrations in Triploid White Poplar and Integrated Gene
Network Analysis. PLoS ONE, 2014, 9, e98300. 1.1 16

22071 The Gluconeogenesis Pathway Is Involved in Maintenance of Enterohaemorrhagic Escherichia coli
O157:H7 in Bovine Intestinal Content. PLoS ONE, 2014, 9, e98367. 1.1 29

22072 Additional Nitrogen Fertilization at Heading Time of Rice Down-Regulates Cellulose Synthesis in Seed
Endosperm. PLoS ONE, 2014, 9, e98738. 1.1 23

22073 Dietary Inulin Supplementation Modifies Significantly the Liver Transcriptomic Profile of Broiler
Chickens. PLoS ONE, 2014, 9, e98942. 1.1 46

22074 Investigation of Pathogenic Genes in Peri-Implantitis from Implant Clustering Failure Patients: A
Whole-Exome Sequencing Pilot Study. PLoS ONE, 2014, 9, e99360. 1.1 20

22075 A Novel Functional Role for MMSET in RNA Processing Based on the Link Between the REIIBP Isoform
and Its Interaction with the SMN Complex. PLoS ONE, 2014, 9, e99493. 1.1 5

22076
Integrative Analyses of Hepatic Differentially Expressed Genes and Blood Biomarkers during the
Peripartal Period between Dairy Cows Overfed or Restricted-Fed Energy Prepartum. PLoS ONE, 2014, 9,
e99757.

1.1 36

22077 Altered Expression of Hypoxia-Inducible Factor-1Î± (HIF-1Î±) and Its Regulatory Genes in Gastric Cancer
Tissues. PLoS ONE, 2014, 9, e99835. 1.1 59

22078
Human 45,X Fibroblast Transcriptome Reveals Distinct Differentially Expressed Genes Including Long
Noncoding RNAs Potentially Associated with the Pathophysiology of Turner Syndrome. PLoS ONE,
2014, 9, e100076.

1.1 44



1189

Citation Report

# Article IF Citations

22079 Methy-Pipe: An Integrated Bioinformatics Pipeline for Whole Genome Bisulfite Sequencing Data
Analysis. PLoS ONE, 2014, 9, e100360. 1.1 54

22080 Elucidation of Operon Structures across Closely Related Bacterial Genomes. PLoS ONE, 2014, 9,
e100999. 1.1 2

22081 Integrated Multidimensional Analysis Is Required for Accurate Prognostic Biomarkers in Colorectal
Cancer. PLoS ONE, 2014, 9, e101065. 1.1 12

22082 Serum miRNA Signature in Moyamoya Disease. PLoS ONE, 2014, 9, e102382. 1.1 46

22083 MicroRNAs MiR-218, MiR-125b, and Let-7g Predict Prognosis in Patients with Oral Cavity Squamous Cell
Carcinoma. PLoS ONE, 2014, 9, e102403. 1.1 46

22084 Wnt Pathway Activation Increases Hypoxia Tolerance during Development. PLoS ONE, 2014, 9, e103292. 1.1 8

22085 SNP@lincTFBS: An Integrated Database of Polymorphisms in Human LincRNA Transcription Factor
Binding Sites. PLoS ONE, 2014, 9, e103851. 1.1 26

22086 Stress-Induced Alternative Splice Forms of MDM2 and MDMX Modulate the p53-Pathway in Distinct
Ways. PLoS ONE, 2014, 9, e104444. 1.1 28

22087 Molecular Signatures of the Evolving Immune Response in Mice following a Bordetella pertussis
Infection. PLoS ONE, 2014, 9, e104548. 1.1 40

22088 Genome-Wide Characterization of Insertion and Deletion Variation in Chicken Using Next Generation
Sequencing. PLoS ONE, 2014, 9, e104652. 1.1 38

22089 DNA Methylation Modifications Associated with Chronic Fatigue Syndrome. PLoS ONE, 2014, 9, e104757. 1.1 44

22090 Identifying a Polymorphic â€˜Switchâ€™ That Influences miRNAs' Regulation of a Myasthenia Gravis Risk
Pathway. PLoS ONE, 2014, 9, e104827. 1.1 8

22091 WMAXC: A Weighted Maximum Clique Method for Identifying Condition-Specific Sub-Network. PLoS
ONE, 2014, 9, e104993. 1.1 30

22092 Hyperosmotic Stress Reduces Melanin Production by Altering Melanosome Formation. PLoS ONE, 2014,
9, e105965. 1.1 25

22093 Interaction of Age and Mechanical Stability on Bone Defect Healing: An Early Transcriptional Analysis
of Fracture Hematoma in Rat. PLoS ONE, 2014, 9, e106462. 1.1 29

22094 The Expression Pattern of microRNAs in Granulosa Cells of Subordinate and Dominant Follicles
during the Early Luteal Phase of the Bovine Estrous Cycle. PLoS ONE, 2014, 9, e106795. 1.1 73

22095 Arhgap28 Is a RhoGAP that Inactivates RhoA and Downregulates Stress Fibers. PLoS ONE, 2014, 9,
e107036. 1.1 20

22096 Gene Expression and Pathway Analysis of Effects of the CMAH Deactivation on Mouse Lung, Kidney and
Heart. PLoS ONE, 2014, 9, e107559. 1.1 15



1190

Citation Report

# Article IF Citations

22097 Tracking Difference in Gene Expression in a Time-Course Experiment Using Gene Set Enrichment
Analysis. PLoS ONE, 2014, 9, e107629. 1.1 4

22098 Comparison of Brain Transcriptome of the Greater Horseshoe Bats (Rhinolophus ferrumequinum) in
Active and Torpid Episodes. PLoS ONE, 2014, 9, e107746. 1.1 37

22099 Health Risk Assessment for Air Pollutants: Alterations in Lung and Cardiac Gene Expression in Mice
Exposed to Milano Winter Fine Particulate Matter (PM2.5). PLoS ONE, 2014, 9, e109685. 1.1 84

22100 Proteomic Profiles in Acute Respiratory Distress Syndrome Differentiates Survivors from
Non-Survivors. PLoS ONE, 2014, 9, e109713. 1.1 40

22101 Effects of Oxidized Phospholipids on Gene Expression in RAW 264.7 Macrophages: A Microarray Study.
PLoS ONE, 2014, 9, e110486. 1.1 11

22102 Transcriptomic Analysis Unveils Correlations between Regulative Apoptotic Caspases and Genes of
Cholesterol Homeostasis in Human Brain. PLoS ONE, 2014, 9, e110610. 1.1 8

22103 Effects of Changes in Food Supply at the Time of Sex Differentiation on the Gonadal Transcriptome of
Juvenile Fish. Implications for Natural and Farmed Populations. PLoS ONE, 2014, 9, e111304. 1.1 7

22104 Unique Regulatory Properties of Mesangial Cells Are Genetically Determined in the Rat. PLoS ONE,
2014, 9, e111452. 1.1 4

22105 Regulation of RAB5C Is Important for the Growth Inhibitory Effects of MiR-509 in Human Precursor-B
Acute Lymphoblastic Leukemia. PLoS ONE, 2014, 9, e111777. 1.1 26

22106 Characterization and Expression Analysis of MicroRNAs in the Tube Foot of Sea Cucumber
Apostichopus japonicus. PLoS ONE, 2014, 9, e111820. 1.1 8

22107 Prediction of Interactions between Viral and Host Proteins Using Supervised Machine Learning
Methods. PLoS ONE, 2014, 9, e112034. 1.1 67

22108 Exploring the Genetic Basis of Adaptation to High Elevations in Reptiles: A Comparative Transcriptome
Analysis of Two Toad-Headed Agamas (Genus Phrynocephalus). PLoS ONE, 2014, 9, e112218. 1.1 27

22109 Genome-Wide and Gene-Based Association Studies of Anxiety Disorders in European and African
American Samples. PLoS ONE, 2014, 9, e112559. 1.1 22

22110 Gene Expression Changes of Caenorhabditis elegans Larvae during Molting and Sleep-Like Lethargus.
PLoS ONE, 2014, 9, e113269. 1.1 25

22111 Cell Context Dependent p53 Genome-Wide Binding Patterns and Enrichment at Repeats. PLoS ONE, 2014,
9, e113492. 1.1 23

22112 Genetic Insights into Graminella nigrifrons Competence for Maize fine streak virus Infection and
Transmission. PLoS ONE, 2014, 9, e113529. 1.1 10

22113 Diffusion of Information throughout the Host Interactome Reveals Gene Expression Variations in
Network Proximity to Target Proteins of Hepatitis C Virus. PLoS ONE, 2014, 9, e113660. 1.1 11

22114 Insights into Molecular Features of Venerupis decussata Oocytes: A Microarray-Based Study. PLoS
ONE, 2014, 9, e113925. 1.1 6



1191

Citation Report

# Article IF Citations

22115 Comparative Transcriptome Analysis Reveals Early Pregnancy-Specific Genes Expressed in Peripheral
Blood of Pregnant Sows. PLoS ONE, 2014, 9, e114036. 1.1 19

22116 Cardiogel: A Nano-Matrix Scaffold with Potential Application in Cardiac Regeneration Using
Mesenchymal Stem Cells. PLoS ONE, 2014, 9, e114697. 1.1 33

22117 Herpes Virus MicroRNA Expression and Significance in Serous Ovarian Cancer. PLoS ONE, 2014, 9,
e114750. 1.1 22

22118 Profiling of Exome Mutations Associated with Progression of HBV-Related Hepatocellular Carcinoma.
PLoS ONE, 2014, 9, e115152. 1.1 16

22119 Aberrant Expression of Shared Master-Key Genes Contributes to the Immunopathogenesis in Patients
with Juvenile Spondyloarthritis. PLoS ONE, 2014, 9, e115416. 1.1 18

22120 Plasticity of Airway Epithelial Cell Transcriptome in Response to Flagellin. PLoS ONE, 2015, 10, e0115486. 1.1 14

22121 Long-Term Quiescent Fibroblast Cells Transit into Senescence. PLoS ONE, 2014, 9, e115597. 1.1 43

22122 A Note on an Exon-Based Strategy to Identify Differentially Expressed Genes in RNA-Seq Experiments.
PLoS ONE, 2014, 9, e115964. 1.1 12

22123 Selective MicroRNA-Offset RNA Expression in Human Embryonic Stem Cells. PLoS ONE, 2015, 10, e0116668. 1.1 25

22124 The Evolutionary Panorama of Organ-Specifically Expressed or Repressed Orthologous Genes in Nine
Vertebrate Species. PLoS ONE, 2015, 10, e0116872. 1.1 5

22125 Transcriptional Regulation and Adaptation to a High-Fiber Environment in Bacillus subtilis HH2
Isolated from Feces of the Giant Panda. PLoS ONE, 2015, 10, e0116935. 1.1 20

22126
Influences of Gestational Obesity on Associations between Genotypes and Gene Expression Levels in
Offspring following Maternal Gastrointestinal Bypass Surgery for Obesity. PLoS ONE, 2015, 10,
e0117011.

1.1 6

22127 A Hybrid Computational Method for the Discovery of Novel Reproduction-Related Genes. PLoS ONE,
2015, 10, e0117090. 1.1 13

22128 Gene Co-Expression Network Analysis Provides Novel Insights into Myostatin Regulation at Three
Different Mouse Developmental Timepoints. PLoS ONE, 2015, 10, e0117607. 1.1 12

22129 Proteomic Analysis of Mitochondrial-Associated ER Membranes (MAM) during RNA Virus Infection
Reveals Dynamic Changes in Protein and Organelle Trafficking. PLoS ONE, 2015, 10, e0117963. 1.1 91

22130 Proteome-Wide Lysine Acetylation in Cortical Astrocytes and Alterations That Occur during Infection
with Brain Parasite Toxoplasma gondii. PLoS ONE, 2015, 10, e0117966. 1.1 21

22131 Discovery of New Candidate Genes Related to Brain Development Using Protein Interaction
Information. PLoS ONE, 2015, 10, e0118003. 1.1 12

22132 Ancestry Dependent DNA Methylation and Influence of Maternal Nutrition. PLoS ONE, 2015, 10,
e0118466. 1.1 40



1192

Citation Report

# Article IF Citations

22133 The Cell Cycle Regulator CCDC6 Is a Key Target of RNA-Binding Protein EWS. PLoS ONE, 2015, 10,
e0119066. 1.1 9

22134 Stromal Transcriptional Profiles Reveal Hierarchies of Anatomical Site, Serum Response and Disease
and Identify Disease Specific Pathways. PLoS ONE, 2015, 10, e0120917. 1.1 12

22135 T-Cell Activation and Early Gene Response in Dogs. PLoS ONE, 2015, 10, e0121169. 1.1 11

22136 Transcriptome Analysis of Bombyx mori Larval Midgut during Persistent and Pathogenic Cytoplasmic
Polyhedrosis Virus Infection. PLoS ONE, 2015, 10, e0121447. 1.1 63

22137 Sepsis Induces Specific Changes in Histone Modification Patterns in Human Monocytes. PLoS ONE, 2015,
10, e0121748. 1.1 37

22138 A Multi-Omics Approach Identifies Key Hubs Associated with Cell Type-Specific Responses of Airway
Epithelial Cells to Staphylococcal Alpha-Toxin. PLoS ONE, 2015, 10, e0122089. 1.1 15

22139 Transcriptomic Profiling of Arabidopsis thaliana Mutant pad2.1 in Response to Combined Cold and
Osmotic Stress. PLoS ONE, 2015, 10, e0122690. 1.1 25

22140 Identification of Novel Loci Associated with Gastrointestinal Parasite Resistance in a Red Maasai x
Dorper Backcross Population. PLoS ONE, 2015, 10, e0122797. 1.1 60

22141 Overlapping DNA Methylation Dynamics in Mouse Intestinal Cell Differentiation and Early Stages of
Malignant Progression. PLoS ONE, 2015, 10, e0123263. 1.1 14

22142 Ozone-Induced Rice Grain Yield Loss Is Triggered via a Change in Panicle Morphology That Is
Controlled by ABERRANT PANICLE ORGANIZATION 1 Gene. PLoS ONE, 2015, 10, e0123308. 1.1 46

22143 Comprehensive Analysis of Glycolytic Enzymes as Therapeutic Targets in the Treatment of
Glioblastoma. PLoS ONE, 2015, 10, e0123544. 1.1 101

22144 XomAnnotate: Analysis of Heterogeneous and Complex Exome- A Step towards Translational Medicine.
PLoS ONE, 2015, 10, e0123569. 1.1 5

22145 Do Housekeeping Genes Exist?. PLoS ONE, 2015, 10, e0123691. 1.1 42

22146 Epididymal Region-Specific miRNA Expression and DNA Methylation and Their Roles in Controlling Gene
Expression in Rats. PLoS ONE, 2015, 10, e0124450. 1.1 21

22147
Systems Biology Analysis Merging Phenotype, Metabolomic and Genomic Data Identifies Non-SMC
Condensin I Complex, Subunit G (NCAPG) and Cellular Maintenance Processes as Major Contributors
to Genetic Variability in Bovine Feed Efficiency. PLoS ONE, 2015, 10, e0124574.

1.1 62

22148 Proteomics and Transcriptomics of BJAB Cells Expressing the Epstein-Barr Virus Noncoding RNAs EBER1
and EBER2. PLoS ONE, 2015, 10, e0124638. 1.1 22

22149 Histone Demethylation Maintains Prdm14 and Tsix Expression and Represses Xist in Embryonic Stem
Cells. PLoS ONE, 2015, 10, e0125626. 1.1 10

22150 Early Stress Causes Sex-Specific, Life-Long Changes in Behaviour, Levels of Gonadal Hormones, and
Gene Expression in Chickens. PLoS ONE, 2015, 10, e0125808. 1.1 34



1193

Citation Report

# Article IF Citations

22151 Evolutionarily Conserved Network Properties of Intrinsically Disordered Proteins. PLoS ONE, 2015, 10,
e0126729. 1.1 17

22152 Characterization of the Proteome of Cytoplasmic Lipid Droplets in Mouse Enterocytes after a Dietary
Fat Challenge. PLoS ONE, 2015, 10, e0126823. 1.1 39

22153 Seasonal Effects on Gene Expression. PLoS ONE, 2015, 10, e0126995. 1.1 48

22154 A Pilot Study Identifying a Set of microRNAs As Precise Diagnostic Biomarkers of Acute Kidney Injury.
PLoS ONE, 2015, 10, e0127175. 1.1 105

22155 Temporal Changes in Rat Liver Gene Expression after Acute Cadmium and Chromium Exposure. PLoS
ONE, 2015, 10, e0127327. 1.1 33

22156 AMP-Activated Protein Kinase Regulates the Cell Surface Proteome and Integrin Membrane Traffic.
PLoS ONE, 2015, 10, e0128013. 1.1 31

22157 Efficient Detection of Novel Nuclear Markers for Brassicaceae by Transcriptome Sequencing. PLoS
ONE, 2015, 10, e0128181. 1.1 5

22158 Impacts of Chromatin States and Long-Range Genomic Segments on Aging and DNA Methylation. PLoS
ONE, 2015, 10, e0128517. 1.1 27

22159 Adaptation of a Bioinformatics Microarray Analysis Workflow for a Toxicogenomic Study in Rainbow
Trout. PLoS ONE, 2015, 10, e0128598. 1.1 5

22160 Identification of New Candidate Genes and Chemicals Related to Esophageal Cancer Using a Hybrid
Interaction Network of Chemicals and Proteins. PLoS ONE, 2015, 10, e0129474. 1.1 4

22161 Changes in the Acetylome and Succinylome of Bacillus subtilis in Response to Carbon Source. PLoS
ONE, 2015, 10, e0131169. 1.1 110

22162 Yeast m6A Methylated mRNAs Are Enriched on Translating Ribosomes during Meiosis, and under
Rapamycin Treatment. PLoS ONE, 2015, 10, e0132090. 1.1 78

22163 miR-34 and p53: New Insights into a Complex Functional Relationship. PLoS ONE, 2015, 10, e0132767. 1.1 147

22164 Differential Expression Analysis by RNA-Seq Reveals Perturbations in the Platelet mRNA Transcriptome
Triggered by Pathogen Reduction Systems. PLoS ONE, 2015, 10, e0133070. 1.1 38

22165 Network-Based Analysis of Schizophrenia Genome-Wide Association Data to Detect the Joint
Functional Association Signals. PLoS ONE, 2015, 10, e0133404. 1.1 38

22166 Genome-Wide Mapping of 5mC and 5hmC Identified Differentially Modified Genomic Regions in
Late-Onset Severe Preeclampsia: A Pilot Study. PLoS ONE, 2015, 10, e0134119. 1.1 22

22167
Resistance to Inhibitors of Cholinesterase 3 (Ric-3) Expression Promotes Selective Protein
Associations with the Human Î±7-Nicotinic Acetylcholine Receptor Interactome. PLoS ONE, 2015, 10,
e0134409.

1.1 9

22168 The Cytokinome Profile in Patients with Hepatocellular Carcinoma and Type 2 Diabetes. PLoS ONE, 2015,
10, e0134594. 1.1 21



1194

Citation Report

# Article IF Citations

22169 The Effects of Royal Jelly on Fitness Traits and Gene Expression in Drosophila melanogaster. PLoS ONE,
2015, 10, e0134612. 1.1 19

22170 Mechanism of Cisplatin-Induced Cytotoxicity Is Correlated to Impaired Metabolism Due to
Mitochondrial ROS Generation. PLoS ONE, 2015, 10, e0135083. 1.1 210

22171 Custom 4-Plex DiLeu Isobaric Labels Enable Relative Quantification of Urinary Proteins in Men with
Lower Urinary Tract Symptoms (LUTS). PLoS ONE, 2015, 10, e0135415. 1.1 27

22172 Proteomic Analysis of Disease Stratified Human Pancreas Tissue Indicates Unique Signature of Type 1
Diabetes. PLoS ONE, 2015, 10, e0135663. 1.1 22

22173 Identification of the Acetylation and Ubiquitin-Modified Proteome during the Progression of Skeletal
Muscle Atrophy. PLoS ONE, 2015, 10, e0136247. 1.1 35

22174 Grazing Affects Exosomal Circulating MicroRNAs in Cattle. PLoS ONE, 2015, 10, e0136475. 1.1 32

22175
Transcriptomic Characterization of Innate and Acquired Immune Responses in Red-Legged Partridges
(Alectoris rufa): A Resource for Immunoecology and Robustness Selection. PLoS ONE, 2015, 10,
e0136776.

1.1 6

22176 Evidence of Active Pro-Fibrotic Response in Blood of Patients with Cirrhosis. PLoS ONE, 2015, 10,
e0137128. 1.1 13

22177 Transcriptome Characterization of Developing Bean (Phaseolus vulgaris L.) Pods from Two Genotypes
with Contrasting Seed Zinc Concentrations. PLoS ONE, 2015, 10, e0137157. 1.1 14

22178 Negative Regulation of p21Waf1/Cip1 by Human INO80 Chromatin Remodeling Complex Is Implicated in
Cell Cycle Phase G2/M Arrest and Abnormal Chromosome Stability. PLoS ONE, 2015, 10, e0137411. 1.1 20

22179 Genome-Wide Transcription Study of Cryptococcus neoformans H99 Clinical Strain versus
Environmental Strains. PLoS ONE, 2015, 10, e0137457. 1.1 16

22180 Unveiling the Trypanosoma cruzi Nuclear Proteome. PLoS ONE, 2015, 10, e0138667. 1.1 15

22181 Transcriptomic Changes in Coral Holobionts Provide Insights into Physiological Challenges of Future
Climate and Ocean Change. PLoS ONE, 2015, 10, e0139223. 1.1 74

22182 Bioinformatics Analyses of the Role of Vascular Endothelial Growth Factor in Patients with
Non-Small Cell Lung Cancer. PLoS ONE, 2015, 10, e0139285. 1.1 13

22183 Low-Dose, Long-Wave UV Light Does Not Affect Gene Expression of Human Mesenchymal Stem Cells.
PLoS ONE, 2015, 10, e0139307. 1.1 67

22184 Differences in the Early Development of Human and Mouse Embryonic Stem Cells. PLoS ONE, 2015, 10,
e0140803. 1.1 18

22185 Multiplex Brain Proteomic Analysis Revealed the Molecular Therapeutic Effects of Buyang Huanwu
Decoction on Cerebral Ischemic Stroke Mice. PLoS ONE, 2015, 10, e0140823. 1.1 34

22186 T Cell Transcriptomes Describe Patient Subtypes in Systemic Lupus Erythematosus. PLoS ONE, 2015, 10,
e0141171. 1.1 44



1195

Citation Report

# Article IF Citations

22187 Circulating Human Eosinophils Share a Similar Transcriptional Profile in Asthma and Other
Hypereosinophilic Disorders. PLoS ONE, 2015, 10, e0141740. 1.1 30

22188 Bioinformatics Knowledge Map for Analysis of Beta-Catenin Function in Cancer. PLoS ONE, 2015, 10,
e0141773. 1.1 12

22189 Transcriptomic Changes Due to Cytoplasmic TDP-43 Expression Reveal Dysregulation of Histone
Transcripts and Nuclear Chromatin. PLoS ONE, 2015, 10, e0141836. 1.1 40

22190 Multi-Scale Genomic, Transcriptomic and Proteomic Analysis of Colorectal Cancer Cell Lines to
Identify Novel Biomarkers. PLoS ONE, 2015, 10, e0144708. 1.1 40

22191 Whole Blood Transcriptomics Is Relevant to Identify Molecular Changes in Response to Genetic
Selection for Feed Efficiency and Nutritional Status in the Pig. PLoS ONE, 2016, 11, e0146550. 1.1 41

22192 Transcription Factors Exhibit Differential Conservation in Bacteria with Reduced Genomes. PLoS ONE,
2016, 11, e0146901. 1.1 19

22193 A Genome-Wide mRNA Expression Profile in Caenorhabditis elegans under Prolonged Exposure to
1750MHz Radiofrequency Fields. PLoS ONE, 2016, 11, e0147273. 1.1 7

22194 Serum Autoantibodies in Chronic Prostate Inflammation in Prostate Cancer Patients. PLoS ONE, 2016,
11, e0147739. 1.1 13

22195 Reduced CYFIP1 in Human Neural Progenitors Results in Dysregulation of Schizophrenia and Epilepsy
Gene Networks. PLoS ONE, 2016, 11, e0148039. 1.1 34

22196 Stable Ectopic Expression of ST6GALNAC5 Induces Autocrine MET Activation and
Anchorage-Independence in MDCK Cells. PLoS ONE, 2016, 11, e0148075. 1.1 4

22197 Transcriptomics Modeling of the Late-Gestation Fetal Pituitary Response to Transient Hypoxia. PLoS
ONE, 2016, 11, e0148465. 1.1 6

22198 Novel Biomarker Proteins in Chronic Lymphocytic Leukemia: Impact on Diagnosis, Prognosis and
Treatment. PLoS ONE, 2016, 11, e0148500. 1.1 13

22199
Exome Sequencing in Classic Hairy Cell Leukaemia Reveals Widespread Variation in Acquired Somatic
Mutations between Individual Tumours Apart from the Signature BRAF V(600)E Lesion. PLoS ONE, 2016,
11, e0149162.

1.1 17

22200 Genomic Organization of Human Transcription Initiation Complexes. PLoS ONE, 2016, 11, e0149339. 1.1 41

22201 miRNA Profiling Reveals Dysregulation of RET and RET-Regulating Pathways in Hirschsprung's Disease.
PLoS ONE, 2016, 11, e0150222. 1.1 14

22202 Genome Wide Mapping of NR4A Binding Reveals Cooperativity with ETS Factors to Promote Epigenetic
Activation of Distal Enhancers in Acute Myeloid Leukemia Cells. PLoS ONE, 2016, 11, e0150450. 1.1 32

22203 Network Analysis of Metabolite GWAS Hits: Implication of CPS1 and the Urea Cycle in Weight
Maintenance. PLoS ONE, 2016, 11, e0150495. 1.1 11

22204 Involvement of Polycomb Repressive Complex 2 in Maturation of Induced Pluripotent Stem Cells
during Reprogramming of Mouse and Human Fibroblasts. PLoS ONE, 2016, 11, e0150518. 1.1 7



1196

Citation Report

# Article IF Citations

22205 A Systematic Investigation into Aging Related Genes in Brain and Their Relationship with Alzheimerâ€™s
Disease. PLoS ONE, 2016, 11, e0150624. 1.1 52

22206
Combined Use of Gene Expression Modeling and siRNA Screening Identifies Genes and Pathways Which
Enhance the Activity of Cisplatin When Added at No Effect Levels to Non-Small Cell Lung Cancer Cells
In Vitro. PLoS ONE, 2016, 11, e0150675.

1.1 12

22207 Microglia Transcriptome Changes in a Model of Depressive Behavior after Immune Challenge. PLoS
ONE, 2016, 11, e0150858. 1.1 35

22208 Experimental Neuromyelitis Optica Induces a Type I Interferon Signature in the Spinal Cord. PLoS ONE,
2016, 11, e0151244. 1.1 15

22209 Comprehensive Genome-Wide Transcriptomic Analysis of Immature Articular Cartilage following
Ischemic Osteonecrosis of the Femoral Head in Piglets. PLoS ONE, 2016, 11, e0153174. 1.1 18

22210 Whole Blood Gene Expression Profiling in Preclinical and Clinical Cattle Infected with Atypical
Bovine Spongiform Encephalopathy. PLoS ONE, 2016, 11, e0153425. 1.1 10

22211 Transcriptional Profiling of Ileocecal Valve of Holstein Dairy Cows Infected with Mycobacterium
avium subsp. Paratuberculosis. PLoS ONE, 2016, 11, e0153932. 1.1 34

22212 Genome-Wide DNA Methylation Analysis and Epigenetic Variations Associated with Congenital Aortic
Valve Stenosis (AVS). PLoS ONE, 2016, 11, e0154010. 1.1 45

22213 Efficient Record Linkage Algorithms Using Complete Linkage Clustering. PLoS ONE, 2016, 11, e0154446. 1.1 20

22214 MicroRNA Profile in CD8+ T-Lymphocytes from HIV-Infected Individuals: Relationship with Antiviral
Immune Response and Disease Progression. PLoS ONE, 2016, 11, e0155245. 1.1 22

22215 CTCF and CohesinSA-1 Mark Active Promoters and Boundaries of Repressive Chromatin Domains in
Primary Human Erythroid Cells. PLoS ONE, 2016, 11, e0155378. 1.1 7

22216 Proteomic Study of Entamoeba histolytica Trophozoites, Cysts, and Cyst-Like Structures. PLoS ONE,
2016, 11, e0156018. 1.1 26

22217 Gene Expression Deconvolution for Uncovering Molecular Signatures in Response to Therapy in
Juvenile Idiopathic Arthritis. PLoS ONE, 2016, 11, e0156055. 1.1 8

22218 Targeting Serglycin Prevents Metastasis in Murine Mammary Carcinoma. PLoS ONE, 2016, 11, e0156151. 1.1 19

22219 Coexpression Network Analysis of Benign and Malignant Phenotypes of SIV-Infected Sooty Mangabey
and Rhesus Macaque. PLoS ONE, 2016, 11, e0156170. 1.1 7

22220 Comparative Analyses between Skeletal Muscle miRNAomes from Large White and Min Pigs Revealed
MicroRNAs Associated with Postnatal Muscle Hypertrophy. PLoS ONE, 2016, 11, e0156780. 1.1 11

22221 Differential Transcriptome Networks between IDO1-Knockout and Wild-Type Mice in Brain Microglia
and Macrophages. PLoS ONE, 2016, 11, e0157727. 1.1 15

22222 Myc and Fgf Are Required for Zebrafish Neuromast Hair Cell Regeneration. PLoS ONE, 2016, 11, e0157768. 1.1 22



1197

Citation Report

# Article IF Citations

22223 Genome-Wide Association Study of Meat Quality Traits in Nellore Cattle. PLoS ONE, 2016, 11, e0157845. 1.1 76

22224 Linking Genes and Brain Development of Honeybee Workers: A Whole-Transcriptome Approach. PLoS
ONE, 2016, 11, e0157980. 1.1 21

22225 Extensive Transcriptomic and Genomic Analysis Provides New Insights about Luminal Breast Cancers.
PLoS ONE, 2016, 11, e0158259. 1.1 16

22226 Transcriptome Profiling Reveals the Antitumor Mechanism of Polysaccharide from Marine Algae
Gracilariopsis lemaneiformis. PLoS ONE, 2016, 11, e0158279. 1.1 29

22227
Bioinformatics Analysis Reveals Distinct Molecular Characteristics of Hepatitis B-Related
Hepatocellular Carcinomas from Very Early to Advanced Barcelona Clinic Liver Cancer Stages. PLoS
ONE, 2016, 11, e0158286.

1.1 5

22228 Internal Tandem Duplication in FLT3 Attenuates Proliferation and Regulates Resistance to the FLT3
Inhibitor AC220 by Modulating p21Cdkn1a and Pbx1 in Hematopoietic Cells. PLoS ONE, 2016, 11, e0158290. 1.1 11

22229 Human and Murine Hematopoietic Stem Cell Aging Is Associated with Functional Impairments and
Intrinsic Megakaryocytic/Erythroid Bias. PLoS ONE, 2016, 11, e0158369. 1.1 102

22230 Intrinsic Disorder in Transmembrane Proteins: Roles in Signaling and Topology Prediction. PLoS ONE,
2016, 11, e0158594. 1.1 59

22231 The Relationship between Common Genetic Markers of Breast Cancer Risk and Chemotherapy-Induced
Toxicity: A Case-Control Study. PLoS ONE, 2016, 11, e0158984. 1.1 15

22232 LPEseq: Local-Pooled-Error Test for RNA Sequencing Experiments with a Small Number of Replicates.
PLoS ONE, 2016, 11, e0159182. 1.1 7

22233 Co-Expression of Cancer Stem Cell Markers Corresponds to a Pro-Tumorigenic Expression Profile in
Pancreatic Adenocarcinoma. PLoS ONE, 2016, 11, e0159255. 1.1 32

22234 Tip60 HAT Action Mediates Environmental Enrichment Induced Cognitive Restoration. PLoS ONE, 2016,
11, e0159623. 1.1 9

22235
MicroRNA Profiling in the Medial and Lateral Habenula of Rats Exposed to the Learned Helplessness
Paradigm: Candidate Biomarkers for Susceptibility and Resilience to Inescapable Shock. PLoS ONE, 2016,
11, e0160318.

1.1 7

22236 Decoding the Regulatory Landscape of Ageing in Musculoskeletal Engineered Tissues Using
Genome-Wide DNA Methylation and RNASeq. PLoS ONE, 2016, 11, e0160517. 1.1 26

22237 Effects of Digested Onion Extracts on Intestinal Gene Expression: An Interspecies Comparison Using
Different Intestine Models. PLoS ONE, 2016, 11, e0160719. 1.1 8

22238 Iron Content Affects Lipogenic Gene Expression in the Muscle of Nelore Beef Cattle. PLoS ONE, 2016, 11,
e0161160. 1.1 28

22239 Transcriptional Differences between Diapausing and Non-Diapausing D. montana Females Reared under
the Same Photoperiod and Temperature. PLoS ONE, 2016, 11, e0161852. 1.1 32

22240 A Genome-Wide siRNA Screen Implicates Spire1/2 in SipA-Driven Salmonella Typhimurium Host Cell
Invasion. PLoS ONE, 2016, 11, e0161965. 1.1 16



1198

Citation Report

# Article IF Citations

22241 Identifying Multi-Dimensional Co-Clusters in Tensors Based on Hyperplane Detection in Singular
Vector Spaces. PLoS ONE, 2016, 11, e0162293. 1.1 13

22242 Transcriptome Profile Analysis of Breast Muscle Tissues from High or Low Levels of Atmospheric
Ammonia Exposed Broilers (Gallus gallus). PLoS ONE, 2016, 11, e0162631. 1.1 18

22243 Pathway Analysis Incorporating Protein-Protein Interaction Networks Identified Candidate Pathways
for the Seven Common Diseases. PLoS ONE, 2016, 11, e0162910. 1.1 13

22244 Transcriptome Analysis Identifies the Dysregulation of Ultraviolet Target Genes in Human Skin
Cancers. PLoS ONE, 2016, 11, e0163054. 1.1 22

22245 Quantitative Proteomic Profiling the Molecular Signatures of Annexin A5 in Lung Squamous
Carcinoma Cells. PLoS ONE, 2016, 11, e0163622. 1.1 8

22246 Immunological Signatures after Bordetella pertussis Infection Demonstrate Importance of Pulmonary
Innate Immune Cells. PLoS ONE, 2016, 11, e0164027. 1.1 20

22247 Cross-Species Analysis of Gene Expression and Function in Prefrontal Cortex, Hippocampus and
Striatum. PLoS ONE, 2016, 11, e0164295. 1.1 13

22248 Transcriptomic Variation during Spermiogenesis in Mouse Germ Cells. PLoS ONE, 2016, 11, e0164874. 1.1 13

22249 Are Epigenetic Factors Implicated in Chronic Widespread Pain?. PLoS ONE, 2016, 11, e0165548. 1.1 19

22250 Arnica montana Stimulates Extracellular Matrix Gene Expression in a Macrophage Cell Line
Differentiated to Wound-Healing Phenotype. PLoS ONE, 2016, 11, e0166340. 1.1 34

22251 Proteomic Signatures of Thymomas. PLoS ONE, 2016, 11, e0166494. 1.1 9

22252 The Development Of Drosophila Melanogaster under Different Duration Space Flight and Subsequent
Adaptation to Earth Gravity. PLoS ONE, 2016, 11, e0166885. 1.1 21

22253 Genome-Scale Assessment of Age-Related DNA Methylation Changes in Mouse Spermatozoa. PLoS ONE,
2016, 11, e0167127. 1.1 14

22254 Gene-Based Genome-Wide Association Analysis in European and Asian Populations Identified Novel
Genes for Rheumatoid Arthritis. PLoS ONE, 2016, 11, e0167212. 1.1 45

22255 Transcriptomic Analysis of Mouse Cochlear Supporting Cell Maturation Reveals Large-Scale Changes
in Notch Responsiveness Prior to the Onset of Hearing. PLoS ONE, 2016, 11, e0167286. 1.1 45

22256 Global Deletion of TSPO Does Not Affect the Viability and Gene Expression Profile. PLoS ONE, 2016, 11,
e0167307. 1.1 32

22257 Pathway Analysis of Skin from Psoriasis Patients after Adalimumab Treatment Reveals New Early Events
in the Anti-Inflammatory Mechanism of Anti-TNF-Î±. PLoS ONE, 2016, 11, e0167437. 1.1 11

22258 The C-Terminal SynMuv/DdDUF926 Domain Regulates the Function of the N-Terminal Domain of DdNKAP.
PLoS ONE, 2016, 11, e0168617. 1.1 3



1199

Citation Report

# Article IF Citations

22259 Validation of Synthetic CRISPR Reagents as a Tool for Arrayed Functional Genomic Screening. PLoS
ONE, 2016, 11, e0168968. 1.1 36

22260 Mapping the Interactome of a Major Mammalian Endoplasmic Reticulum Heat Shock Protein 90. PLoS
ONE, 2017, 12, e0169260. 1.1 20

22261 Validation of Immune Cell Modules in Multicellular Transcriptomic Data. PLoS ONE, 2017, 12, e0169271. 1.1 27

22262 Gene Expression Profiling in Slow-Type Calf Soleus Muscle of 30 Days Space-Flown Mice. PLoS ONE,
2017, 12, e0169314. 1.1 59

22263 CyNetSVM: A Cytoscape App for Cancer Biomarker Identification Using Network Constrained Support
Vector Machines. PLoS ONE, 2017, 12, e0170482. 1.1 5

22264 A Comparison of RNA-Seq Results from Paired Formalin-Fixed Paraffin-Embedded and Fresh-Frozen
Glioblastoma Tissue Samples. PLoS ONE, 2017, 12, e0170632. 1.1 100

22265 Global Proteome Changes in the Rat Diaphragm Induced by Endurance Exercise Training. PLoS ONE,
2017, 12, e0171007. 1.1 29

22266
Longitudinal analysis of hepatic transcriptome and serum metabolome demonstrates altered lipid
metabolism following the onset of hyperglycemia in spontaneously diabetic biobreeding rats. PLoS
ONE, 2017, 12, e0171372.

1.1 5

22267 Quantitative analysis of correlation between AT and GC biases among bacterial genomes. PLoS ONE,
2017, 12, e0171408. 1.1 27

22268 Deep-proteome mapping of WM-266-4 human metastatic melanoma cells: From oncogenic addiction to
druggable targets. PLoS ONE, 2017, 12, e0171512. 1.1 21

22269 Analysis of long noncoding RNA and mRNA using RNA sequencing during the differentiation of
intramuscular preadipocytes in chicken. PLoS ONE, 2017, 12, e0172389. 1.1 39

22270 CSB ablation induced apoptosis is mediated by increased endoplasmic reticulum stress response. PLoS
ONE, 2017, 12, e0172399. 1.1 12

22271 Mesenchymal stromal cells (MSCs) induce ex vivo proliferation and erythroid commitment of cord
blood haematopoietic stem cells (CB-CD34+ cells). PLoS ONE, 2017, 12, e0172430. 1.1 35

22272 Cyclin Y-mediated transcript profiling reveals several important functional pathways regulated by
Cyclin Y in hippocampal neurons. PLoS ONE, 2017, 12, e0172547. 1.1 11

22273 Transcriptomic features of Pecten maximus oocyte quality and maturation. PLoS ONE, 2017, 12,
e0172805. 1.1 14

22274 Transcriptome difference and potential crosstalk between liver and mammary tissue in mid-lactation
primiparous dairy cows. PLoS ONE, 2017, 12, e0173082. 1.1 15

22275 mRNA N6-methyladenosine methylation of postnatal liver development in pig. PLoS ONE, 2017, 12,
e0173421. 1.1 48

22276 The microRNA-302b-inhibited insulin-like growth factor-binding protein 2 signaling pathway induces
glioma cell apoptosis by targeting nuclear factor IA. PLoS ONE, 2017, 12, e0173890. 1.1 15



1200

Citation Report

# Article IF Citations

22277 Proteomic characterization of epicardial-myocardial signaling reveals novel regulatory networks
including a role for NF-ÎºB in epicardial EMT. PLoS ONE, 2017, 12, e0174563. 1.1 7

22278 Epigenetic silencing of V(D)J recombination is a major determinant for selective differentiation of
mucosal-associated invariant t cells from induced pluripotent stem cells. PLoS ONE, 2017, 12, e0174699. 1.1 8

22279 Multiple components of PKA and TGF-Î² pathways are mutated in pseudomyxoma peritonei. PLoS ONE,
2017, 12, e0174898. 1.1 15

22280 Molecular pathways associated with blood pressure and hexadecanedioate levels. PLoS ONE, 2017, 12,
e0175479. 1.1 8

22281 Mercury-induced epigenetic transgenerational inheritance of abnormal neurobehavior is correlated
with sperm epimutations in zebrafish. PLoS ONE, 2017, 12, e0176155. 1.1 104

22282 Correlation of histopathologic characteristics to protein expression and function in malignant
melanoma. PLoS ONE, 2017, 12, e0176167. 1.1 27

22283 The physical characteristics of human proteins in different biological functions. PLoS ONE, 2017, 12,
e0176234. 1.1 6

22284 Transcriptomic analysis of the hepatic response to stress in the red cusk-eel (Genypterus chilensis):
Insights into lipid metabolism, oxidative stress and liver steatosis. PLoS ONE, 2017, 12, e0176447. 1.1 17

22285 Ubiquitin carboxyl-terminal esterase L1 (UCHL1) is associated with stem-like cancer cell functions in
pediatric high-grade glioma. PLoS ONE, 2017, 12, e0176879. 1.1 26

22286 Transcriptome-microRNA analysis of Sarcoptes scabiei and host immune response. PLoS ONE, 2017, 12,
e0177733. 1.1 25

22287 Sexual dimorphisms of mRNA and miRNA in human/murine heart disease. PLoS ONE, 2017, 12, e0177988. 1.1 29

22288 Host mediated inflammatory influence on glioblastoma multiforme recurrence following high-dose
ionizing radiation. PLoS ONE, 2017, 12, e0178155. 1.1 7

22289 Genome-wide association study provides strong evidence of genes affecting the reproductive
performance of Nellore beef cows. PLoS ONE, 2017, 12, e0178551. 1.1 36

22290 Multiple extracellular vesicle types in peritoneal dialysis effluent are prominent and contain known
biomarkers. PLoS ONE, 2017, 12, e0178601. 1.1 23

22291 Identification and characterization of AckA-dependent protein acetylation in Neisseria gonorrhoeae.
PLoS ONE, 2017, 12, e0179621. 1.1 17

22292 Microarray analyses of otospheres derived from the cochlea in the inner ear identify putative
transcription factors that regulate the characteristics of otospheres. PLoS ONE, 2017, 12, e0179901. 1.1 1

22293 Gene expression allelic imbalance in ovine brown adipose tissue impacts energy homeostasis. PLoS
ONE, 2017, 12, e0180378. 1.1 8

22294 Transcriptome-wide comparison of the impact of Atoh1 and miR-183 family on pluripotent stem cells
and multipotent otic progenitor cells. PLoS ONE, 2017, 12, e0180855. 1.1 15



1201

Citation Report

# Article IF Citations

22295 Patients experiencing statin-induced myalgia exhibit a unique program of skeletal muscle gene
expression following statin re-challenge. PLoS ONE, 2017, 12, e0181308. 1.1 33

22296 Transcriptome and proteome analysis of Salmonella enterica serovar Typhimurium systemic infection
of wild type and immune-deficient mice. PLoS ONE, 2017, 12, e0181365. 1.1 6

22297 Exploring the cross talk between ER stress and inflammation in age-related macular degeneration.
PLoS ONE, 2017, 12, e0181667. 1.1 19

22298 MicroRNA expression profiles differ between primary myofiber of lean and obese pig breeds. PLoS ONE,
2017, 12, e0181897. 1.1 20

22299 Mesenchymal stromal cells (MSC) from JAK2+ myeloproliferative neoplasms differ from normal MSC
and contribute to the maintenance of neoplastic hematopoiesis. PLoS ONE, 2017, 12, e0182470. 1.1 19

22300 A large scale Plasmodium vivax- Saimiri boliviensis trophozoite-schizont transition proteome. PLoS
ONE, 2017, 12, e0182561. 1.1 17

22301 Genome-wide identification of autosomal genes with allelic imbalance of chromatin state. PLoS ONE,
2017, 12, e0182568. 1.1 16

22302 Novel near-diploid ovarian cancer cell line derived from a highly aneuploid metastatic ovarian tumor.
PLoS ONE, 2017, 12, e0182610. 1.1 2

22303 Host plant driven transcriptome plasticity in the salivary glands of the cabbage looper (Trichoplusia) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 422 Td (ni). PLoS ONE, 2017, 12, e0182636.1.1 30

22304 HSF-1 is a regulator of miRNA expression in Caenorhabditis elegans. PLoS ONE, 2017, 12, e0183445. 1.1 13

22305 Single nucleotide polymorphisms at miR-146a/196a2 and their primary ovarian insufficiency-related
target gene regulation in granulosa cells. PLoS ONE, 2017, 12, e0183479. 1.1 18

22306 Integrated analysis of long non-coding RNAs in human gastric cancer: An in silico study. PLoS ONE,
2017, 12, e0183517. 1.1 7

22307 Identification of novel genetic loci for osteoporosis and/or rheumatoid arthritis using cFDR
approach. PLoS ONE, 2017, 12, e0183842. 1.1 12

22308 Evidence for a cytoplasmic pool of ribosome-free mRNAs encoding inner membrane proteins in
Escherichia coli. PLoS ONE, 2017, 12, e0183862. 1.1 12

22309 Transcriptome analysis reveals molecular anthelmintic effects of procyanidins in C. elegans. PLoS
ONE, 2017, 12, e0184656. 1.1 12

22310 Transcriptional study of hyperoxaluria and calcium oxalate nephrolithiasis in male rats: Inflammatory
changes are mainly associated with crystal deposition. PLoS ONE, 2017, 12, e0185009. 1.1 21

22311 Network modeling of kinase inhibitor polypharmacology reveals pathways targeted in chemical
screens. PLoS ONE, 2017, 12, e0185650. 1.1 3

22312 The role of IL-6 in pathogenesis of abdominal aortic aneurysm in mice. PLoS ONE, 2017, 12, e0185923. 1.1 40



1202

Citation Report

# Article IF Citations

22313 Transcriptome analysis of sheep oral mucosa response to Orf virus infection. PLoS ONE, 2017, 12,
e0186681. 1.1 14

22314 Enrichment of minor allele of SNPs and genetic prediction of type 2 diabetes risk in British population.
PLoS ONE, 2017, 12, e0187644. 1.1 17

22315 Global analysis of gene expression mediated by OX1 orexin receptor signaling in a hypothalamic cell
line. PLoS ONE, 2017, 12, e0188082. 1.1 5

22316 Comparative cell cycle transcriptomics reveals synchronization of developmental transcription
factor networks in cancer cells. PLoS ONE, 2017, 12, e0188772. 1.1 22

22317 Charting the transcriptional landscape of cells of renin lineage following podocyte depletion. PLoS
ONE, 2017, 12, e0189084. 1.1 1

22318 Transcriptomic analysis of chicken Myozenin 3 regulation reveals its potential role in cell
proliferation. PLoS ONE, 2017, 12, e0189476. 1.1 13

22319 Biomarkers for tissue engineering of the tendon-bone interface. PLoS ONE, 2018, 13, e0189668. 1.1 23

22320 Signatures of positive selection in African Butana and Kenana dairy zebu cattle. PLoS ONE, 2018, 13,
e0190446. 1.1 88

22321 Integration of machine learning and meta-analysis identifies the transcriptomic bio-signature of
mastitis disease in cattle. PLoS ONE, 2018, 13, e0191227. 1.1 115

22322 Whole thorax irradiation of non-human primates induces persistent nuclear damage and gene
expression changes in peripheral blood cells. PLoS ONE, 2018, 13, e0191402. 1.1 32

22323 Target discovery screens using pooled shRNA libraries and next-generation sequencing: A model
workflow and analytical algorithm. PLoS ONE, 2018, 13, e0191570. 1.1 11

22324 Using single-index ODEs to study dynamic gene regulatory network. PLoS ONE, 2018, 13, e0192833. 1.1 8

22325 Computational de novo discovery of distinguishing genes for biological processes and cell types in
complex tissues. PLoS ONE, 2018, 13, e0193067. 1.1 13

22326 MicroRNA expression in serum samples of sulfur mustard veterans as a diagnostic gateway to improve
care. PLoS ONE, 2018, 13, e0194530. 1.1 18

22327 Epigenome-wide association study for atrazine induced transgenerational DNA methylation and
histone retention sperm epigenetic biomarkers for disease. PLoS ONE, 2020, 15, e0239380. 1.1 13

22328
Lipopolysaccharide triggers different transcriptional signatures in taurine and indicine cattle
macrophages: Reactive oxygen species and potential outcomes to the development of immune response
to infections. PLoS ONE, 2020, 15, e0241861.

1.1 5

22329 Genetic factors contributing to extensive variability of sex-specific hepatic gene expression in
Diversity Outbred mice. PLoS ONE, 2020, 15, e0242665. 1.1 12

22330 Essential gene prediction using limited gene essentiality informationâ€“An integrative semi-supervised
machine learning strategy. PLoS ONE, 2020, 15, e0242943. 1.1 8



1203

Citation Report

# Article IF Citations

22331 Phenotypic and Functional Alterations in Circulating Memory CD8 T Cells with Time after Primary
Infection. PLoS Pathogens, 2015, 11, e1005219. 2.1 46

22332 ABHD5/CGI-58, the Chanarin-Dorfman Syndrome Protein, Mobilises Lipid Stores for Hepatitis C Virus
Production. PLoS Pathogens, 2016, 12, e1005568. 2.1 26

22333 Activity of Uncleaved Caspase-8 Controls Anti-bacterial Immune Defense and TLR-Induced Cytokine
Production Independent of Cell Death. PLoS Pathogens, 2016, 12, e1005910. 2.1 74

22334 Cathelicidin Insufficiency in Patients with Fatal Leptospirosis. PLoS Pathogens, 2016, 12, e1005943. 2.1 22

22335 Alveolar Macrophages Prevent Lethal Influenza Pneumonia By Inhibiting Infection Of Type-1 Alveolar
Epithelial Cells. PLoS Pathogens, 2017, 13, e1006140. 2.1 98

22336 Small molecule perturbation of the CAND1-Cullin1-ubiquitin cycle stabilizes p53 and triggers
Epstein-Barr virus reactivation. PLoS Pathogens, 2017, 13, e1006517. 2.1 10

22337 Regulation of NF-ÎºB by the p105-ABIN2-TPL2 complex and RelAp43 during rabies virus infection. PLoS
Pathogens, 2017, 13, e1006697. 2.1 32

22338 Herpesvirus deconjugases inhibit the IFN response by promoting TRIM25 autoubiquitination and
functional inactivation of the RIG-I signalosome. PLoS Pathogens, 2018, 14, e1006852. 2.1 56

22339 Knowledge-based bioinformatics for the study of mammalian oocytes. International Journal of
Developmental Biology, 2012, 56, 859-866. 0.3 1

22340 Network Pharmacology Analysis Uncovers the Potential Anti-Hypertensive Mechanisms of Xia Sang Ju
Granule. Journal of Exploratory Research in Pharmacology, 2020, 000, 1-10. 0.2 6

22341 PGC-Enriched miRNAs Control Germ Cell Development. Molecules and Cells, 2015, 38, 895-903. 1.0 21

22342 RNA-Seq Analysis of the Arabidopsis Transcriptome in Pluripotent Calli. Molecules and Cells, 2016, 39,
484-494. 1.0 29

22343 De Novo Transcriptome Analysis of Cucumis melo L. var. makuwa. Molecules and Cells, 2016, 39, 141-148. 1.0 7

22344 Transcriptome Profiling and Characterization of Drought-Tolerant Potato Plant ( L.). Molecules and
Cells, 2018, 41, 979-992. 1.0 24

22345 PPARÎ±-Target Gene Expression Requires TIS21 Gene in Liver of the C57BL/6 Mice under Fasting Condition.
Molecules and Cells, 2018, 41, 140-149. 1.0 2

22346 NGSEA: Network-Based Gene Set Enrichment Analysis for Interpreting Gene Expression Phenotypes with
Functional Gene Sets. Molecules and Cells, 2019, 42, 579-588. 1.0 13

22347 Identification of Putative Regulatory Alterations Leading to Changes in Gene Expression in Chronic
Obstructive Pulmonary Disease. Molecules and Cells, 2019, 42, 333-344. 1.0 2

22348 Whole genome analysis and microRNAs regulation in HepG2 cells exposed to cadmium. ALTEX:
Alternatives To Animal Experimentation, 2012, 29, 173-182. 0.9 60



1204

Citation Report

# Article IF Citations

22349 Studying Liver Regeneration by Means of Molecular Biology: How Far We Are in Interpreting the
Findings?. Acta Medica (Hradec Kralove), 2009, 52, 91-99. 0.2 7

22350 Relating pancreatic ductal adenocarcinoma tumor samples and cell lines using gene expression data in
translational research. Cellular and Molecular Biology, 2018, 64, 157-162. 0.3 1

22351 Functional Properties of Circulating Exosomes Mediated by Surface-Attached Plasma Proteins. Journal
of Hematology (Brossard, Quebec), 2018, 7, 149-153. 0.4 11

22352 Histological and Gene Expression Analysis of the Effects of Menopause Status and Hormone Therapy
on the Vaginal Introitus and Labia Majora. Journal of Clinical Medicine Research, 2019, 11, 745-759. 0.6 7

22353 MicroRNAs regulating Meis1 expression and inducing cardiomyocyte proliferation. Cardiovascular
Regenerative Medicine, 0, 3, . 1.7 7

22354 A greedy and stochastic algorithm for multiple local alignment of interaction networks. EMBnet
Journal, 2012, 18, 47. 0.2 1

22355 A novel biclustering algorithm for the discovery of meaningful biological correlations between
miRNAs and mRNAs. EMBnet Journal, 2012, 18, 43. 0.2 2

22356
Knockdown of the schizophrenia susceptibility gene TCF4 alters gene expression and proliferation of
progenitor cells from the developing human neocortex. Journal of Psychiatry and Neuroscience, 2017,
42, 181-188.

1.4 30

22357 CCTs as new biomarkers for the prognosis of head and neck squamous cancer. Open Medicine
(Poland), 2020, 15, 672-688. 0.6 14

22358 Evaluation of the Nicotinic Acetylcholine Receptor-Associated Proteome at Baseline and Following
Nicotine Exposure in Human and Mouse Cortex. ENeuro, 2016, 3, ENEURO.0166-16.2016. 0.9 13

22359
Lithium-Responsive Seizure-Like Hyperexcitability Is Caused by a Mutation in
the<i>Drosophila</i>Voltage-Gated Sodium Channel Gene<i>paralytic</i>. ENeuro, 2016, 3,
ENEURO.0221-16.2016.

0.9 21

22360 The Nucleosome Remodelling and Deacetylation complex suppresses transcriptional noise during
lineage commitment. EMBO Journal, 2019, 38, . 3.5 45

22361 Identification of a dynamic gene regulatory network required for pluripotency factorâ€•induced
reprogramming of mouse fibroblasts and hepatocytes. EMBO Journal, 2021, 40, e102236. 3.5 11

22362 Repression of Irs2 by letâ€•7 mi <scp>RNA</scp> s is essential for homeostasis of the telencephalic
neuroepithelium. EMBO Journal, 2020, 39, e105479. 3.5 12

22363 <scp>BAZ</scp> 2A safeguards genome architecture of groundâ€•state pluripotent stem cells. EMBO
Journal, 2020, 39, e105606. 3.5 14

22364 An optimized quantitative proteomics method establishes the cell typeâ€•resolved mouse brain
secretome. EMBO Journal, 2020, 39, e105693. 3.5 51

22365 RAB13 mRNA compartmentalisation spatially orients tissue morphogenesis. EMBO Journal, 2020, 39,
e106003. 3.5 21

22366 SMaRT lncRNA controls translation of a Gâ€•quadruplexâ€•containing mRNA antagonizing the DHX36
helicase. EMBO Reports, 2020, 21, e49942. 2.0 20



1205

Citation Report

# Article IF Citations

22367 Transient Dux expression facilitates nuclear transfer and induced pluripotent stem cell
reprogramming. EMBO Reports, 2020, 21, e50054. 2.0 29

22368 Loss of <scp>TMEM</scp> 106B and <scp>PGRN</scp> leads to severe lysosomal abnormalities and
neurodegeneration in mice. EMBO Reports, 2020, 21, e50219. 2.0 52

22369 MiRâ€•29 coordinates ageâ€•dependent plasticity brakes in the adult visual cortex. EMBO Reports, 2020, 21,
e50431. 2.0 15

22370 Neuron typeâ€•specific increase in lamin B1 contributes to nuclear dysfunction in Huntingtonâ€™s disease.
EMBO Molecular Medicine, 2021, 13, e12105. 3.3 28

22371 Bile canaliculi remodeling activates <scp>YAP</scp> via the actin cytoskeleton during liver
regeneration. Molecular Systems Biology, 2020, 16, e8985. 3.2 29

22372 Mapping the nucleolar proteome reveals a spatiotemporal organization related to intrinsic protein
disorder. Molecular Systems Biology, 2020, 16, e9469. 3.2 91

22373 GLIS3 binds pancreatic beta cell regulatory regions alongside other islet transcription factors.
Journal of Endocrinology, 2019, 243, 1-14. 1.2 18

22374 Genome-wide analysis reveals selection for Chinese Rongchang pigs. Frontiers of Agricultural
Science and Engineering, 2017, 4, 319. 0.9 2

22375 Inflammation-Induced Alternative Pre-mRNA Splicing in Mouse Alveolar Macrophages. G3: Genes,
Genomes, Genetics, 2020, 10, 555-567. 0.8 17

22376 Application of Transcriptional Gene Modules to Analysis of <i>Caenorhabditis elegans</i>â€™ Gene
Expression Data. G3: Genes, Genomes, Genetics, 2020, 10, 3623-3638. 0.8 8

22377
DEVELOPMENT OF METHODS FOR AUTOMATIC EXTRACTION OF KNOWLEDGE FROM TEXTS OF SCIENTIFIC
PUBLICATIONS FOR THE CREATION OF A KNOWLEDGE BASE SOLANUM TUBEROSUM.
Sel'skokhozyaistvennaya Biologiya, 2017, 52, 63-74.

0.1 4

22378 Roles of Nanofiber Scaffold Structure and Chemistry in Directing Human Bone Marrow Stromal Cell
Response. Advances in Tissue Engineering & Regenerative Medicine Open Access, 2016, 1, . 0.1 5

22379 Ebola-Associated Genes in the Human Genome: Implications for Novel Targets. MOJ Proteomics &
Bioinformatics, 2014, 1, . 0.1 6

22380 Gene Ontology: A Resource for Analysis and Interpretation of Alzheimerâ€™s Disease Data. , 0, , 23-36. 9

22381 Screening potential prognostic biomarkers of long non-coding RNAs for predicting the risk of
chronic kidney disease. Brazilian Journal of Medical and Biological Research, 2019, 52, e8333. 0.7 13

22382 Integrated analysis of lncRNA-associated ceRNA network identified potential regulatory interactions
in osteosarcoma. Genetics and Molecular Biology, 2020, 43, e20190090. 0.6 4

22383
Comprehensive analysis of gene expression and DNA methylation data identifies potential biomarkers
and functional epigenetic modules for lung adenocarcinoma. Genetics and Molecular Biology, 2020,
43, e20190164.

0.6 7

22384 A comparison of mRNA and circRNA expression between squamous cell carcinoma and
adenocarcinoma of the lungs. Genetics and Molecular Biology, 2020, 43, e20200054. 0.6 7



1206

Citation Report

# Article IF Citations

22385 Human Transcriptomic Response to Mixed Neutron-Photon Exposures Relevant to an Improvised
Nuclear Device. Radiation Research, 2019, 192, 189. 0.7 19

22386 MicroRNA expression analysis in endometriotic serum treated mesenchymal stem cells. EXCLI Journal,
2017, 16, 852-867. 0.5 6

22388 Protein Function Easily Investigated by Genomics Data Mining Using the ProteINSIDE Online Tool.
Genomics and Computational Biology, 2015, 1, 16. 0.7 12

22389 Molecular links between cellular senescence, longevity and age-related diseases â€“ a systems biology
perspective. Aging, 2011, 3, 1178-1191. 1.4 119

22390 Prelamin A accumulation and stress conditions induce impaired Oct-1 activity and autophagy in
prematurely aged human mesenchymal stem cell. Aging, 2014, 6, 264-280. 1.4 47

22391 WI-38 senescence is associated with global and site-specific hypomethylation. Aging, 2014, 6, 564-574. 1.4 21

22392 The cerebellum ages slowly according to the epigenetic clock. Aging, 2015, 7, 294-306. 1.4 162

22393
Sex-specific effects of cytotoxic chemotherapy agents cyclophospha-mide and mitomycin C on gene
expression, oxidative DNA damage, and epigenetic alterations in the prefrontal cortex and
hippocampus â€“ an aging connection. Aging, 2016, 8, 697-708.

1.4 23

22394 Aging: a portrait from gene expression profile in blood cells. Aging, 2016, 8, 1802-1821. 1.4 15

22395 An intestinal microRNA modulates the homeostatic adaptation to chronic oxidative stress in C.
elegans. Aging, 2016, 8, 1979-2005. 1.4 29

22396 Aging is associated with an expansion of CD49fhi mammary stem cells that show a decline in function
and increased transformation potential. Aging, 2016, 8, 2754-2776. 1.4 15

22397 Prenatal hyperbaric normoxia treatment improves healthspan and regulates chitin metabolic genes in
Drosophila melanogaster. Aging, 2016, 8, 2538-2550. 1.4 5

22398 Strong impact of natural-selectionâ€“free heterogeneity in genetics of age-related phenotypes. Aging,
2018, 10, 492-514. 1.4 28

22399 Mining TCGA database for genes of prognostic value in glioblastoma microenvironment. Aging, 2018,
10, 592-605. 1.4 311

22400 Identification of IDH-mutant gliomas by a prognostic signature according to gene expression
profiling. Aging, 2018, 10, 1977-1988. 1.4 8

22401 IDH mutation-specific radiomic signature in lower-grade gliomas. Aging, 2019, 11, 673-696. 1.4 51

22402 Alternative polyadenylation dependent function of splicing factor SRSF3 contributes to cellular
senescence. Aging, 2019, 11, 1356-1388. 1.4 33

22403 Better prognostic determination and feature characterization of cutaneous melanoma through
integrative genomic analysis. Aging, 2019, 11, 5081-5107. 1.4 12



1207

Citation Report

# Article IF Citations

22404 Single-cell RNA-seq reveals RAD51AP1 as a potent mediator of EGFRvIII in human glioblastomas. Aging,
2019, 11, 7707-7722. 1.4 13

22405 CircUBAP2-mediated competing endogenous RNA network modulates tumorigenesis in pancreatic
adenocarcinoma. Aging, 2019, 11, 8484-8501. 1.4 59

22406 Conserved aging-related signatures of senescence and inflammation in different tissues and species.
Aging, 2019, 11, 8556-8572. 1.4 26

22407 Association of a novel seven-gene expression signature with the disease prognosis in colon cancer
patients. Aging, 2019, 11, 8710-8727. 1.4 25

22408 Identification of differentially expressed genes in non-small cell lung cancer. Aging, 2019, 11,
11170-11185. 1.4 28

22409 Development and validation of a nomogram with an autophagy-related gene signature for predicting
survival in patients with glioblastoma. Aging, 2019, 11, 12246-12269. 1.4 79

22410 Discovering master regulators in hepatocellular carcinoma: one novel MR, SEC14L2 inhibits cancer
cells. Aging, 2019, 11, 12375-12411. 1.4 15

22411
Genome-wide global identification of NRF2 binding sites in A549 non-small cell lung cancer cells by
ChIP-Seq reveals NRF2 regulation of genes involved in focal adhesion pathways. Aging, 2019, 11,
12600-12623.

1.4 23

22412 Expression profile-based screening for critical genes reveals S100A4, ACKR3 and CDH1 in
docetaxel-resistant prostate cancer cells. Aging, 2019, 11, 12754-12772. 1.4 9

22413 Lycorine induces autophagy-associated apoptosis by targeting MEK2 and enhances vemurafenib activity
in colorectal cancer. Aging, 2020, 12, 138-155. 1.4 18

22414 Genome-wide DNA copy number profiling and bioinformatics analysis of ovarian cancer reveals key
genes and pathways associated with distinct invasive/migratory capabilities. Aging, 2020, 12, 178-192. 1.4 8

22415 Identification of key genes by integrating DNA methylation and next-generation transcriptome
sequencing for esophageal squamous cell carcinoma. Aging, 2020, 12, 1332-1365. 1.4 17

22416 Elevated lymphocyte specific protein 1 expression is involved in the regulation of leukocyte migration
and immunosuppressive microenvironment in glioblastoma. Aging, 2020, 12, 1656-1684. 1.4 20

22417 Identification of an immune-related risk signature for predicting prognosis in clear cell renal cell
carcinoma. Aging, 2020, 12, 2302-2332. 1.4 48

22418 Integrated analysis of DNA methylation and mRNA expression profiles to identify key genes involved in
the regrowth of clinically non-functioning pituitary adenoma. Aging, 2020, 12, 2408-2427. 1.4 14

22419 Comprehensive analysis of circular RNA profiles in skeletal muscles of aging mice and after aerobic
exercise intervention. Aging, 2020, 12, 5071-5090. 1.4 20

22420 Development of a prognostic index and screening of potential biomarkers based on immunogenomic
landscape analysis of colorectal cancer. Aging, 2020, 12, 5832-5857. 1.4 34

22421 Microarray analysis of verbenalin-treated human amniotic epithelial cells reveals therapeutic
potential for Alzheimerâ€™s Disease. Aging, 2020, 12, 5516-5538. 1.4 17



1208

Citation Report

# Article IF Citations

22422 Integrated data analysis reveals significant associations of KEAP1 mutations with DNA methylation
alterations in lung adenocarcinomas. Aging, 2020, 12, 7183-7206. 1.4 7

22423 The shared KEGG pathways between icariin-targeted genes and osteoporosis. Aging, 2020, 12, 8191-8201. 1.4 17

22424 Tomatidine suppresses inflammation in primary articular chondrocytes and attenuates cartilage
degradation in osteoarthritic rats. Aging, 2020, 12, 12799-12811. 1.4 11

22425 MiR-1908/EXO1 and MiR-203a/FOS, regulated by scd1, are associated with fracture risk and bone health
in postmenopausal diabetic women. Aging, 2020, 12, 9549-9584. 1.4 28

22426 Resveratrol promotes osteogenesis and alleviates osteoporosis by inhibiting p53. Aging, 2020, 12,
10359-10369. 1.4 31

22427 p53 plays a central role in the development of osteoporosis. Aging, 2020, 12, 10473-10487. 1.4 20

22428 Neutrophil depletion enhances the therapeutic effect of PD-1 antibody on glioma. Aging, 2020, 12,
15290-15301. 1.4 11

22429 RNA-seq analysis of the key long noncoding RNAs and mRNAs related to cognitive impairment after
cardiac arrest and cardiopulmonary resuscitation. Aging, 2020, 12, 14490-14505. 1.4 5

22430 Identification of lncRNA biomarkers for lung cancer through integrative cross-platform data
analyses. Aging, 2020, 12, 14506-14527. 1.4 12

22431 Stearoyl-CoA desaturase 1 (SCD1) facilitates the growth and anti-ferroptosis of gastric cancer cells
and predicts poor prognosis of gastric cancer. Aging, 2020, 12, 15374-15391. 1.4 82

22432 A novel hypoxic tumor microenvironment signature for predicting the survival, progression, immune
responsiveness and chemoresistance of glioblastoma: a multi-omic study. Aging, 2020, 12, 17038-17061. 1.4 6

22433
Identification of a new pseudogenes/lncRNAs-hsa-miR-26b-5p-COL12A1 competing endogenous RNA
network associated with prognosis of pancreatic cancer using bioinformatics analysis. Aging, 2020,
12, 19107-19128.

1.4 12

22434 Chloride intracellular channel protein 2: prognostic marker and correlation with PD-1/PD-L1 in breast
cancer. Aging, 2020, 12, 17305-17327. 1.4 14

22435 BRD4/8/9 are prognostic biomarkers and associated with immune infiltrates in hepatocellular
carcinoma. Aging, 2020, 12, 17541-17567. 1.4 12

22436
Drug-selected population in melanoma A2058 cells as melanoma stem-like cells retained angiogenic
features &#x2013; the potential roles of heparan-sulfate binding ANGPTL4 protein. Aging, 2020, 12,
22700-22718.

1.4 2

22437 Identification of a competing endogenous RNA axis related to gastric cancer. Aging, 2020, 12,
20540-20560. 1.4 9

22438 Construction and validation of an immunity-related prognostic signature for breast cancer. Aging,
2020, 12, 21597-21612. 1.4 9

22439 Identification of a nomogram based on an 8-lncRNA signature as a novel diagnostic biomarker for
head and neck squamous cell carcinoma. Aging, 2020, 12, 20778-20800. 1.4 10



1209

Citation Report

# Article IF Citations

22440 Integrative analysis reveals novel driver genes and molecular subclasses of hepatocellular
carcinoma. Aging, 2020, 12, 23849-23871. 1.4 17

22441 Prognostic roles of metabolic reprogramming-associated genes in patients with hepatocellular
carcinoma. Aging, 2020, 12, 22199-22219. 1.4 14

22442 The value of a metabolic reprogramming-related gene signature for pancreatic adenocarcinoma
prognosis prediction. Aging, 2020, 12, 24228-24241. 1.4 15

22443 Comprehensive analysis of immune infiltration and gene expression for predicting survival in patients
with sarcomas. Aging, 2021, 13, 2168-2183. 1.4 9

22444 FGF19 functions as autocrine growth factor for hepatoblastoma. Genes and Cancer, 2016, 7, 125-135. 0.6 18

22445 Signaling transcript profile of the asexual intraerythrocytic development cycle of Plasmodium
falciparum induced by melatonin and cAMP. Genes and Cancer, 2016, 7, 323-339. 0.6 16

22446 HOXA10 is associated with temozolomide resistance through regulation of the homologous
recombinant DNA repair pathway in glioblastoma cell lines. Genes and Cancer, 2014, 5, 165-174. 0.6 32

22447 Dissecting the expression landscape of cytochromes P450 in hepatocellular carcinoma: towards
novel molecular biomarkers. Genes and Cancer, 2019, 10, 97-108. 0.6 8

22448 The role of FLI-1-EWS, a fusion gene reciprocal to EWS-FLI-1, in Ewing sarcoma. Genes and Cancer, 2015,
6, 452-461. 0.6 28

22449 Multiple myeloma cell lines and primary tumors proteome: protein biosynthesis and Immune system as
potential therapeutic targets. Genes and Cancer, 2015, 6, 462-471. 0.6 16

22450 High and low dose radiation effects on mammary adenocarcinoma cells â€“ an epigenetic connection.
Oncoscience, 2016, 3, 88-97. 0.9 4

22451 Low dose irradiation profoundly affects transcriptome and microRNAme in rat mammary gland
tissues. Oncoscience, 2014, 1, 751-762. 0.9 22

22452 Long non-coding RNA stabilizes the Y-box-binding protein 1 and regulates the epidermal growth factor
receptor to promote lung carcinogenesis. Oncotarget, 2016, 7, 59556-59571. 0.8 47

22453 Characterization of RON protein isoforms in pancreatic cancer: implications for biology and
therapeutics. Oncotarget, 2016, 7, 45959-45975. 0.8 24

22454 Transcriptome sequencing of neurologic diseases associated genes in HHV-6A infected human
astrocyte. Oncotarget, 2016, 7, 48070-48080. 0.8 7

22455 Genomic similarity between gastroesophageal junction and esophageal Barrett's adenocarcinomas.
Oncotarget, 2016, 7, 54867-54882. 0.8 14

22456 miR-151-5p, targeting chromatin remodeler SMARCA5, as a marker for the BRCAness phenotype.
Oncotarget, 2016, 7, 80363-80372. 0.8 21

22457 The miR-644a/CTBP1/p53 axis suppresses drug resistance by simultaneous inhibition of cell survival and
epithelial-mesenchymal transition in breast cancer. Oncotarget, 2016, 7, 49859-49877. 0.8 48



1210

Citation Report

# Article IF Citations

22458 Aberrant transcriptional networks in step-wise neurogenesis of paroxysmal kinesigenic
dyskinesia-induced pluripotent stem cells. Oncotarget, 2016, 7, 53611-53627. 0.8 4

22459 High expression of cholesterol biosynthesis genes is associated with resistance to statin treatment
and inferior survival in breast cancer. Oncotarget, 2016, 7, 59640-59651. 0.8 65

22460 Prognostic value of molecular events from negative surgical margin of non-small-cell lung cancer.
Oncotarget, 2017, 8, 53642-53653. 0.8 8

22461 MALDI imaging reveals NCOA7 as a potential biomarker in oral squamous cell carcinoma arising from
oral submucous fibrosis. Oncotarget, 2016, 7, 59987-60004. 0.8 27

22462 The gain and loss of long noncoding RNA associated-competing endogenous RNAs in prostate cancer.
Oncotarget, 2016, 7, 57228-57238. 0.8 43

22463 Proteomic identification of cyclophilin A as a potential biomarker and therapeutic target in oral
submucous fibrosis. Oncotarget, 2016, 7, 60348-60365. 0.8 18

22464 Mutational load and mutational patterns in relation to age in head and neck cancer. Oncotarget, 2016,
7, 69188-69199. 0.8 27

22465 Genome-wide gain-of-function screen for genes that induce epithelial-to-mesenchymal transition in
breast cancer. Oncotarget, 2016, 7, 61000-61020. 0.8 10

22466 Exocytosis of polyubiquitinated proteins in bortezomib-resistant leukemia cells: a role for MARCKS in
acquired resistance to proteasome inhibitors. Oncotarget, 2016, 7, 74779-74796. 0.8 16

22467 HMGA1 promotes metastatic processes in basal-like breast cancer regulating EMT and stemness.
Oncotarget, 2013, 4, 1293-1308. 0.8 145

22468 A Pyrazolo[3,4-<i>d</i>]pyrimidine compound inhibits Fyn phosphorylation and induces apoptosis in
natural killer cell leukemia. Oncotarget, 2016, 7, 65171-65184. 0.8 18

22469 NFIB overexpression cooperates with <i>Rb/p53</i> deletion to promote small cell lung cancer.
Oncotarget, 2016, 7, 57514-57524. 0.8 61

22470 Low-dose salinomycin induces anti-leukemic responses in AML and MLL. Oncotarget, 2016, 7, 73448-73461. 0.8 11

22471 Quantitative proteomics reveals FLNC as a potential progression marker for the development of
hepatocellular carcinoma. Oncotarget, 2016, 7, 68242-68252. 0.8 28

22472 Mutational burdens and evolutionary ages of thyroid follicular adenoma are comparable to those of
follicular carcinoma. Oncotarget, 2016, 7, 69638-69648. 0.8 70

22473 Epigenetic therapy potential of suberoylanilide hydroxamic acid on invasive human non-small cell
lung cancer cells. Oncotarget, 2016, 7, 68768-68780. 0.8 6

22474 A microRNA/Runx1/Runx2 network regulates prostate tumor progression from onset to
adenocarcinoma in TRAMP mice. Oncotarget, 2016, 7, 70462-70474. 0.8 21

22475
A gene expression signature of retinoblastoma loss-of-function is a predictive biomarker of resistance
to palbociclib in breast cancer cell lines and is prognostic in patients with ER positive early breast
cancer. Oncotarget, 2016, 7, 68012-68022.

0.8 110



1211

Citation Report

# Article IF Citations

22476 Deregulation of the pRb-E2F4 axis alters epidermal homeostasis and favors tumor development.
Oncotarget, 2016, 7, 75712-75728. 0.8 2

22477 A three ion channel genes-based signature predicts prognosis of primary glioblastoma patients and
reveals a chemotherapy sensitive subtype. Oncotarget, 2016, 7, 74895-74903. 0.8 19

22478 A long noncoding RNA positively regulates CD56 in human natural killer cells. Oncotarget, 2016, 7,
72546-72558. 0.8 39

22479 ZSCAN5B and primate-specific paralogs bind RNA polymerase III genes and extra-TFIIIC (ETC) sites to
modulate mitotic progression. Oncotarget, 2016, 7, 72571-72592. 0.8 5

22480 Genome-wide methylome analysis using MethylCap-seq uncovers 4 hypermethylated markers with high
sensitivity for both adeno- and squamous-cell cervical carcinoma. Oncotarget, 2016, 7, 80735-80750. 0.8 15

22481 FAM83D associates with high tumor recurrence after liver transplantation involving expansion of
CD44+ carcinoma stem cells. Oncotarget, 2016, 7, 77495-77507. 0.8 15

22482 CD99 triggering induces methuosis of Ewing sarcoma cells through IGF-1R/RAS/Rac1 signaling.
Oncotarget, 2016, 7, 79925-79942. 0.8 40

22483 Differentiated regulation of immune-response related genes between LUAD and LUSC subtypes of lung
cancers. Oncotarget, 2017, 8, 133-144. 0.8 54

22484 Identification of evolutionarily conserved DNA damage response genes that alter sensitivity to
cisplatin. Oncotarget, 2017, 8, 19156-19171. 0.8 11

22485 Proteomic profiling of NCI-60 extracellular vesicles uncovers common protein cargo and cancer
type-specific biomarkers. Oncotarget, 2016, 7, 86999-87015. 0.8 201

22486
Identification of biomarker microRNAs for predicting the response of colorectal cancer to
neoadjuvant chemoradiotherapy based on microRNA regulatory network. Oncotarget, 2017, 8,
2233-2248.

0.8 41

22487 Frequent silencing of the candidate tumor suppressor <i>TRIM58</i> by promoter methylation in
early-stage lung adenocarcinoma. Oncotarget, 2017, 8, 2890-2905. 0.8 40

22488 Induction of hypoxia and necrosis in multicellular tumor spheroids is associated with resistance to
chemotherapy treatment. Oncotarget, 2017, 8, 1725-1736. 0.8 154

22489 The role of miR-17-92 in the miRegulatory landscape of Ewing sarcoma. Oncotarget, 2017, 8, 10980-10993. 0.8 13

22490 Efficient induction of differentiation and growth inhibition in IDH1 mutant glioma cells by the DNMT
Inhibitor Decitabine. Oncotarget, 2013, 4, 1729-1736. 0.8 213

22491 Whole-exome sequencing identified mutational profiles of high-grade colon adenomas. Oncotarget,
2017, 8, 6579-6588. 0.8 27

22492 Proteins that interact with calgranulin B in the human colon cancer cell line HCT-116. Oncotarget,
2017, 8, 6819-6832. 0.8 10

22493 miR-124 represses the mesenchymal features and suppresses metastasis in Ewing sarcoma. Oncotarget,
2017, 8, 10274-10286. 0.8 23



1212

Citation Report

# Article IF Citations

22494 Large-scale DNA methylation expression analysis across 12 solid cancers reveals hypermethylation in
the calcium-signaling pathway. Oncotarget, 2017, 8, 11868-11876. 0.8 24

22495 A potential prognostic lncRNA signature for predicting survival in patients with bladder urothelial
carcinoma. Oncotarget, 2017, 8, 10485-10497. 0.8 39

22496 NFkB disrupts tissue polarity in 3D by preventing integration of microenvironmental signals.
Oncotarget, 2013, 4, 2010-2020. 0.8 42

22497 Comprehensive proteome analysis of lysosomes reveals the diverse function of macrophages in
immune responses. Oncotarget, 2017, 8, 7420-7440. 0.8 28

22498 Genome-wide DNA copy number analysis in clonally expanded human ovarian cancer cells with distinct
invasive/migratory capacities. Oncotarget, 2017, 8, 15136-15148. 0.8 6

22499 A novel seven-long non-coding RNA signature predicts survival in early stage lung adenocarcinoma.
Oncotarget, 2017, 8, 14876-14886. 0.8 17

22500 A meta-analysis of HLA peptidome composition in different hematological entities: entity-specific
dividing lines and â€œpan-leukemiaâ€• antigens. Oncotarget, 2017, 8, 43915-43924. 0.8 12

22501 Transcriptome analysis reveals non-identical microRNA profiles between arterial and venous plasma.
Oncotarget, 2017, 8, 28471-28480. 0.8 19

22502 The Î²-catenin/CBP-antagonist ICG-001 inhibits pediatric glioma tumorigenicity in a Wnt-independent
manner. Oncotarget, 2017, 8, 27300-27313. 0.8 35

22503 Regulatory network of <i>GATA3</i> in pediatric acute lymphoblastic leukemia. Oncotarget, 2017, 8,
36040-36053. 0.8 30

22504 NELL1, whose high expression correlates with negative outcomes, has different methylation patterns
in alveolar and embryonal rhabdomyosarcoma. Oncotarget, 2017, 8, 33086-33099. 0.8 14

22505 The clinical value, regulatory mechanisms, and gene network of the cancer-testis gene <i>STK31</i> in
pancreatic cancer. Oncotarget, 2017, 8, 35154-35164. 0.8 3

22506 RNA sequencing-based cell proliferation analysis across 19 cancers identifies a subset of
proliferation-informative cancers with a common survival signature. Oncotarget, 2017, 8, 38668-38681. 0.8 29

22507 Dry age-related macular degeneration like pathology in aged 5XFAD mice: Ultrastructure and
microarray analysis. Oncotarget, 2017, 8, 40006-40018. 0.8 29

22508 Personalizing Chinese medicine by integrating molecular features of diseases and herb ingredient
information: application to acute myeloid leukemia. Oncotarget, 2017, 8, 43579-43591. 0.8 3

22509 Prognosis of stage III colorectal carcinomas with FOLFOX adjuvant chemotherapy can be predicted by
molecular subtype. Oncotarget, 2017, 8, 39367-39381. 0.8 38

22510 Analysis of Bos taurus and Sus scrofa X and Y chromosome transcriptome highlights reproductive
driver genes. Oncotarget, 2017, 8, 54416-54433. 0.8 6

22511 Transcriptome profiling identifies a recurrent <i>CRYL1-IFT88</i> chimeric transcript in
hepatocellular carcinoma. Oncotarget, 2017, 8, 40693-40704. 0.8 8



1213

Citation Report

# Article IF Citations

22512 Chaperone-mediated autophagy substrate proteins in cancer. Oncotarget, 2017, 8, 51970-51985. 0.8 28

22513 Urinary exosomes reveal protein signatures in hypertensive patients with albuminuria. Oncotarget,
2017, 8, 44217-44231. 0.8 33

22514 Increased transcriptional and metabolic capacity for lipid metabolism in the peripheral zone of the
prostate may underpin its increased susceptibility to cancer. Oncotarget, 2017, 8, 84902-84916. 0.8 14

22515 Notch signaling regulates metabolic heterogeneity in glioblastoma stem cells. Oncotarget, 2017, 8,
64932-64953. 0.8 58

22516 Long non-coding RNAs could act as vectors for paternal heredity of high fat diet-induced obesity.
Oncotarget, 2017, 8, 47876-47889. 0.8 31

22517 Heme-oxygenase-1 implications in cell morphology and the adhesive behavior of prostate cancer cells.
Oncotarget, 2014, 5, 4087-4102. 0.8 53

22518 NKL homeobox gene MSX1 acts like a tumor suppressor in NK-cell leukemia. Oncotarget, 2017, 8,
66815-66832. 0.8 15

22519 Identification of two novel biomarkers of rectal carcinoma progression and prognosis via
co-expression network analysis. Oncotarget, 2017, 8, 69594-69609. 0.8 27

22520 miR-331-3p and Aurora Kinase inhibitor II co-treatment suppresses prostate cancer tumorigenesis and
progression. Oncotarget, 2017, 8, 55116-55134. 0.8 21

22521 microRNA-148a dysregulation discriminates poor prognosis of hepatocellular carcinoma in
association with USP4 overexpression. Oncotarget, 2014, 5, 2792-2806. 0.8 85

22522 A meta-analysis of transcriptomic characterization revealed extracellular matrix pathway involved in
the H5N1 and H7N9 infections. Oncotarget, 2017, 8, 62561-62572. 0.8 4

22523 Integration of ALV into <i>CTDSPL</i> and <i>CTDSPL2</i> genes in B-cell lymphomas promotes cell
immortalization, migration and survival. Oncotarget, 2017, 8, 57302-57315. 0.8 16

22524 NRF2-regulated metabolic gene signature as a prognostic biomarker in non-small cell lung cancer.
Oncotarget, 2017, 8, 69847-69862. 0.8 39

22525 The shared and specific mechanism of four autoimmune diseases. Oncotarget, 2017, 8, 108355-108374. 0.8 25

22526 Identification of hub genes involved in the development of hepatocellular carcinoma by
transcriptome sequencing. Oncotarget, 2017, 8, 60358-60367. 0.8 8

22527 Coexpression analysis identifies nuclear reprogramming barriers of somatic cell nuclear transfer
embryos. Oncotarget, 2017, 8, 65847-65859. 0.8 22

22528 SLC3A2, antigen of mAb 3G9, promotes migration and invasion by upregulating of mucins in gastric
cancer. Oncotarget, 2017, 8, 88586-88598. 0.8 12

22529 Identification of a p53-repressed gene module in breast cancer cells. Oncotarget, 2017, 8, 55821-55836. 0.8 6



1214

Citation Report

# Article IF Citations

22530 Gene expression and molecular pathway activation signatures of MYCN-amplified neuroblastomas.
Oncotarget, 2017, 8, 83768-83780. 0.8 39

22531 High expression of <i>dedicator of cytokinesis 1</i> (<i>DOCK1</i>) confers poor prognosis in acute
myeloid leukemia. Oncotarget, 2017, 8, 72250-72259. 0.8 20

22532 Downregulation of miR-99a/let-7c/miR-125b miRNA cluster predicts clinical outcome in patients with
unresected malignant pleural mesothelioma. Oncotarget, 2017, 8, 68627-68640. 0.8 27

22533 Tsp1 promotes alveolar stem cell proliferation and its down-regulation relates to lung inflammation
in intralobar pulmonary sequestration. Oncotarget, 2017, 8, 64867-64877. 0.8 8

22534 Chemopreventive and chemotherapeutic effects of dietary supplementation of vitamin D on
cholangiocarcinoma in a Chemical-Induced animal model. Oncotarget, 2014, 5, 3849-3861. 0.8 15

22535
Comprehensive bioinformatics analysis of the characterization and determination underlying
mechanisms of over-expression and co-expression of genes residing on 20q in colorectal cancer.
Oncotarget, 2017, 8, 78642-78659.

0.8 17

22536 The conjugated antimetabolite 5-FdU-ECyd and its cellular and molecular effects on platinum-sensitive
vs. -resistant ovarian cancer cells in vitro. Oncotarget, 2017, 8, 76935-76948. 0.8 5

22537 Identification of the PAK4 interactome reveals PAK4 phosphorylation of N-WASP and promotion of
Arp2/3-dependent actin polymerization. Oncotarget, 2017, 8, 77061-77074. 0.8 23

22538 Chondroitin sulfate proteoglycan serglycin influences protein cargo loading and functions of
tumor-derived exosomes. Oncotarget, 2017, 8, 73723-73732. 0.8 20

22539 KH-type splicing regulatory protein is involved in esophageal squamous cell carcinoma progression.
Oncotarget, 2017, 8, 101130-101145. 0.8 15

22540 The subcellular distribution and function of MTA1 in cancer differentiation. Oncotarget, 2014, 5,
5153-5164. 0.8 37

22541
Characterization of epithelial-mesenchymal transition intermediate/hybrid phenotypes associated to
resistance to EGFR inhibitors in non-small cell lung cancer cell lines. Oncotarget, 2017, 8,
103340-103363.

0.8 44

22542 Identification of hub genes related to silicone-induced immune response in rats. Oncotarget, 2017, 8,
99772-99783. 0.8 6

22543 Metformin induces cell cycle arrest at the G1 phase through E2F8 suppression in lung cancer cells.
Oncotarget, 2017, 8, 101509-101519. 0.8 31

22544 Prioritizing chronic obstructive pulmonary disease (COPD) candidate genes in COPD-related
networks. Oncotarget, 2017, 8, 103375-103384. 0.8 5

22545 Integrated analysis of mRNA and miRNA expression profiles in livers of Yimeng black pigs with extreme
phenotypes for backfat thickness. Oncotarget, 2017, 8, 114787-114800. 0.8 9

22546 Impact of human MLL/COMPASS and polycomb complexes on the DNA methylome. Oncotarget, 2014, 5,
6338-6352. 0.8 9

22547 MicroRNA co-expression networks exhibit increased complexity in pancreatic ductal compared to
Vater's papilla adenocarcinoma. Oncotarget, 2017, 8, 105320-105339. 0.8 9



1215

Citation Report

# Article IF Citations

22548 Identification of a three miRNA signature as a novel potential prognostic biomarker in patients with
bladder cancer. Oncotarget, 2017, 8, 105553-105560. 0.8 14

22549 Systemic bioinformatics analysis of recurrent aphthous stomatitis gene expression profiles.
Oncotarget, 2017, 8, 111064-111072. 0.8 29

22550 Expression of TDRD9 in a subset of lung carcinomas by CpG island hypomethylation protects from DNA
damage. Oncotarget, 2018, 9, 9618-9631. 0.8 29

22551 Identification of novel genes in aging osteoblasts using next-generation sequencing and
bioinformatics. Oncotarget, 2017, 8, 113598-113613. 0.8 13

22552 Identification of cancer prognosis-associated functional modules using differential co-expression
networks. Oncotarget, 2017, 8, 112928-112941. 0.8 11

22553 Identification of bladder cancer prognostic biomarkers using an ageing gene-related competitive
endogenous RNA network. Oncotarget, 2017, 8, 111742-111753. 0.8 7

22554 Highly preserved consensus gene modules in human papilloma virus 16 positive cervical cancer and
head and neck cancers. Oncotarget, 2017, 8, 114031-114040. 0.8 2

22555 Epstein-Barr virus BALF3 mediates genomic instability and progressive malignancy in nasopharyngeal
carcinoma. Oncotarget, 2014, 5, 8583-8601. 0.8 57

22556 Uncovering genetic and non-genetic biomarkers specific for exudative age-related macular
degeneration: significant association of twelve variants. Oncotarget, 2018, 9, 7812-7821. 0.8 33

22557 APOBEC-mediated mutagenesis in urothelial carcinoma is associated with improved survival,
mutations in DNA damage response genes, and immune response. Oncotarget, 2018, 9, 4537-4548. 0.8 92

22558 Î±-Tocopherol succinate enhances pterostilbene anti-tumor activity in human breast cancer cells <i>in
vivo</i> and <i>in vitro</i>. Oncotarget, 2018, 9, 4593-4606. 0.8 23

22559 A long non-coding RNA signature for predicting survival in patients with colorectal cancer.
Oncotarget, 2018, 9, 21687-21695. 0.8 11

22560 Proteomic analyses identify prognostic biomarkers for pancreatic ductal adenocarcinoma.
Oncotarget, 2018, 9, 9789-9807. 0.8 38

22561
Integrated analysis of fine-needle-aspiration cystic fluid proteome, cancer cell secretome, and public
transcriptome datasets for papillary thyroid cancer biomarker discovery. Oncotarget, 2018, 9,
12079-12100.

0.8 23

22562 Molecular characterization of breast cancer cell response to metabolic drugs. Oncotarget, 2018, 9,
9645-9660. 0.8 22

22563 IsomiR expression profiles in human lymphoblastoid cell lines exhibit population and gender
dependencies. Oncotarget, 2014, 5, 8790-8802. 0.8 103

22564 FOXF1 mediates mesenchymal stem cell fusion-induced reprogramming of lung cancer cells.
Oncotarget, 2014, 5, 9514-9529. 0.8 69

22565 HMGA2 enhances 5-fluorouracil chemoresistance in colorectal cancer via the Dvl2/Wnt pathway.
Oncotarget, 2018, 9, 9963-9974. 0.8 29



1216

Citation Report

# Article IF Citations

22566 ERK inhibition represses gefitinib resistance in non-small cell lung cancer cells. Oncotarget, 2018, 9,
12020-12034. 0.8 25

22567 Quantitative mass spectrometry analysis reveals a panel of nine proteins as diagnostic markers for
colon adenocarcinomas. Oncotarget, 2018, 9, 13530-13544. 0.8 23

22568 Molecular and clinical features of the <i>TP53</i> signature gene expression profile in early-stage
breast cancer. Oncotarget, 2018, 9, 14193-14206. 0.8 11

22569 Aberrant expression of NKL homeobox gene HLX in Hodgkin lymphoma. Oncotarget, 2018, 9, 14338-14353. 0.8 12

22570 In silico prediction of targets for anti-angiogenesis and their in vitro evaluation confirm the
involvement of SOD3 in angiogenesis. Oncotarget, 2018, 9, 17349-17367. 0.8 1

22571 MYCN acts as a direct co-regulator of p53 in MYCN amplified neuroblastoma. Oncotarget, 2018, 9,
20323-20338. 0.8 28

22572 Correlation between lower balance of Th2 helper T-cells and expression of PD-L1/PD-1 axis genes
enables prognostic prediction in patients with glioblastoma. Oncotarget, 2018, 9, 19065-19078. 0.8 37

22573 Multidimensional analysis of gene expression reveals TGFB1I1-induced EMT contributes to malignant
progression of astrocytomas. Oncotarget, 2014, 5, 12593-12606. 0.8 36

22574 Association of increased primary breast tumor AGR2 with decreased disease-specific survival.
Oncotarget, 2018, 9, 23114-23125. 0.8 11

22575 ERÎ±-mediated cell cycle progression is an important requisite for CDK4/6 inhibitor response in HR+
breast cancer. Oncotarget, 2018, 9, 27736-27751. 0.8 11

22576 Transcriptome profiling of anti-mÃ¼llerian hormone treated preantral/small antral mouse ovary
follicles. Oncotarget, 2018, 9, 30253-30267. 0.8 3

22577 A role for BMP-induced homeobox gene<i>MIXL1</i>in acute myelogenous leukemia and identification
of type I BMP receptor as a potential target for therapy. Oncotarget, 2014, 5, 12675-12693. 0.8 19

22578 Tumor endothelial marker 8 promotes cancer progression and metastasis. Oncotarget, 2018, 9,
30173-30188. 0.8 20

22579 Identifying the druggable interactome of EWS-FLI1 reveals MCL-1 dependent differential sensitivities of
Ewing sarcoma cells to apoptosis inducers. Oncotarget, 2018, 9, 31018-31031. 0.8 10

22580 miR-193b and miR-30c-1* inhibit, whereas miR-576-5p enhances melanoma cell invasion <i>in vitro</i>.
Oncotarget, 2018, 9, 32507-32522. 0.8 21

22581 Oncostatin M is overexpressed in skin squamous-cell carcinoma and promotes tumor progression.
Oncotarget, 2018, 9, 36457-36473. 0.8 17

22582 NKL homeobox gene NKX2-2 is aberrantly expressed in Hodgkin lymphoma. Oncotarget, 2018, 9,
37480-37496. 0.8 16

22583 Imbalanced sphingolipid signaling is maintained as a core proponent of a cancerous phenotype in spite
of metabolic pressure and epigenetic drift. Oncotarget, 2019, 10, 449-479. 0.8 6



1217

Citation Report

# Article IF Citations

22584 DNA hypomethylation-related overexpression of SFN, GORASP2 and ZYG11A is a novel prognostic
biomarker for early stage lung adenocarcinoma. Oncotarget, 2019, 10, 1625-1636. 0.8 17

22585 Comparative RNA-seq analysis reveals dys-regulation of major canonical pathways in ERG-inducible
LNCaP cell progression model of prostate cancer. Oncotarget, 2019, 10, 4290-4306. 0.8 5

22586 Schwann cell reprogramming and lung cancer progression: a meta-analysis of transcriptome data.
Oncotarget, 2019, 10, 7288-7307. 0.8 15

22587 Analog-sensitive cell line identifies cellular substrates of CDK9. Oncotarget, 2019, 10, 6934-6943. 0.8 18

22588 Molecular signature induced by RNASET2, a tumor antagonizing gene, in ovarian cancer cells.
Oncotarget, 2011, 2, 477-484. 0.8 30

22589 hPCL3S promotes proliferation and migration of androgen-independent prostate cancer cells.
Oncotarget, 2020, 11, 1051-1074. 0.8 6

22590 Meta-analysis of gene expression profiling reveals novel basal gene signatures in MCF-10A cells
transformed with cadmium. Oncotarget, 2020, 11, 3601-3617. 0.8 5

22591 Tumor circulating DNA profiling in xenografted mice exposed to intermittent hypoxia. Oncotarget,
2015, 6, 556-569. 0.8 34

22592 NF-ÎºB signaling mediates acquired resistance after PARP inhibition. Oncotarget, 2015, 6, 3825-3839. 0.8 35

22593 Population analysis of microsatellite genotypes reveals a signature associated with ovarian cancer.
Oncotarget, 2015, 6, 11407-11420. 0.8 3

22594 Progression of naive intraepithelial neoplasia genome to aggressive squamous cell carcinoma genome
of uterine cervix. Oncotarget, 2015, 6, 4385-4393. 0.8 16

22595 Identification of a microRNA signature associated with risk of distant metastasis in nasopharyngeal
carcinoma. Oncotarget, 2015, 6, 4537-4550. 0.8 50

22596 Top2a identifies and provides epigenetic rationale for novel combination therapeutic strategies for
aggressive prostate cancer. Oncotarget, 2015, 6, 3136-3146. 0.8 50

22597 Transcriptome-wide identification and study of cancer-specific splicing events across multiple
tumors. Oncotarget, 2015, 6, 6825-6839. 0.8 36

22598 Genomic differences between pure ductal carcinoma <i>in situ</i> and synchronous ductal carcinoma
<i>in situ</i> with invasive breast cancer. Oncotarget, 2015, 6, 7597-7607. 0.8 67

22599 Genome-wide 5-hydroxymethylcytosine modification pattern is a novel epigenetic feature of
globozoospermia. Oncotarget, 2015, 6, 6535-6543. 0.8 12

22600 Altered radiation responses of breast cancer cells resistant to hormonal therapy. Oncotarget, 2015, 6,
1678-1694. 0.8 17

22601 <i>In vivo</i>treatment with epigenetic modulating agents induces transcriptional alterations
associated with prognosis and immunomodulation in multiple myeloma. Oncotarget, 2015, 6, 3319-3334. 0.8 25



1218

Citation Report

# Article IF Citations

22602 MicroRNA-146a modulates B-cell oncogenesis by regulating Egr1. Oncotarget, 2015, 6, 11023-11037. 0.8 39

22603 The SNP rs6500843 in 16p13.3 is associated with survival specifically among chemotherapy-treated
breast cancer patients. Oncotarget, 2015, 6, 7390-7407. 0.8 15

22604 Prognostic value of a 92-probe signature in breast cancer. Oncotarget, 2015, 6, 15662-15680. 0.8 14

22605 OGFOD1 is required for breast cancer cell proliferation and is associated with poor prognosis in
breast cancer. Oncotarget, 2015, 6, 19528-19541. 0.8 8

22606 Prognostic microRNAs modulate the RHO adhesion pathway: A potential therapeutic target in
undifferentiated pleomorphic sarcomas. Oncotarget, 2015, 6, 39127-39139. 0.8 14

22607 <i>Cynara scolymus</i> affects malignant pleural mesothelioma by promoting apoptosis and
restraining invasion. Oncotarget, 2015, 6, 18134-18150. 0.8 36

22608 Transcriptome profiling of esophageal squamous cell carcinoma reveals a long noncoding RNA acting
as a tumor suppressor. Oncotarget, 2015, 6, 17065-17080. 0.8 39

22609 Tracking sub-clonal <i>TP53</i> mutated tumor cells in human metastatic renal cell carcinoma.
Oncotarget, 2015, 6, 19279-19289. 0.8 28

22610 YM155, a survivin suppressant, triggers PARP-dependent cell death (parthanatos) and inhibits
esophageal squamous-cell carcinoma xenografts in mice. Oncotarget, 2015, 6, 18445-18459. 0.8 34

22611 The prognosis of hepatocellular carcinoma after curative hepatectomy in young patients. Oncotarget,
2015, 6, 18664-18673. 0.8 18

22612 Virus-encoded microRNA contributes to the molecular profile of EBV-positive Burkitt lymphomas.
Oncotarget, 2016, 7, 224-240. 0.8 33

22613 Inhibition of p53 expression modifies the specificity of chromatin binding by the androgen receptor.
Oncotarget, 2012, 3, 183-194. 0.8 25

22614 Comprehensive molecular pathology analysis of small bowel adenocarcinoma reveals novel targets
with potential for clinical utility. Oncotarget, 2015, 6, 20863-20874. 0.8 41

22615 A genome-wide assessment of rare copy number variants in colorectal cancer. Oncotarget, 2015, 6,
26411-26423. 0.8 11

22616 Targeting the mRNA-binding protein HuR impairs malignant characteristics of pancreatic ductal
adenocarcinoma cells. Oncotarget, 2015, 6, 27312-27331. 0.8 47

22617 Stroma derived COL6A3 is a potential prognosis marker of colorectal carcinoma revealed by
quantitative proteomics. Oncotarget, 2015, 6, 29929-29946. 0.8 55

22618 CRC-113 gene expression signature for predicting prognosis in patients with colorectal cancer.
Oncotarget, 2015, 6, 31674-31692. 0.8 30

22619 Inhibition of c-MYC with involvement of ERK/JNK/MAPK and AKT pathways as a novel mechanism for
shikonin and its derivatives in killing leukemia cells. Oncotarget, 2015, 6, 38934-38951. 0.8 70



1219

Citation Report

# Article IF Citations

22620 Immature myeloid progenitors promote disease progression in a mouse model of Barrett's-like
metaplasia. Oncotarget, 2015, 6, 32980-33005. 0.8 10

22621 Genome and transcriptome delineation of two major oncogenic pathways governing invasive ductal
breast cancer development. Oncotarget, 2015, 6, 36652-36674. 0.8 24

22622 Aberrant expression of homeobox gene SIX1 in Hodgkin lymphoma. Oncotarget, 2015, 6, 40112-40126. 0.8 13

22623 Heterogeneity revealed by integrated genomic analysis uncovers a molecular switch in malignant
uveal melanoma. Oncotarget, 2015, 6, 37824-37835. 0.8 46

22624 The novel combination of dual mTOR inhibitor AZD2014 and pan-PIM inhibitor AZD1208 inhibits growth
in acute myeloid leukemia via HSF pathway suppression. Oncotarget, 2015, 6, 37930-37947. 0.8 32

22625 Elucidating the cancer-specific genetic alteration spectrum of glioblastoma derived cell lines from
whole exome and RNA sequencing. Oncotarget, 2015, 6, 43452-43471. 0.8 62

22626 Dynamic reprogramming of DNA methylation in SETD2-deregulated renal cell carcinoma. Oncotarget,
2016, 7, 1927-1946. 0.8 52

22627 <i>ZYG11A</i> serves as an oncogene in non-small cell lung cancer and influences <i>CCNE1</i>
expression. Oncotarget, 2016, 7, 8029-8042. 0.8 26

22628 Identifying anti-cancer drug response related genes using an integrative analysis of transcriptomic
and genomic variations with cell line-based drug perturbations. Oncotarget, 2016, 7, 9404-9419. 0.8 12

22629 Meta-analysis of the differentially expressed microRNA profiles in nasopharyngeal carcinoma.
Oncotarget, 2016, 7, 10513-10521. 0.8 26

22630 ACTP: A webserver for predicting potential targets and relevant pathways of autophagy-modulating
compounds. Oncotarget, 2016, 7, 10015-10022. 0.8 16

22631 Non-coding RNA LINC00857 is predictive of poor patient survival and promotes tumor progression via
cell cycle regulation in lung cancer. Oncotarget, 2016, 7, 11487-11499. 0.8 51

22632
Construction and analysis of cardiac hypertrophy-associated lncRNA-mRNA network based on
competitive endogenous RNA reveal functional lncRNAs in cardiac hypertrophy. Oncotarget, 2016, 7,
10827-10840.

0.8 101

22633 PKCÎ´ regulates integrin Î±VÎ²3 expression and transformed growth of K-ras dependent lung cancer cells.
Oncotarget, 2016, 7, 17905-17919. 0.8 14

22634 Rac1b enhances cell survival through activation of the JNK2/c-JUN/Cyclin-D1 and AKT2/MCL1 pathways.
Oncotarget, 2016, 7, 17970-17985. 0.8 22

22635 Identification of a six microRNA signature as a novel potential prognostic biomarker in patients with
head and neck squamous cell carcinoma. Oncotarget, 2016, 7, 21579-21590. 0.8 29

22636 Tumor-promoting function and prognostic significance of the RNA-binding protein T-cell
intracellular antigen-1 in esophageal squamous cell carcinoma. Oncotarget, 2016, 7, 17111-17128. 0.8 22

22637 Integrated analysis of long non-coding RNAs in human colorectal cancer. Oncotarget, 2016, 7,
23897-23908. 0.8 33



1220

Citation Report

# Article IF Citations

22638 Genetic overlap between type 2 diabetes and major depressive disorder identified by bioinformatics
analysis. Oncotarget, 2016, 7, 17410-17414. 0.8 21

22639 In-depth analysis of secretome and N-glycosecretome of human hepatocellular carcinoma metastatic
cell lines shed light on metastasis correlated proteins. Oncotarget, 2016, 7, 22031-22049. 0.8 18

22640 Apoptosis signal-regulating kinase 1 mediates the inhibitory effect of hepatocyte nuclear factor-4Î± on
hepatocellular carcinoma. Oncotarget, 2016, 7, 27408-27421. 0.8 18

22641 Downregulation of ATOH8 induced by EBV-encoded LMP1 contributes to the malignant phenotype of
nasopharyngeal carcinoma. Oncotarget, 2016, 7, 26765-26779. 0.8 17

22642
Comprehensive analysis of lncRNA expression profiles reveals a novel lncRNA signature to
discriminate nonequivalent outcomes in patients with ovarian cancer. Oncotarget, 2016, 7,
32433-32448.

0.8 121

22643 Predictive microRNAs for lymph node metastasis in endoscopically resectable submucosal colorectal
cancer. Oncotarget, 2016, 7, 32902-32915. 0.8 20

22644 Th17 cytokine differentiation and loss of plasticity after SOCS1 inactivation in a cutaneous T-cell
lymphoma. Oncotarget, 2016, 7, 34201-34216. 0.8 18

22645 RMEL3, a novel BRAFV600E-associated long noncoding RNA, is required for MAPK and PI3K signaling in
melanoma. Oncotarget, 2016, 7, 36711-36718. 0.8 25

22646 Piwi-interacting RNAs and PIWI genes as novel prognostic markers for breast cancer. Oncotarget,
2016, 7, 37944-37956. 0.8 78

22647
Reprogramming human A375 amelanotic melanoma cells by catalase overexpression: Upregulation of
antioxidant genes correlates with regression of melanoma malignancy and with malignant
progression when downregulated. Oncotarget, 0, 7, 41154-41171.

0.8 27

22648 The FOXG1/FOXO/SMAD network balances proliferation and differentiation of cortical progenitors
and activates<i>Kcnh3</i>expression in mature neurons. Oncotarget, 2016, 7, 37436-37455. 0.8 64

22649 HMGA2 sustains self-renewal and invasiveness of glioma-initiating cells. Oncotarget, 2016, 7,
44365-44380. 0.8 22

22650 Breast cancer subtype dictates DNA methylation and ALDH1A3-mediated expression of tumor
suppressor RARRES1. Oncotarget, 2016, 7, 44096-44112. 0.8 26

22651 Genome-wide comparison of the transcriptomes of highly enriched normal and chronic myeloid
leukemia stem and progenitor cell populations. Oncotarget, 2013, 4, 715-728. 0.8 92

22652 Deregulation of polycomb repressor complex 1 modifier AUTS2 in T-cell leukemia. Oncotarget, 2016, 7,
45398-45413. 0.8 15

22653 Fecal Host Transcriptomics for Non-invasive Human Mucosal Immune Profiling: Proof of Concept in
Clostridium difficile Infection. Pathogens and Immunity, 2018, 3, 164. 1.4 9

22654
Evidence for Persistent Monocyte and Immune Dysregulation After Prolonged Viral Suppression
Despite Normalization of Monocyte Subsets, sCD14 and sCD163 in HIV-Infected Individuals. Pathogens
and Immunity, 2019, 4, 324.

1.4 11

22655 Bioinformatics tools for analysing viral genomic data. OIE Revue Scientifique Et Technique, 2016, 35,
271-285. 0.5 16



1221

Citation Report

# Article IF Citations

22657 Systematic identification of key genes and pathways in clear cell renal cell carcinoma on
bioinformatics analysis. Annals of Translational Medicine, 2019, 7, 89-89. 0.7 17

22658 Comprehensive circular RNA profiling identifies CircFAM120A as a new biomarker of hypoxic lung
adenocarcinoma. Annals of Translational Medicine, 2019, 7, 442-442. 0.7 25

22659 Based on network pharmacology to explore the molecular mechanisms of astragalus membranaceus
for treating T2 diabetes mellitus. Annals of Translational Medicine, 2019, 7, 633-633. 0.7 36

22660 Genetic landscape of prognostic value in pancreatic ductal adenocarcinoma microenvironment.
Annals of Translational Medicine, 2019, 7, 645-645. 0.7 26

22661 GLUT1/3/4 as novel biomarkers for the prognosis of human breast cancer. Translational Cancer
Research, 2020, 9, 2363-2377. 0.4 15

22662 Screening of potential biomarkers and their predictive value in early stage non-small cell lung cancer:
a bioinformatics analysis. Translational Lung Cancer Research, 2019, 8, 797-807. 1.3 28

22663
FAT1, a direct transcriptional target of E2F1, suppresses cell proliferation, migration and invasion in
esophageal squamous cell carcinoma. Chinese Journal of Cancer Research: Official Journal of China
Anti-Cancer Association, Beijing Institute for Cancer Research, 2019, 31, 609-619.

0.7 21

22664 Transcriptomic Study of Early Responses to the Bud Dormancy-breaking Agent Hydrogen Cyanamide in
â€˜TropicBeautyâ€™ Peach. Journal of the American Society for Horticultural Science, 2019, 144, 244-256. 0.5 16

22665 ROSE: A Deep Learning Based Framework for Predicting Ribosome Stalling. SSRN Electronic Journal, 0, ,
. 0.4 2

22666 The Landscape of Pervasive Horizontal Pleiotropy in Human Genetic Variation is Driven by Extreme
Polygenicity of Human Traits and Diseases. SSRN Electronic Journal, 0, , . 0.4 3

22667 &lt;i&gt;Hox&lt;/i&gt;-Dependent Coordination of Cardiac Cell Patterning and Differentiation. SSRN
Electronic Journal, 0, , . 0.4 1

22668 Evidence for Epigenetic Alterations in Turner Syndrome Opens up Feasibility of New Pharmaceutical
Interventions. Current Pharmaceutical Design, 2014, 20, 1778-1785. 0.9 22

22669
Systematic Analysis of RNAi Reports Identifies Dismal Commonality at Gene-Level and Reveals an
Unprecedented Enrichment in Pooled shRNA Screens. Combinatorial Chemistry and High Throughput
Screening, 2013, 16, 665-681.

0.6 29

22670
Comparative Analysis of RNAi Screening Technologies at Genome-Scale Reveals an Inherent Processing
Inefficiency of the Plasmid-Based shRNA Hairpin. Combinatorial Chemistry and High Throughput
Screening, 2014, 17, 98-113.

0.6 6

22671 Identification of Potential Biomarkers in Neonatal Sepsis by Establishing a Competitive Endogenous
RNA Network. Combinatorial Chemistry and High Throughput Screening, 2020, 23, 369-380. 0.6 10

22672 Epigenetic Changes Associated with Early Life Experiences: Saliva, A Biospecimen for DNA Methylation
Signatures. Current Genomics, 2018, 19, 676-698. 0.7 14

22673 Profile of HBV Integration in the Plasma DNA of Hepatocellular Carcinoma Patients. Current
Genomics, 2019, 20, 61-68. 0.7 13

22674 Bioinformatics Analysis based on Multiple Databases Identifies Hub Genes Associated with
Hepatocellular Carcinoma. Current Genomics, 2019, 20, 349-361. 0.7 34



1222

Citation Report

# Article IF Citations

22675 Applications of Machine Learning in miRNA Discovery and Target Prediction. Current Genomics, 2020,
20, 537-544. 0.7 19

22676 Transcriptional Remodeling in Primary Hippocampal Astrocytes from an Alzheimerâ€™s Disease Mouse
Model. Current Alzheimer Research, 2018, 15, 986-1004. 0.7 15

22677 Bioinformatics Tools for the Functional Interpretation of Quantitative Proteomics Results. Current
Topics in Medicinal Chemistry, 2014, 14, 435-449. 1.0 14

22678 Prediction and Analysis of Hub Genes in Renal Cell Carcinoma based on CFS Gene Selection Method
Combined with Adaboost Algorithm. Medicinal Chemistry, 2020, 16, 654-663. 0.7 13

22679 Identification of Bone Metastasis-associated Genes of Gastric Cancer by Genome-wide Transcriptional
Profiling. Current Bioinformatics, 2018, 14, 62-69. 0.7 12

22680 Function Analysis of Human Protein Interactions Based on a Novel Minimal Loop Algorithm. Current
Bioinformatics, 2019, 14, 164-173. 0.7 5

22681 A New Approach for Predicting the Value of Gene Expression: Two-way Collaborative Filtering.
Current Bioinformatics, 2019, 14, 480-490. 0.7 5

22682 Analysis of the Epigenetic Signature of Cell Reprogramming by Computational DNA Methylation
Profiles. Current Bioinformatics, 2020, 15, 589-599. 0.7 24

22683 Integrated In-silico Analysis to Study the Role of microRNAs in the Detection of Chronic Kidney
Diseases. Current Bioinformatics, 2020, 15, 144-154. 0.7 10

22684
Integrated System Pharmacology and In Silico Analysis Elucidating Neuropharmacological Actions of
Withania somnifera in the Treatment of Alzheimerâ€™s Disease. CNS and Neurological Disorders - Drug
Targets, 2020, 19, 541-556.

0.8 6

22685 Functional and Genomic Features of Human Genes Mutated in Neuropsychiatric Disorders. The Open
Neurology Journal, 2016, 10, 143-148. 0.4 5

22686 Short Gel, Long Gradient Liquid Chromatography Tandem Mass Spectrometry to Investigate the Urine
Proteome of Chronic Pancreatitis. The Open Proteomics Journal, 2013, 6, 1-13. 0.4 8

22687 Role of the Glucagon-like Peptide-1 Receptor Agonist in Maintaining Pluripotency in Human Embryonic
Stem Cells. Open Stem Cell Journal, 2011, 3, 11-22. 2.0 4

22688 Methylated MicroRNA Genes of the Developing Murine Palate. MicroRNA (Shariqah, United Arab) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 222 Td (Emirates), 2015, 3, 160-173.0.6 14

22689 Gene Expression Under the Influence: Transcriptional Profiling of Ethanol in the Brain. Current
Psychopharmacology, 2012, 1, 301-314. 0.1 41

22690 Isolation and Transcriptomic Profiling of Single Myofibers from Mice. Bio-protocol, 2019, 9, e3378. 0.2 3

22691 Phosphoproteomic Analysis Identifies Signaling Pathways Regulated by Curcumin in Human Colon
Cancer Cells. Anticancer Research, 2017, 37, 4789-4798. 0.5 9

22692 Identification of Genomic Alterations Acquired During Treatment With EGFR-TKIs in Non-small Cell
Lung Cancer. Anticancer Research, 2019, 39, 671-677. 0.5 4



1223

Citation Report

# Article IF Citations

22693 Trichostatin A Sensitizes Hepatocellular Carcinoma Cells to Enhanced NK Cell-mediated Killing by
Regulating Immune-related Genes. Cancer Genomics and Proteomics, 2017, 14, 349-362. 1.0 22

22694 Transcriptomic Profiling of MDA-MB-231 Cells Exposed to Boswellia Serrata and 3-O-Acetyl-Î’-Boswellic
Acid; ER/UPR Mediated Programmed Cell Death. Cancer Genomics and Proteomics, 2017, 14, 409-425. 1.0 12

22695 Role of Melt Curve Analysis in Interpretation of Nutrigenomicsâ€™ MicroRNA Expression Data. Cancer
Genomics and Proteomics, 2017, 14, 469-481. 1.0 13

22696 A Neurodevelopmental Perspective for Autism-Associated Gene Function. OBM Neurobiology, 2017, 01,
1-1. 0.2 1

22697 Identification of Key Candidate Genes and Pathways in Endometrial Cancer by Integrated
Bioinformatical Analysis. Asian Pacific Journal of Cancer Prevention, 2018, 19, 969-975. 0.5 17

22698 Upregulation of CD4+T-Cell Derived MiR-223 in The Relapsing Phase of Multiple Sclerosis Patients. Cell
Journal, 2016, 18, 371-80. 0.2 18

22699 Comparative Evaluation of Human Dental Pulp and Follicle Stem Cell Commitment. Cell Journal, 2017,
18, 609-618. 0.2 15

22700 Prediction of in vivo bone forming potency of bone marrow-derived human mesenchymal stem cells. ,
2011, 21, 488-577. 79

22701 Age-related changes in mesenchymal stem cells identified using a multi-omics approach. , 2016, 31,
136-159. 53

22702
Integrating protein-protein interaction networks with gene-gene co-expression networks improves
gene signatures for classifying breast cancer metastasis. Journal of Integrative Bioinformatics, 2011, 8,
188.

1.0 20

22703 miR-190, CDK1, MCM10 and NDC80 predict the prognosis of the patients with lung cancer. Romanian
Journal of Laboratory Medicine, 2019, 27, 15-24. 0.1 3

22704 Brain Gene Expression-DNA Methylation Correlation in Suicide Completers: Preliminary Results.
Revista De Investigacion Clinica, 2020, 72, 283-292. 0.2 2

22705 Mitochondrial ubiquinoneâ€“mediated longevity is marked by reduced cytoplasmic mRNA translation.
Life Science Alliance, 2018, 1, e201800082. 1.3 12

22706 LATS1 and LATS2 suppress breast cancer progression by maintaining cell identity and metabolic state.
Life Science Alliance, 2018, 1, e201800171. 1.3 26

22707 Dietary restriction induces posttranscriptional regulation of longevity genes. Life Science Alliance,
2019, 2, e201800281. 1.3 30

22708 Reciprocal regulation of STING and TCR signaling by mTORC1 for T-cell activation and function. Life
Science Alliance, 2019, 2, e201800282. 1.3 40

22709 Mesenchymal stromal cell activation by breast cancer secretomes in bioengineered 3D
microenvironments. Life Science Alliance, 2019, 2, e201900304. 1.3 37

22710 Genome-wide R-loop analysis defines unique roles for DDX5, XRN2, and PRMT5 in DNA/RNA hybrid
resolution. Life Science Alliance, 2020, 3, e202000762. 1.3 43



1224

Citation Report

# Article IF Citations

22711 Co-expression networks uncover regulation of splicing and transcription markers of disease. , 2020,
70, 119-128. 4

22712 RNA-Seq Bayesian Network Exploration of Immune System in Bovine. Iranian Journal of Biotechnology,
2019, 17, 9-17. 0.3 3

22713 Transcriptomic Analysis of Cell-free Fetal RNA in the Amniotic Fluid of Vervet Monkeys (Chlorocebus) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 662 Td (sabaeus). Comparative Medicine, 2020, 70, 67-74.0.4 4

22714 Geneâ€“disease association extraction by text mining and network analysis. , 2014, , . 5

22716 Using imputed whole-genome sequence variants to uncover candidate mutations and genes affecting
milking speed and temperament in Holstein cattle. Journal of Dairy Science, 2020, 103, 10383-10398. 1.4 20

22717 Molecular network analysis suggests aberrant CREB-mediated gene regulation in the Alzheimer
disease hippocampus. Disease Markers, 2009, 27, 239-52. 0.6 39

22718 MicroRNA microarray expression profiling in human myocardial infarction. Disease Markers, 2009, 27,
255-68. 0.6 78

22719 Separating the drivers from the driven: Integrative network and pathway approaches aid identification
of disease biomarkers from high-throughput data. Disease Markers, 2010, 28, 253-66. 0.6 14

22720 Research Paper: Serum Proteomic Study of Women With Obsessive-Compulsive Disorder, Washing
Subtype. Basic and Clinical Neuroscience, 2018, 9, 337-346. 0.3 4

22721 Meta-analysis of the cell cycle related C12orf48. Biocell, 2013, 37, 11-16. 0.4 5

22722 A Genome-Wide Association Study of Bipolar Disorder Using a Subphenotype: Sleeplessness Symptom
of Bipolar Mania. Chronobiology in Medicine, 2019, 1, 40-48. 0.2 1

22723 Protein Binding Effects of Dopamine Coated Titanium Dioxide Shell Nanoparticles. Precision
Nanomedicine, 2019, 2, 393-438. 0.4 5

22724 Exosomes Secreted by &lt;i&gt;Toxoplasma gondii&lt;/i&gt;-Infected L6 Cells: Their Effects on Host Cell
Proliferation and Cell Cycle Changes. Korean Journal of Parasitology, 2016, 54, 147-154. 0.5 38

22725 Microarray Analysis of Normal and Abnormal Chick Ventricular Myocardial Development.
Physiological Research, 2012, 61, S137-S144. 0.4 10

22726 Predict New Therapeutic Drugs for Hepatocellular Carcinoma Based on Gene Mutation and
Expression. Frontiers in Bioengineering and Biotechnology, 2020, 8, 8. 2.0 52

22727 STAT3 Regulates Mouse Neural Progenitor Proliferation and Differentiation by Promoting
Mitochondrial Metabolism. Frontiers in Cell and Developmental Biology, 2020, 8, 362. 1.8 22

22728 Demonstration and Characterization of Cyst-Like Structures in the Life Cycle of Trichomonas
vaginalis. Frontiers in Cellular and Infection Microbiology, 2019, 9, 430. 1.8 20

22729 Dysregulated lncRNA-miRNA-mRNA Network Reveals Patient Survival-Associated Modules and RNA
Binding Proteins in Invasive Breast Carcinoma. Frontiers in Genetics, 2019, 10, 1284. 1.1 16



1225

Citation Report

# Article IF Citations

22730 Identification of an Immune-Related Prognostic Signature Associated With Immune Infiltration in
Melanoma. Frontiers in Genetics, 2020, 11, 1002. 1.1 16

22731 Identification of Critical Genes and Proteins for Stent Restenosis Induced by Esophageal Benign
Hyperplasia in Esophageal Cancer. Frontiers in Genetics, 2020, 11, 563954. 1.1 6

22732 Transcriptomic Response of Mussel Gills After a Vibrio splendidus Infection Demonstrates Their Role
in the Immune Response. Frontiers in Immunology, 2020, 11, 615580. 2.2 45

22733 Temporal Profile of Brain Gene Expression After Prey Catching Conditioning in an Anuran Amphibian.
Frontiers in Neuroscience, 2019, 13, 1407. 1.4 3

22734 Genomewide Mapping of Selection Signatures and Genes for Extreme Feather Pecking in Two
Divergently Selected Laying Hen Lines. Animals, 2020, 10, 262. 1.0 10

22735 Transcriptome Analysis of Porcine Granulosa Cells in Healthy and Atretic Follicles: Role of
Steroidogenesis and Oxidative Stress. Antioxidants, 2021, 10, 22. 2.2 19

22736 Transcriptomic Evidence of Molecular Mechanisms Underlying the Response of Lactobacillus
plantarum WCFS1 to Hydroxytyrosol. Antioxidants, 2020, 9, 442. 2.2 8

22737
Identification of Transcription Factors, Biological Pathways, and Diseases as Mediated by
N6-methyladenosine Using Tensor Decomposition-Based Unsupervised Feature Extraction. Applied
Sciences (Switzerland), 2021, 11, 213.

1.3 2

22738 Transcriptomic Analysis of a Diabetic Skin-Humanized Mouse Model Dissects Molecular Pathways
Underlying the Delayed Wound Healing Response. Genes, 2021, 12, 47. 1.0 6

22739 Deep Sequencing MicroRNAs from Extracellular Membrane Vesicles Revealed the Association of the
Vesicle Cargo with Cellular Origin. International Journal of Molecular Sciences, 2020, 21, 1141. 1.8 6

22740 Transient Receptor Potential Ankyrin 1 (TRPA1) Is Involved in Upregulating Interleukin-6 Expression in
Osteoarthritic Chondrocyte Models. International Journal of Molecular Sciences, 2021, 22, 87. 1.8 21

22741 On the spot: very local chromosomal rearrangements. F1000 Biology Reports, 2012, 4, 22. 4.0 2

22742 Quantitative Proteomics Using Formalin-fixed, Paraffin-embedded Biopsy Tissues in Inflammatory
Disease. , 2019, 12, 104-112. 6

22743 Common genetic variants shared among five major psychiatric disorders: a large-scale genome-wide
combined analysis. Global Clinical and Translational Research, 2019, , 21-30. 0.4 10

22747 miR-133b May Regulate Mouse B Cell Development by Targeting The Transcription Factor foxO1*.
Progress in Biochemistry and Biophysics, 2011, 38, 744-750. 0.3 2

22748 Wnt5a participates in hepatic stellate cell activation observed by gene expression profile and
functional assays. World Journal of Gastroenterology, 2012, 18, 1745. 1.4 34

22749 Senescent human hepatocytes express a unique secretory phenotype and promote macrophage
migration. World Journal of Gastroenterology, 2014, 20, 17851-17862. 1.4 57

22750 Protective effect of bicyclol against bile duct ligation-induced hepatic fibrosis in rats. World Journal
of Gastroenterology, 2015, 21, 7155-7164. 1.4 24



1226

Citation Report

# Article IF Citations

22751 Exploring pathogenesis of primary biliary cholangitis by proteomics: A pilot study. World Journal of
Gastroenterology, 2017, 23, 8489-8499. 1.4 2

22753 MicroRNA-150 down Regulation in Acute Myeloid Leukaemia Patients and Its Prognostic Implication.
Open Access Macedonian Journal of Medical Sciences, 2018, 6, 1993-2000. 0.1 6

22754 Identification of potential key genes in gastric cancer using bioinformatics analysis. Biomedical
Reports, 2020, 12, 178-192. 0.9 18

22755 Expression and potential prognostic value of histone family gene signature in breast cancer.
Experimental and Therapeutic Medicine, 2019, 18, 4893-4903. 0.8 17

22756 Integrative module analysis of HCC gene expression landscapes. Experimental and Therapeutic
Medicine, 2020, 19, 1779-1788. 0.8 20

22757 Transcriptome sequencing reveals dynamic changes in matrix metalloproteinases in facet joint
osteoarthritis. Experimental and Therapeutic Medicine, 2020, 19, 2475-2482. 0.8 3

22758 ETS2 and microRNAâ€‘155 regulate the pathogenesis of heart failure through targeting and regulating
GPR18 expression. Experimental and Therapeutic Medicine, 2020, 19, 3469-3478. 0.8 8

22759 Bioinformatics analysis reveals meaningful markers and outcome predictors in HBVâ€‘associated
hepatocellular carcinoma. Experimental and Therapeutic Medicine, 2020, 20, 427-435. 0.8 6

22760 The role of myoglobin in epithelial cancers: Insights from transcriptomics. International Journal of
Molecular Medicine, 2020, 45, 385-400. 1.8 13

22761 ATAD2 predicts poor outcomes in patients with ovarian cancer and is a marker of proliferation.
International Journal of Oncology, 2020, 56, 219-231. 1.4 11

22762
Resveratrol modulates the apoptosis and autophagic death of human lung adenocarcinoma A549 cells
via a p53â€‘dependent pathway: Integrated bioinformatics analysis and experimental validation.
International Journal of Oncology, 2020, 57, 925-938.

1.4 18

22763 Networkâ€‘based identification of signature genes KLF6 and SPOCK1 associated with oral submucous
fibrosis. Molecular and Clinical Oncology, 2020, 12, 299-310. 0.4 7

22764
Comprehensive expression profiles and bioinformatics analysis reveal special circular RNA expression
and potential predictability in the peripheral blood of humans with idiopathic membranous
nephropathy. Molecular Medicine Reports, 2019, 20, 4125-4139.

1.1 6

22765 SSTR5â€‘AS1 functions as a ceRNA to regulate CA2 by sponging miRâ€‘15bâ€‘5p for the development and
prognosis of HBVâ€‘related hepatocellular carcinoma. Molecular Medicine Reports, 2019, 20, 5021-5031. 1.1 27

22766 Gene expression profiling analysis reveals that the long nonâ€‘coding RNA uc.412 is involved in
mesangial cell proliferation. Molecular Medicine Reports, 2019, 20, 5297-5303. 1.1 5

22767 Retinal proteomic evaluation of rats following streptozotocinâ€‘injection using shotgun proteomics.
Molecular Medicine Reports, 2020, 21, 379-386. 1.1 3

22768 Function of fibroblast growth factor 2 in gastric cancer occurrence and prognosis. Molecular
Medicine Reports, 2020, 21, 575-582. 1.1 19

22769 Long nonâ€‘coding RNA Unigene56159 promotes glioblastoma multiforme cell proliferation and invasion
through negatively regulating microRNAâ€‘194â€‘5p. Molecular Medicine Reports, 2020, 21, 768-776. 1.1 2



1227

Citation Report

# Article IF Citations

22770 Integrated analysis of DNA methylation and transcriptome profiling of polycystic ovary syndrome.
Molecular Medicine Reports, 2020, 21, 2138-2150. 1.1 11

22771 Long nonâ€‘coding RNA FLVCR1â€‘AS1 promotes glioma cell proliferation and invasion by negatively
regulating miRâ€‘30bâ€‘3p. Molecular Medicine Reports, 2020, 22, 723-732. 1.1 6

22772 Genomeâ€‘wide analysis of DNA methylation and gene expression changes in an ovalbuminâ€‘induced asthma
mouse model. Molecular Medicine Reports, 2020, 22, 1709-1716. 1.1 7

22773 Smadâ€‘binding decoy reduces extracellular matrix expression in human hypertrophic scar fibroblasts.
Molecular Medicine Reports, 2020, 22, 4589-4600. 1.1 3

22774 Coâ€‘expression network analysis identified specific miRNAs and genes in association with slowâ€‘transit
constipation. Molecular Medicine Reports, 2020, 22, 4696-4706. 1.1 6

22775 Long nonâ€‘coding RNA transcribed from pseudogene PPIAP43 is associated with radiation sensitivity of
small cell lung cancer cells. Oncology Letters, 2019, 18, 4583-4592. 0.8 6

22776 Identification and metaâ€‘analysis of copy number variationâ€‘driven circadian clock genes for colorectal
cancer. Oncology Letters, 2019, 18, 4816-4824. 0.8 6

22777 Four targeted genes for predicting the prognosis of colorectal cancer: A bioinformatics analysis
case. Oncology Letters, 2019, 18, 5043-5054. 0.8 18

22778 Identification of biomarkers associated with histological grade and prognosis of gastric cancer by
coâ€‘expression network analysis. Oncology Letters, 2019, 18, 5499-5507. 0.8 12

22779 DNA methylation profiling analysis identifies a DNA methylation signature for predicting prognosis
and recurrence of lung adenocarcinoma. Oncology Letters, 2019, 18, 5831-5842. 0.8 12

22780 Identification of key genes and evaluation of clinical outcomes in lung squamous cell carcinoma
using integrated bioinformatics analysis. Oncology Letters, 2019, 18, 5859-5870. 0.8 13

22781 Five extracellular matrixâ€‘associated genes upregulated in oral tongue squamous cell carcinoma: An
integrated bioinformatics analysis. Oncology Letters, 2019, 18, 5959-5967. 0.8 5

22782 High gene expression levels of VEGFA and CXCL8 in the peritumoral brain zone are associated with the
recurrence of glioblastoma: A bioinformatics analysis. Oncology Letters, 2019, 18, 6171-6179. 0.8 14

22783 Identification of key candidate genes and pathways in endometrial cancer: Evidence from
bioinformatics analysis. Oncology Letters, 2019, 18, 6679-6689. 0.8 5

22784 Identification of key genes for predicting colorectal cancer prognosis by integrated bioinformatics
analysis. Oncology Letters, 2020, 19, 388-398. 0.8 29

22785 Bioinformatics analysis to screen key genes in papillary thyroid carcinoma. Oncology Letters, 2020, 19,
195-204. 0.8 10

22786 Threeâ€‘microRNA expression signature predicts survival in tripleâ€‘negative breast cancer. Oncology
Letters, 2020, 19, 301-308. 0.8 21

22787 Integrated bioinformatics analysis to screen hub genes in the lymph node metastasis of thyroid
cancer. Oncology Letters, 2020, 19, 1375-1383. 0.8 3



1228

Citation Report

# Article IF Citations

22788 Tracking the important role of JUNB in hepatocellular carcinoma by singleâ€‘cell sequencing analysis.
Oncology Letters, 2020, 19, 1478-1486. 0.8 14

22789
Identification of candidate RNA signatures in tripleâ€‘negative breast cancer by the construction of a
competing endogenous RNA network with integrative analyses of Gene Expression Omnibus and The
Cancer Genome Atlas data. Oncology Letters, 2020, 19, 1915-1927.

0.8 5

22790 Identification of hub genes associated with outcome of clear cell renal cell carcinoma. Oncology
Letters, 2020, 19, 2846-2860. 0.8 6

22791 A putative competing endogenous RNA network in cisplatinâ€‘resistant lung adenocarcinoma cells
identifying potentially rewarding research targets. Oncology Letters, 2020, 19, 4040-4052. 0.8 4

22792 Bioinformatics analysis of prognosis-related long non-coding RNAs in invasive breast carcinoma.
Oncology Letters, 2020, 20, 113-122. 0.8 3

22793 Distinct diagnostic and prognostic values of Î³â€‘aminobutyric acid type A receptor family genes in
patients with colon adenocarcinoma. Oncology Letters, 2020, 20, 275-291. 0.8 25

22794 Identification of key genes associated with the progression of intrahepatic cholangiocarcinoma using
weighted gene coâ€‘expression network analysis. Oncology Letters, 2020, 20, 483-494. 0.8 7

22795 Integrated bioinformatics analysis for the identification of potential key genes affecting the
pathogenesis of clear cell renal cell carcinoma. Oncology Letters, 2020, 20, 1573-1584. 0.8 6

22796 Identification and validation of tumor microenvironmentâ€‘related genes of prognostic value in lung
adenocarcinoma. Oncology Letters, 2020, 20, 1772-1780. 0.8 12

22797 Identification of hub genes involved in the occurrence and development of hepatocellular carcinoma
via bioinformatics analysis. Oncology Letters, 2020, 20, 1695-1708. 0.8 8

22798 Mechanistic studies of cytotoxic activity of the mesoionic compound MIHÂ 2.4Bl in MCFâ€‘7 breast cancer
cells. Oncology Letters, 2020, 20, 2291-2301. 0.8 4

22799 Potential fiveâ€‘mRNA signature model for the prediction of prognosis in patients with papillary thyroid
carcinoma. Oncology Letters, 2020, 20, 2302-2310. 0.8 7

22800 Circular RNA profiling in plasma exosomes from patients with gastric cancer. Oncology Letters, 2020,
20, 2199-2208. 0.8 14

22801
Identification of diagnostic and prognostic biomarkers, and candidate targeted agents for hepatitis B
virusâ€‘associated early stage hepatocellular carcinoma based on RNAâ€‘sequencing data. Oncology
Letters, 2020, 20, 1-1.

0.8 4

22802 Network pharmacological systems study of Huangâ€‘Lianâ€‘Tang in the treatment of glioblastoma
multiforme. Oncology Letters, 2020, 21, 1-1. 0.8 7

22803 Î²â€‘elemene inhibits the generation of peritoneum effusion in pancreatic cancer via suppression of the
HIF1Aâ€‘VEGFA pathway based on network pharmacology. Oncology Reports, 2019, 42, 2561-2571. 1.2 20

22804 Increased RLIP76 expression in IDH1 wildâ€‘type glioblastoma multiforme is associated with worse
prognosis. Oncology Reports, 2020, 43, 188-200. 1.2 9

22805 LncRNA ROR1â€‘AS1 high expression and its prognostic significance in liver cancer. Oncology Reports,
2020, 43, 55-74. 1.2 20



1229

Citation Report

# Article IF Citations

22806 Integrative analysis of mRNA and miRNA expression profiles reveals seven potential diagnostic
biomarkers for nonâ€‘small cell lung cancer. Oncology Reports, 2020, 43, 99-112. 1.2 20

22807 METTL14 promotes the migration and invasion of breast cancer cells by modulating
N6â€‘methyladenosine and hsaâ€‘miRâ€‘146aâ€‘5p expression. Oncology Reports, 2020, 43, 1375-1386. 1.2 65

22808 Systematic analysis of lysine acetylome and succinylome reveals the correlation between modification
of H2A.X complexes and DNA damage response in breast cancer. Oncology Reports, 2020, 43, 1819-1830. 1.2 5

22809 ZWINT: A potential therapeutic biomarker in patients with glioblastoma correlates with cell
proliferation and invasion. Oncology Reports, 2020, 43, 1831-1844. 1.2 7

22810 Minichromosome maintenance 6 complex component identified by bioinformatics analysis and
experimental validation in esophageal squamous cell carcinoma. Oncology Reports, 2020, 44, 987-1002. 1.2 5

22811 Prognostic significance of abnormal matrix collagen remodeling in colorectal cancer based on
histologic and bioinformatics analysis. Oncology Reports, 2020, 44, 1671-1685. 1.2 25

22812 Kevetrin induces apoptosis in TP53 wildâ€‘type and mutant acute myeloid leukemia cells. Oncology
Reports, 2020, 44, 1561-1573. 1.2 4

22813 Transcriptome sequencing analysis reveals unique and shared antitumor effects of three statins in
pancreatic cancer. Oncology Reports, 2020, 44, 2569-2580. 1.2 10

22814 MicroRNA Microarray Analysis Combined with Interaction Network Analysis to Investigate the
Influence of Clozapine to Metabolic Syndrome. International Journal of Pharmacology, 2013, 9, 366-372. 0.1 1

22815 Identification and Bioinformatics Analyses of the Basic Helix-loop-helix Transcription Factors in
Xenopus laevis. Pakistan Journal of Biological Sciences, 2015, 18, 149-165. 0.2 2

22816 Algebraic and topological indices of molecular pathway networks in human cancers. Mathematical
Biosciences and Engineering, 2015, 12, 1289-1302. 1.0 15

22817 Integrated network analysis to explore the key mRNAs and lncRNAs in acute myocardial infarction.
Mathematical Biosciences and Engineering, 2019, 16, 6426-6437. 1.0 10

22818 Identification of circulating miRNAs as novel prognostic biomarkers for bladder cancer.
Mathematical Biosciences and Engineering, 2020, 17, 834-844. 1.0 19

22819 Alpha influenza virus infiltration prediction using virus-human protein-protein interaction network.
Mathematical Biosciences and Engineering, 2020, 17, 3109-3129. 1.0 17

22820 Interferon-induced Transmembrane Protein 3 Prevents Acute Influenza Pathogenesis in Mice.
Biomedical and Environmental Sciences, 2020, 33, 295-305. 0.2 6

22821
Identification of metastasis-associated genes in colorectal cancer through an integrated genomic and
transcriptomic analysis. Chinese Journal of Cancer Research: Official Journal of China Anti-Cancer
Association, Beijing Institute for Cancer Research, 2013, 25, 623-36.

0.7 10

22822 Il Progetto &lt;em&gt;Domus Tiberiana&lt;/em&gt; (Roma). Gli approvvigionamenti di laterizi per i
cantieri adrianei lungo la &lt;em&gt;Nova Via&lt;/em&gt;. Arqueologia De La Arquitectura, 2016, , 045. 0.3 1

22823 Ante una nueva civilidad urbana. Capitalismo cognitivo, habitus y gentrificaciÃ³n. Revista Internacional
De Sociologia, 2017, 75, 055. 0.0 8



1230

Citation Report

# Article IF Citations

22824 Biclustering of DNA Microarray Data. , 2011, , 148-186. 8

22825 Loss of the FOXP1 Transcription Factor Leads to Deregulation of B Lymphocyte Development and
Function at Multiple Stages. ImmunoHorizons, 2019, 3, 447-462. 0.8 4

22826 Construction of a Transcriptome-Driven Network at the Early Stage of Infection with Influenza A H1N1
in Human Lung Alveolar Epithelial Cells. Biomolecules and Therapeutics, 2018, 26, 290-297. 1.1 7

22827 Differential Gene Expression Common to Acquired and Intrinsic Resistance to BRAF Inhibitor Revealed
by RNA-Seq Analysis. Biomolecules and Therapeutics, 2019, 27, 302-310. 1.1 19

22828 Expression of microRNA during bovine adipogenesis. Journal of Nucleic Acids Investigation, 2010, 1, 12. 0.5 2

22829 Identifying key genes in retinoblastoma by comparing classifications of several kinds of significant
genes. Journal of Cancer Research and Therapeutics, 2018, 14, S22-S27. 0.3 3

22830
Integrating systemic module inference with attract method excavates attractor modules for
cyclophosphamide contributing to prostate cancer. Journal of Cancer Research and Therapeutics,
2019, 15, S153-S158.

0.3 3

22831 Identification of key genes related to high-risk gastrointestinal stromal tumors using bioinformatics
analysis. Journal of Cancer Research and Therapeutics, 2018, 14, S243-S247. 0.3 8

22832 Systematic enrichment analysis of gene expression profiling studies identifies consensus pathways
implicated in colorectal cancer development. Journal of Carcinogenesis, 2011, 10, 7. 2.5 25

22833 Differential expression of microRNAs in dorsal root ganglia after sciatic nerve injury. Neural
Regeneration Research, 2014, 9, 1031. 1.6 10

22834 Intravenous morphine self-administration alters accumbal microRNA profiles in the mouse brain.
Neural Regeneration Research, 2018, 13, 77. 1.6 14

22835 Bioinformatics analyses of differentially expressed genes associated with spinal cord injury: A
microarray-based analysis in a mouse model. Neural Regeneration Research, 2019, 14, 1262. 1.6 12

22836 Novel circular RNAs expressed in brain microvascular endothelial cells after oxygen-glucose
deprivation/recovery. Neural Regeneration Research, 2019, 14, 2104. 1.6 21

22837 Hub genes and key pathways of traumatic brain injury: bioinformatics analysis and in vivo validation.
Neural Regeneration Research, 2020, 15, 2262. 1.6 16

22838 Knockout of glutathione peroxidase 5 down-regulates the piRNAs in the caput epididymidis of aged
mice. Asian Journal of Andrology, 2020, 22, 590. 0.8 10

22839 Network pharmacology-based study on the mechanism of Schisandra chinensis for treating
Alzheimer's disease. Indian Journal of Pharmacology, 2020, 52, 94. 0.4 6

22840
Omics data-driven analysis identifies laminin-integrin-mediated signaling pathway as a determinant for
cell differentiation in oral squamous cell carcinoma. Indian Journal of Pathology and Microbiology,
2019, 62, 529.

0.1 3

22841 Molecular insight into the therapeutic promise of xuebijing injection against coronavirus disease
2019. World Journal of Traditional Chinese Medicine, 2020, 6, 203. 0.9 3



1231

Citation Report

# Article IF Citations

22842
Network pharmacology approach to determine active compounds and potential targets associated
with the anti-abortion effects of scutellariae radix. World Journal of Traditional Chinese Medicine,
2020, 6, 341.

0.9 9

22843 Induction of Apoptosis in Intestinal Toxicity to a Histone Deacetylase Inhibitor in a Phase I Study with
Pelvic Radiotherapy. Cancer Research and Treatment, 2017, 49, 374-386. 1.3 4

22844 Underexpression of HOXA11 Is Associated with Treatment Resistance and Poor Prognosis in
Glioblastoma. Cancer Research and Treatment, 2017, 49, 387-398. 1.3 41

22845 Toxicogenomics Investigation Under the eTOX Project. Journal of Pharmacogenomics &
Pharmacoproteomics, 0, s7, . 0.2 1

22846 Characterization of Clostridium acetobutylicum Protein Interaction Network from Butanol
Fermentation. Journal of Analytical & Bioanalytical Techniques, 2013, 04, . 0.6 1

22847 Genome-wide Identification of IRF1 Binding Sites Reveals Extensive Occupancy at Cell Death Associated
Genes. Journal of Carcinogenesis & Mutagenesis, 2013, , . 0.3 16

22848 Comparative Gene Expression Profiling of Stromal Cell Matrices that Support Expansion of
Hematopoietic Stem/Progenitor Cells. Journal of Stem Cell Research & Therapy, 2013, 03, . 0.3 1

22849 Widespread Exonization of Transposable Elements in Human Coding Sequences is Associated with
Epigenetic Regulation of Transcription. Transcriptomics: Open Access, 2013, 01, . 0.2 4

22850 Enhanced Rice Growth is Conferred by Increased Leaf ADP-Glucose Pyrophosphorylase Activity.
Journal of Plant Physiology & Pathology, 2014, 02, . 0.1 7

22851 Enhanced Meta-analysis Highlights Genes Involved in Metastasis from Several Microarray Datasets.
Journal of Proteomics and Bioinformatics, 2011, 04, . 0.4 6

22852
Transcriptomics Data Integration Reveals Jak-STAT as a Common Pathway Affected by Pathogenic
Intracellular Bacteria in Natural Reservoir Hosts. Journal of Proteomics and Bioinformatics, 2012, 05,
.

0.4 12

22853 Transcriptome profiling of 6-OHDA model of Parkinsonâ€™s disease. Advances in Bioscience and
Biotechnology (Print), 2013, 04, 28-35. 0.3 2

22854
Increased Cellular Invasion and Proliferation via Estrogen Receptor after
17-&lt;i&gt;Î²&lt;/i&gt;-Estradiol Treatment in Breast Cancer Cells Using Stable Isotopic Labeling with
Amino Acids in Cell Culture (SILAC). Advances in Breast Cancer Research, 2013, 02, 32-43.

0.1 2

22855 Microarray Analysis of the Effects of Amelogenin on U937 Monocytic Cells. American Journal of
Molecular Biology, 2017, 07, 107-122. 0.1 4

22856 DNA Microarray Analysis of Gene Expression in Eutopic Endometrium from Patients with
Endometriosis. Advances in Reproductive Sciences, 2017, 05, 75-96. 0.3 3

22857 Differentially expressed genes identified by microarray analysis following oxymatrine treatment of
hepatic stellate cell. Journal of Biomedical Science and Engineering, 2013, 06, 49-57. 0.2 1

22858 Gene Expression Profiling of Human Myeloid Leukemic MV4-11 Cells Treated with 5-Aza-2â€™-deoxycytidine.
Journal of Cancer Therapy, 2012, 03, 177-182. 0.1 3

22859 Differentially expressed genes in adipocytokine signaling pathway of adipose tissue in pregnancy.
Journal of Diabetes Mellitus, 2013, 03, 86-95. 0.1 32



1232

Citation Report

# Article IF Citations

22860
Insulin Resistance in Pregnancy Is Correlated with Decreased Insulin Receptor Gene Expression in
Omental Adipose: Insulin Sensitivity and Adipose Tissue Gene Expression in Normal Pregnancy. Journal
of Diabetes Mellitus, 2016, 06, 100-111.

0.1 2

22861 Microarray Analysis of microRNAs Expression Profiles in Adult and Aged Mice Hippocampus. Yangtze
Medicine, 2017, 01, 216-234. 0.1 1

22862 Identification and abundance of miRNA in chicken hypothalamus tissue determined by Solexa
sequencing. Genetics and Molecular Research, 2012, 11, 4682-4694. 0.3 13

22863 Increased serum ADAMTS-4 in knee osteoarthritis: a potential indicator for the diagnosis of
osteoarthritis in early stages. Genetics and Molecular Research, 2014, 13, 9642-9649. 0.3 45

22864 Topological centrality-based identification of hub genes and pathways associated with acute viral
respiratory infection in infants. Genetics and Molecular Research, 2015, 14, 18334-18343. 0.3 8

22865 A network approach predicts NFKBIA and BIRC3 as pathogenic genes in childhood asthma. Genetics and
Molecular Research, 2016, 15, . 0.3 3

22866 Analysis of long noncoding RNA-associated competing endogenous RNA network in glucagon-like
peptide-1 receptor agonist-mediated protection in Î² cells. World Journal of Diabetes, 2020, 11, 374-390. 1.3 5

22867 Identification of a nine-gene prognostic signature for gastric carcinoma using integrated
bioinformatics analyses. World Journal of Gastrointestinal Oncology, 2020, 12, 975-991. 0.8 11

22868 Impact of the antiproliferative agent ciclopirox olamine treatment on stem cells proteome. World
Journal of Stem Cells, 2013, 5, 9. 1.3 5

22869 Signaling involved in stem cell reprogramming and differentiation. World Journal of Stem Cells, 2015,
7, 992-8. 1.3 12

22870 Insights for hepatitis C virus related hepatocellular carcinoma genetic biomarkers: Early diagnosis
and therapeutic intervention. World Journal of Hepatology, 2016, 8, 1251. 0.8 8

22871 Gene Expression Profiling of Human Kidneys Undergoing Laparoscopic Donor Nephrectomy. Journal of
the Society of Laparoendoscopic Surgeons, 2014, 18, 102-109. 0.5 3

22872 Microarray Analysis of the Major Depressive Disorder mRNA Profile Data. Psychiatry Investigation,
2015, 12, 388. 0.7 19

22873 A Genome-Wide Association Study Identifies <i>UTRN</i> Gene Polymorphism for Restless Legs
Syndrome in a Korean Population. Psychiatry Investigation, 2017, 14, 830. 0.7 5

22874 Mechanistic insight into the progressive retinal atrophy disease in dogs via pathway-based
genome-wide association analysis. Journal of Animal Science and Technology, 2020, 62, 765-776. 0.8 3

22875 Identification of genomic regions and candidate genes of functional importance for gastrointestinal
parasite resistance traits in DjallonkÃ© sheep of Burkina Faso. Archives Animal Breeding, 2019, 62, 313-323. 0.5 12

22876 Comprehensive MicroRNAome Analysis of the Relationship Between Alzheimer Disease and Cancer in
PSEN Double-Knockout Mice. International Neurourology Journal, 2018, 22, 237-245. 0.5 6

22877 Analysis of Global Gene Expression Profile of Human Adipose Tissue Derived Mesenchymal Stem Cell
Cultured with Cancer Cells. Journal of Life Science, 2011, 21, 631-646. 0.2 2



1233

Citation Report

# Article IF Citations

22878 Dynamic Clustering of Gene Expression. , 2012, 2012, 1-12. 13

22879 Transcriptomic Analysis of Oryza sativa Leaves Reveals Key Changes in Response to Magnaporthe
oryzae MSP1. Plant Pathology Journal, 2018, 34, 257-268. 0.7 9

22880 Comparison with human amniotic membrane- and adipose tissue-derived mesenchymal stem cells.
Korean Journal of Obstetrics & Gynecology, 2011, 54, 674. 0.1 3

22881
Bioinformatics analysis of genes associated with the patchy-type alopecia areata: CD2 may be a new
therapeutic target. Biomedical Papers of the Medical Faculty of the University Palacky&amp;#x0301;,
Olomouc, Czechoslovakia, 2020, 164, 380-386.

0.2 4

22882 Identification of biomarkers and mechanisms of diabetic cardiomyopathy using microarray data.
Cardiology Journal, 2020, 27, 807-816. 0.5 8

22883 A New Information Criterion Based on Langevin Mixture Distribution for Clustering Circular Data
with Application to Time Course Genomic Data. Statistica Sinica, 2015, , . 0.2 2

22884 Sequencing and Characterization of Divergent Marbling Levels in the Beef Cattle (&lt;i&gt;Longissimus) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 502 Td (dorsi&lt;/i&gt; Muscle) Transcriptome. Asian-Australasian Journal of Animal Sciences, 2015, 28, 158-165.2.4 29

22885 Identification of growth trait related genes in a Yorkshire purebred pig population by genome wide
association studies. Asian-Australasian Journal of Animal Sciences, 2017, 30, 462-469. 2.4 39

22886 GOMA: functional enrichment analysis tool based on GO modules. Chinese Journal of Cancer, 2013, 32,
195-204. 4.9 15

22887 CaGe: A Web-Based Cancer Gene Annotation System for Cancer Genomics. Genomics and Informatics,
2012, 10, 33. 0.4 7

22888 Characterization of Chromatin Structure-associated Histone Modifications in Breast Cancer Cells.
Genomics and Informatics, 2012, 10, 145. 0.4 18

22889 Association Analysis of Reactive Oxygen Species-Hypertension Genes Discovered by Literature Mining.
Genomics and Informatics, 2012, 10, 244. 0.4 2

22890 A Primer for Disease Gene Prioritization Using Next-Generation Sequencing Data. Genomics and
Informatics, 2013, 11, 191. 0.4 11

22891 Relevance Epistasis Network of Gastritis for Intra-chromosomes in the Korea Associated Resource
(KARE) Cohort Study. Genomics and Informatics, 2014, 12, 216. 0.4 3

22892 Network-Based Protein Biomarker Discovery Platforms. Genomics and Informatics, 2016, 14, 2. 0.4 8

22893 Molecular Mechanisms for Alcoholic Hepatitis Based on Analysis of Gene Expression Profile. Hepatitis
Monthly, 2015, 15, e27336. 0.1 9

22894 Astragalus polysaccharides induced gene expression profiling of intraepithelial lymphocytes in
immune-suppressed mice. Journal of Medicinal Plants Research, 2012, 6, . 0.2 3

22895 Deciphering the key molecular and cellular events in neutrophil transmigration during acute
inflammation. Bioinformation, 2011, 6, 111-114. 0.2 5



1234

Citation Report

# Article IF Citations

22896 A two-step drug repositioning method based on a protein-protein interaction network of genes
shared by two diseases and the similarity of drugs. Bioinformation, 2013, 9, 89-93. 0.2 27

22897 Identification of collaborative activities with oxidative phosphorylation in bipolar disorder.
Bioinformation, 2015, 11, 207-216. 0.2 12

22898 Linking common non-coding RNAs of human lung cancer and M. tuberculosis. Bioinformation, 2018, 14,
337-345. 0.2 5

22899 Toxic Dose prediction of Chemical Compounds to Biomarkers using an ANOVA based Gene Expression
Analysis. Bioinformation, 2018, 14, 369-377. 0.2 4

22900 Analysis of crucial molecules involved in herniated discs and degenerative disc disease. Clinics, 2013,
68, 225-229. 0.6 2

22901 Nicotine alters the proteome of two human pancreatic duct cell lines. JOP: Journal of the Pancreas,
2014, 15, 465-74. 1.5 19

22902 RND-4 efflux transporter gene deletion in Burkholderia cenocepacia J2315: a proteomic analysis.
Journal of Proteome Science and Computational Biology, 2013, 2, 1. 1.0 3

22903
Comparative global gene expression profile of human limbal stromal cells, bone marrow mesenchymal
stromal cells, adipose-derived mesenchymal stromal cells and foreskin fibroblasts. Stem Cell Biology
and Research, 2014, 1, 1.

0.4 2

22904 Bioinformatics Analysis Reveals Connection of Squamous Cell Carcinoma and Adenocarcinoma of the
Lung. Asian Pacific Journal of Cancer Prevention, 2012, 13, 1477-1482. 0.5 7

22905 Proteomic Analysis of Serum of Women with Elevated Ca-125 to Differentiate Malignant from Benign
Ovarian Tumors. Asian Pacific Journal of Cancer Prevention, 2012, 13, 3265-3270. 0.5 11

22906 Comparison of the Gene Expression Profiles Between Smokers With and Without Lung Cancer Using
RNA-Seq. Asian Pacific Journal of Cancer Prevention, 2012, 13, 3605-3609. 0.5 7

22907 Transcription Regulation Network Analysis of MCF7 Breast Cancer Cells Exposed to Estradiol. Asian
Pacific Journal of Cancer Prevention, 2012, 13, 3681-3685. 0.5 5

22908 Comprehensive Bioinformation Analysis of the MRNA Profile of Fascin Knockdown in Esophageal
Squamous Cell Carcinoma. Asian Pacific Journal of Cancer Prevention, 2013, 14, 7221-7227. 0.5 9

22909 Analysis of Key Genes and Pathways Associated with Colorectal Cancer with Microarray Technology.
Asian Pacific Journal of Cancer Prevention, 2013, 14, 1819-1823. 0.5 6

22910 Expression Profile of Genes Modulated by Aloe emodin in Human U87 Glioblastoma Cells. Asian Pacific
Journal of Cancer Prevention, 2014, 15, 4499-4505. 0.5 10

22911 Screening for Metastatic Osteosarcoma Biomarkers with a DNA Microarray. Asian Pacific Journal of
Cancer Prevention, 2014, 15, 1817-1822. 0.5 30

22912 Bioinformatics Analysis Reveals Significant Genes and Pathways to Targetfor Oral Squamous Cell
Carcinoma. Asian Pacific Journal of Cancer Prevention, 2014, 15, 2273-2278. 0.5 20

22913 Identification of a Novel Fusion Gene (HLA-E and HLA-B) by RNA-seq Analysis in Esophageal Squamous
Cell Carcinoma. Asian Pacific Journal of Cancer Prevention, 2014, 15, 2309-2312. 0.5 7



1235

Citation Report

# Article IF Citations

22914 Identification of Biomarkers for Diagnosis of Gastric Cancer by Bioinformatics. Asian Pacific Journal
of Cancer Prevention, 2015, 16, 1361-1365. 0.5 14

22915 Analysis of Molecular Pathways in Pancreatic Ductal Adenocarcinomas with a Bioinformatics
Approach. Asian Pacific Journal of Cancer Prevention, 2015, 16, 2561-2567. 0.5 14

22916 OrCanome: a Comprehensive Resource for Oral Cancer. Asian Pacific Journal of Cancer Prevention,
2016, 17, 1333-1336. 0.5 4

22917 NOVA-dependent regulation of cryptic NMD exons controls synaptic protein levels after seizure. ELife,
2013, 2, e00178. 2.8 92

22918 Physiological and stem cell compartmentalization within the Drosophila midgut. ELife, 2013, 2, e00886. 2.8 218

22919 The splicing regulator PTBP2 controls a program of embryonic splicing required for neuronal
maturation. ELife, 2014, 3, e01201. 2.8 135

22920 Hdac6 regulates Tip60-p400 function in stem cells. ELife, 2013, 2, e01557. 2.8 53

22921 A proteomic chronology of gene expression through the cell cycle in human myeloid leukemia cells.
ELife, 2014, 3, e01630. 2.8 120

22922 miR-142 orchestrates a network of actin cytoskeleton regulators during megakaryopoiesis. ELife, 2014,
3, e01964. 2.8 67

22923 MOF-associated complexes ensure stem cell identity and Xist repression. ELife, 2014, 3, e02024. 2.8 76

22924 The translational landscape of the splicing factor SRSF1 and its role in mitosis. ELife, 2014, 3, e02028. 2.8 96

22925 Distinct and separable roles for EZH2 in neurogenic astroglia. ELife, 2014, 3, e02439. 2.8 60

22926 Core promoter factor TAF9B regulates neuronal gene expression. ELife, 2014, 3, e02559. 2.8 37

22927 Two-signal requirement for growth-promoting function of Yap in hepatocytes. ELife, 2015, 4, . 2.8 51

22928 Natural epigenetic polymorphisms lead to intraspecific variation in Arabidopsis gene imprinting. ELife,
2014, 3, e03198. 2.8 183

22929 Enhanced stability and polyadenylation of select mRNAs support rapid thermogenesis in the brown fat
of a hibernator. ELife, 2015, 4, . 2.8 29

22930 Mucosal effects of tenofovir 1% gel. ELife, 2015, 4, . 2.8 37

22931 Systematic imaging reveals features and changing localization of mRNAs in Drosophila development.
ELife, 2015, 4, . 2.8 123



1236

Citation Report

# Article IF Citations

22932 The genetic architecture of NAFLD among inbred strains of mice. ELife, 2015, 4, e05607. 2.8 96

22933 NKX2-5 mutations causative for congenital heart disease retain functionality and are directed to
hundreds of targets. ELife, 2015, 4, . 2.8 54

22934 Receptor tyrosine kinases modulate distinct transcriptional programs by differential usage of
intracellular pathways. ELife, 2015, 4, . 2.8 46

22935 Regulation of mRNA translation during mitosis. ELife, 2015, 4, . 2.8 138

22936 Genome-wide DNA hypomethylation and RNA:DNA hybrid accumulation in Aicardiâ€“GoutiÃ¨res syndrome.
ELife, 2015, 4, . 2.8 140

22937 Paradoxical resistance of multiple myeloma to proteasome inhibitors by decreased levels of 19S
proteasomal subunits. ELife, 2015, 4, e08153. 2.8 84

22938 Protein biogenesis machinery is a driver of replicative aging in yeast. ELife, 2015, 4, e08527. 2.8 151

22939 Many lncRNAs, 5â€™UTRs, and pseudogenes are translated and some are likely to express functional
proteins. ELife, 2015, 4, e08890. 2.8 439

22940 The splicing regulator PTBP1 controls the activity of the transcription factor Pbx1 during neuronal
differentiation. ELife, 2015, 4, e09268. 2.8 108

22941 Chromatin dynamics and the role of G9a in gene regulation and enhancer silencing during early
mouse development. ELife, 2015, 4, . 2.8 96

22942 A robust transcriptional program in newts undergoing multiple events of lens regeneration
throughout their lifespan. ELife, 2015, 4, . 2.8 32

22943 Activation of GCN2 kinase by ribosome stalling links translation elongation with translation
initiation. ELife, 2016, 5, . 2.8 139

22944 Hypothalamic transcriptomes of 99 mouse strains reveal trans eQTL hotspots, splicing QTLs and novel
non-coding genes. ELife, 2016, 5, . 2.8 35

22945 Regulation of alternative polyadenylation by Nkx2-5 and Xrn2 during mouse heart development. ELife,
2016, 5, . 2.8 18

22946 Norrin/Frizzled4 signalling in the preneoplastic niche blocks medulloblastoma initiation. ELife, 2016,
5, . 2.8 21

22947 Drosophila Nanos acts as a molecular clamp that modulates the RNA-binding and repression activities
of Pumilio. ELife, 2016, 5, . 2.8 66

22948 Satb2 determines miRNA expression and long-term memory in the adult central nervous system. ELife,
2016, 5, . 2.8 68

22949 Dissecting the pre-placodal transcriptome to reveal presumptive direct targets of Six1 and Eya1 in
cranial placodes. ELife, 2016, 5, . 2.8 45



1237

Citation Report

# Article IF Citations

22950 Temporal proteomic analysis of HIV infection reveals remodelling of the host phosphoproteome by
lentiviral Vif variants. ELife, 2016, 5, . 2.8 76

22951 A systematic view on influenza induced host shutoff. ELife, 2016, 5, . 2.8 92

22952 PDZD7-MYO7A complex identified in enriched stereocilia membranes. ELife, 2016, 5, . 2.8 40

22953 Suppression of ischemia in arterial occlusive disease by JNK-promoted native collateral artery
development. ELife, 2016, 5, . 2.8 14

22954 Differences and similarities between human and chimpanzee neural progenitors during cerebral
cortex development. ELife, 2016, 5, . 2.8 200

22955 A conserved quality-control pathway that mediates degradation of unassembled ribosomal proteins.
ELife, 2016, 5, . 2.8 147

22956 Cell culture-based profiling across mammals reveals DNA repair and metabolism as determinants of
species longevity. ELife, 2016, 5, . 2.8 69

22957 MEF2C regulates cortical inhibitory and excitatory synapses and behaviors relevant to
neurodevelopmental disorders. ELife, 2016, 5, . 2.8 138

22958 Control of immune ligands by members of a cytomegalovirus gene expansion suppresses natural killer
cell activation. ELife, 2017, 6, . 2.8 67

22959 The Hippo pathway effector YAP is an essential regulator of ductal progenitor patterning in the mouse
submandibular gland. ELife, 2017, 6, . 2.8 37

22960 SENP8 limits aberrant neddylation of NEDD8 pathway components to promote cullin-RING ubiquitin
ligase function. ELife, 2017, 6, . 2.8 33

22961 The interactome of the copper transporter ATP7A belongs to a network of neurodevelopmental and
neurodegeneration factors. ELife, 2017, 6, . 2.8 61

22962 A lectin receptor kinase as a potential sensor for extracellular nicotinamide adenine dinucleotide in
Arabidopsis thaliana. ELife, 2017, 6, . 2.8 76

22963 Ubiquilin1 promotes antigen-receptor mediated proliferation by eliminating mislocalized
mitochondrial proteins. ELife, 2017, 6, . 2.8 37

22964 Global transcriptional analysis identifies a novel role for SOX4 in tumor-induced angiogenesis. ELife,
2018, 7, . 2.8 32

22965 AIRE is a critical spindle-associated protein in embryonic stem cells. ELife, 2017, 6, . 2.8 19

22966 Live-cell mapping of organelle-associated RNAs via proximity biotinylation combined with protein-RNA
crosslinking. ELife, 2017, 6, . 2.8 143

22967 Inducible and reversible phenotypes in a novel mouse model of Friedreichâ€™s Ataxia. ELife, 2017, 6, . 2.8 64



1238

Citation Report

# Article IF Citations

22968 Cdc48-like protein of actinobacteria (Cpa) is a novel proteasome interactor in mycobacteria and
related organisms. ELife, 2018, 7, . 2.8 17

22969 Reduced expression of C/EBPÎ²-LIP extends health and lifespan in mice. ELife, 2018, 7, . 2.8 23

22970 Striking circadian neuron diversity and cycling of Drosophila alternative splicing. ELife, 2018, 7, . 2.8 24

22971 Human axial progenitors generate trunk neural crest cells in vitro. ELife, 2018, 7, . 2.8 81

22972 TALE factors use two distinct functional modes to control an essential zebrafish gene expression
program. ELife, 2018, 7, . 2.8 31

22973 TFAP2 transcription factors are regulators of lipid droplet biogenesis. ELife, 2018, 7, . 2.8 34

22974 Host genetic selection for cold tolerance shapes microbiome composition and modulates its response
to temperature. ELife, 2018, 7, . 2.8 113

22975 FBXL19 recruits CDK-Mediator to CpG islands of developmental genes priming them for activation
during lineage commitment. ELife, 2018, 7, . 2.8 22

22976 Temporal profiling of redox-dependent heterogeneity in single cells. ELife, 2018, 7, . 2.8 27

22977 Multiple tumor suppressors regulate a HIF-dependent negative feedback loop via ISGF3 in human clear
cell renal cancer. ELife, 2018, 7, . 2.8 25

22978 Aurora kinase A localises to mitochondria to control organelle dynamics and energy production.
ELife, 2018, 7, . 2.8 63

22979 The RNA interactome of human telomerase RNA reveals a coding-independent role for a histone mRNA
in telomere homeostasis. ELife, 2018, 7, . 2.8 15

22980 Functional proteomic atlas of HIV infection in primary human CD4+ T cells. ELife, 2019, 8, . 2.8 34

22981 Stem cells repurpose proliferation to contain a breach in their niche barrier. ELife, 2018, 7, . 2.8 38

22982 Microglial SIRPÎ± regulates the emergence of CD11c+ microglia and demyelination damage in white
matter. ELife, 2019, 8, . 2.8 39

22983 Determination of host proteins composing the microenvironment of coronavirus replicase complexes
by proximity-labeling. ELife, 2019, 8, . 2.8 157

22984 A generally conserved response to hypoxia in iPSC-derived cardiomyocytes from humans and
chimpanzees. ELife, 2019, 8, . 2.8 35

22985 Distinct mesoderm migration phenotypes in extra-embryonic and embryonic regions of the early mouse
embryo. ELife, 2019, 8, . 2.8 64



1239

Citation Report

# Article IF Citations

22986 PUMILIO hyperactivity drives premature aging of Norad-deficient mice. ELife, 2019, 8, . 2.8 65

22987 Genetic analysis reveals functions of atypical polyubiquitin chains. ELife, 2018, 7, . 2.8 12

22988 The unfolded protein response and endoplasmic reticulum protein targeting machineries converge on
the stress sensor IRE1. ELife, 2018, 7, . 2.8 71

22989 PAX8 regulon in human ovarian cancer links lineage dependency with epigenetic vulnerability to HDAC
inhibitors. ELife, 2019, 8, . 2.8 32

22990 Transcriptomic and epigenetic regulation of hair cell regeneration in the mouse utricle and its
potentiation by Atoh1. ELife, 2019, 8, . 2.8 46

22991 NHR-14 loss of function couples intestinal iron uptake with innate immunity in C. elegans through
PQM-1 signaling. ELife, 2019, 8, . 2.8 22

22992 The transcription factor Hey and nuclear lamins specify and maintain cell identity. ELife, 2019, 8, . 2.8 19

22993 Fetal and trophoblast PI3K p110Î± have distinct roles in regulating resource supply to the growing fetus
in mice. ELife, 2019, 8, . 2.8 36

22994 Genetic interactions of G-quadruplexes in humans. ELife, 2019, 8, . 2.8 91

22995 Elevating acetyl-CoA levels reduces aspects of brain aging. ELife, 2019, 8, . 2.8 94

22996 Screening identifies small molecules that enhance the maturation of human pluripotent stem
cell-derived myotubes. ELife, 2019, 8, . 2.8 45

22997 Siglec1-expressing subcapsular sinus macrophages provide soil for melanoma lymph node metastasis.
ELife, 2019, 8, . 2.8 22

22998 Obesity-linked suppression of membrane-bound O-acyltransferase 7 (MBOAT7) drives non-alcoholic
fatty liver disease. ELife, 2019, 8, . 2.8 93

22999 Human cytomegalovirus interactome analysis identifies degradation hubs, domain associations and
viral protein functions. ELife, 2019, 8, . 2.8 84

23000 Diversification of the Caenorhabditis heat shock response by Helitron transposable elements. ELife,
2019, 8, . 2.8 21

23001 C9orf72 arginine-rich dipeptide repeat proteins disrupt karyopherin-mediated nuclear import. ELife,
2020, 9, . 2.8 91

23002 Phenotypic plasticity as a mechanism of cave colonization and adaptation. ELife, 2020, 9, . 2.8 48

23003 PACT-mediated PKR activation acts as a hyperosmotic stress intensity sensor weakening
osmoadaptation and enhancing inflammation. ELife, 2020, 9, . 2.8 21



1240

Citation Report

# Article IF Citations

23004 Functional heterogeneity of lymphocytic patterns in primary melanoma dissected through single-cell
multiplexing. ELife, 2020, 9, . 2.8 44

23005 FoxO suppresses endoplasmic reticulum stress to inhibit growth of Tsc1-deficient tissues under
nutrient restriction. ELife, 2020, 9, . 2.8 5

23006 YAP regulates cell size and growth dynamics via non-cell autonomous mediators. ELife, 2020, 9, . 2.8 28

23007 A single-cell transcriptomic atlas of the adult Drosophila ventral nerve cord. ELife, 2020, 9, . 2.8 104

23008 Fibrillar AÎ² triggers microglial proteome alterations and dysfunction in Alzheimer mouse models.
ELife, 2020, 9, . 2.8 80

23009 Bmal1 integrates mitochondrial metabolism and macrophage activation. ELife, 2020, 9, . 2.8 74

23010 Single cell transcriptomics identifies a unique adipose lineage cell population that regulates bone
marrow environment. ELife, 2020, 9, . 2.8 191

23011 Hox-dependent coordination of mouse cardiac progenitor cell patterning and differentiation. ELife,
2020, 9, . 2.8 41

23012 Histone deacetylase knockouts modify transcription, CAG instability and nuclear pathology in
Huntington disease mice. ELife, 2020, 9, . 2.8 9

23013 KDM5A mutations identified in autism spectrum disorder using forward genetics. ELife, 2020, 9, . 2.8 27

23014 IER5, a DNA damage response gene, is required for Notch-mediated induction of squamous cell
differentiation. ELife, 2020, 9, . 2.8 13

23015 16p11.2 microdeletion imparts transcriptional alterations in human iPSC-derived models of early
neural development. ELife, 2020, 9, . 2.8 30

23016 The host exosome pathway underpins biogenesis of the human cytomegalovirus virion. ELife, 2020, 9, . 2.8 27

23017 Activation of a neural stem cell transcriptional program in parenchymal astrocytes. ELife, 2020, 9, . 2.8 51

23018 Increased processing of SINE B2 ncRNAs unveils a novel type of transcriptome deregulation in amyloid
beta neuropathology. ELife, 2020, 9, . 2.8 8

23019 COVID-19 research risks ignoring important host genes due to pre-established research patterns. ELife,
2020, 9, . 2.8 14

23020 GTPBP1 resolves paused ribosomes to maintain neuronal homeostasis. ELife, 2020, 9, . 2.8 28

23021
Constitution of a comprehensive phytochemical profile and network pharmacology based
investigation to decipher molecular mechanisms of <i>Teucrium polium</i> L. in the treatment of type
2 diabetes mellitus. PeerJ, 2020, 8, e10111.

0.9 6



1241

Citation Report

# Article IF Citations

23022 Identification and characterization of critical genes associated with tamoxifen resistance in breast
cancer. PeerJ, 2020, 8, e10468. 0.9 11

23023 miR-21 is upregulated, promoting fibrosis and blocking G2/M in irradiated rat cardiac fibroblasts.
PeerJ, 2020, 8, e10502. 0.9 7

23024 Identification of biomarkers associated with clinical severity of chronic obstructive pulmonary
disease. PeerJ, 2020, 8, e10513. 0.9 3

23025 <i>Splicing Express</i>: a software suite for alternative splicing analysis using next-generation
sequencing data. PeerJ, 2015, 3, e1419. 0.9 9

23026 Deciphering the microRNA transcriptome of skeletal muscle during porcine development. PeerJ, 2016, 4,
e1504. 0.9 12

23027 Hypoxia-inducible C-to-U coding RNA editing downregulates<i>SDHB</i>in monocytes. PeerJ, 2013, 1,
e152. 0.9 24

23028 BD-Func: a streamlined algorithm for predicting activation and inhibition of pathways. PeerJ, 2013, 1,
e159. 0.9 10

23029 Global miRNA expression is temporally correlated with acute kidney injury in mice. PeerJ, 2016, 4, e1729. 0.9 16

23030 Dynamic gene expression profiles during postnatal development of porcine subcutaneous adipose.
PeerJ, 2016, 4, e1768. 0.9 4

23031
A<i>de novo</i>transcriptome of the Malpighian tubules in non-blood-fed and blood-fed Asian tiger
mosquitoes<i>Aedes albopictus</i>: insights into diuresis, detoxification, and blood meal processing.
PeerJ, 2016, 4, e1784.

0.9 49

23032 Construction of microRNA functional families by a mixture model of position weight matrices. PeerJ,
2013, 1, e199. 0.9 6

23033 Characterization of RNA in exosomes secreted by human breast cancer cell lines using
next-generation sequencing. PeerJ, 2013, 1, e201. 0.9 187

23034 Transcriptional similarity in couples reveals the impact of shared environment and lifestyle on gene
regulation through modified cytosines. PeerJ, 2016, 4, e2123. 0.9 4

23035 Identification of biomarkers for periodontal disease using the immunoproteomics approach. PeerJ,
2016, 4, e2327. 0.9 9

23036 Integrated analysis of ischemic stroke datasets revealed sex and age difference in anti-stroke targets.
PeerJ, 2016, 4, e2470. 0.9 22

23037 Identify potential drugs for cardiovascular diseases caused by stress-induced genes in vascular
smooth muscle cells. PeerJ, 2016, 4, e2478. 0.9 14

23038 Network-based analysis of differentially expressed genes in cerebrospinal fluid (CSF) and blood
reveals new candidate genes for multiple sclerosis. PeerJ, 2016, 4, e2775. 0.9 52

23039 Hydrogel scaffolds promote neural gene expression and structural reorganization in human
astrocyte cultures. PeerJ, 2017, 5, e2829. 0.9 12



1242

Citation Report

# Article IF Citations

23040 Transcriptome analysis of the oriental melon (<i>Cucumis melo</i>L. var.<i>makuwa</i>) during fruit
development. PeerJ, 2017, 5, e2834. 0.9 31

23041 Detecting heterogeneity in single-cell RNA-Seq data by non-negative matrix factorization. PeerJ, 2017, 5,
e2888. 0.9 77

23042 Analysis of genomic variation in lung adenocarcinoma patients revealed the critical role of PI3K
complex. PeerJ, 2017, 5, e3216. 0.9 8

23043 SIX4 promotes metastasis via activation of the PI3K-AKT pathway in colorectal cancer. PeerJ, 2017, 5,
e3394. 0.9 27

23044 Phenotypic and microRNA transcriptomic profiling of the MDA-MB-231 spheroid-enriched CSCs with
comparison of MCF-7 microRNA profiling dataset. PeerJ, 2017, 5, e3551. 0.9 21

23045 MicroRNAs tend to synergistically control expression of genes encoding extensively-expressed
proteins in humans. PeerJ, 2017, 5, e3682. 0.9 22

23046
Gene expression profiling and functional analysis reveals that p53 pathway-related gene expression is
highly activated in cancer cells treated by cold atmospheric plasma-activated medium. PeerJ, 2017, 5,
e3751.

0.9 31

23047 Evidence for widespread dysregulation of circadian clock progression in human cancer. PeerJ, 2018, 6,
e4327. 0.9 75

23048 Phosphoproteomic insights into processes influenced by the kinase-like protein DIA1/C3orf58. PeerJ,
2018, 6, e4599. 0.9 7

23049 Identification of potential crucial genes and pathways associated with vein graft restenosis based on
gene expression analysis in experimental rabbits. PeerJ, 2018, 6, e4704. 0.9 2

23050 Integrated bioinformatic changes and analysis of retina with time in diabetic rats. PeerJ, 2018, 6, e4762. 0.9 5

23051 Divergent and convergent evolution of housekeeping genes in humanâ€“pig lineage. PeerJ, 2018, 6, e4840. 0.9 19

23052 Identification of exosome-like nanoparticle-derived microRNAs from 11 edible fruits and vegetables.
PeerJ, 2018, 6, e5186. 0.9 180

23053 Profile and clinical implication of circular RNAs in human papillary thyroid carcinoma. PeerJ, 2018, 6,
e5363. 0.9 25

23054 Tumor-preventing activity of aspirin in multiple cancers based on bioinformatic analyses. PeerJ, 2018, 6,
e5667. 0.9 9

23055 Effects of rheumatoid arthritis associated transcriptional changes on osteoclast differentiation
network in the synovium. PeerJ, 2018, 6, e5743. 0.9 6

23056 Comparative functional analysis of proteins containing low-complexity predicted amyloid regions.
PeerJ, 2018, 6, e5823. 0.9 7

23057 Screening of prognostic biomarkers for endometrial carcinoma based on a ceRNA network. PeerJ, 2018,
6, e6091. 0.9 10



1243

Citation Report

# Article IF Citations

23058 Identification of gene-phenotype connectivity associated with flavanone naringenin by functional
network analysis. PeerJ, 2019, 7, e6611. 0.9 7

23059 Predicting gene expression using DNA methylation in three human populations. PeerJ, 2019, 7, e6757. 0.9 28

23060 Cmah deficiency may lead to age-related hearing loss by influencing miRNA-PPAR mediated signaling
pathway. PeerJ, 2019, 7, e6856. 0.9 5

23061 T cell receptor signaling pathway and cytokine-cytokine receptor interaction affect the rehabilitation
process after respiratory syncytial virus infection. PeerJ, 2019, 7, e7089. 0.9 41

23062 Global transcriptomic analysis identifies<i>SERPINE1</i>as a prognostic biomarker associated with
epithelial-to-mesenchymal transition in gastric cancer. PeerJ, 2019, 7, e7091. 0.9 46

23063 A tropomyosin receptor kinase family protein, NTRK2 is a potential predictive biomarker for lung
adenocarcinoma. PeerJ, 2019, 7, e7125. 0.9 11

23064 Screening of immunosuppressive factors for biomarkers of breast cancer malignancy phenotypes and
subtype-specific targeted therapy. PeerJ, 2019, 7, e7197. 0.9 2

23065 Differential gene expression in skeletal organic matrix proteins of scleractinian corals associated
with mixed aragonite/calcite skeletons under low <i>m</i>Mg/Ca conditions. PeerJ, 2019, 7, e7241. 0.9 21

23066 RAD genotyping reveals fine-scale population structure and provides evidence for adaptive divergence
in a commercially important fish from the northwestern Pacific Ocean. PeerJ, 2019, 7, e7242. 0.9 13

23067 Identification of significant gene and pathways involved in HBV-related hepatocellular carcinoma by
bioinformatics analysis. PeerJ, 2019, 7, e7408. 0.9 64

23068 Profiling the lncRNA-miRNA-mRNA ceRNA network to reveal potential crosstalk between inflammatory
bowel disease and colorectal cancer. PeerJ, 2019, 7, e7451. 0.9 31

23069 lncRNA TMEM51-AS1 and RUSC1-AS1 function as ceRNAs for induction of laryngeal squamous cell
carcinoma and prediction of prognosis. PeerJ, 2019, 7, e7456. 0.9 24

23070 Crucial lncRNAs associated with adipocyte differentiation from human adipose-derived stem cells
based on co-expression and ceRNA network analyses. PeerJ, 2019, 7, e7544. 0.9 19

23071 Identification of hub genes and molecular mechanisms in infant acute lymphoblastic leukemia
with<i>MLL</i>gene rearrangement. PeerJ, 2019, 7, e7628. 0.9 5

23072 The co-expression networks of differentially expressed RBPs with TFs and LncRNAs related to clinical
TNM stages of cancers. PeerJ, 2019, 7, e7696. 0.9 5

23073 Urine proteome changes in rats subcutaneously inoculated with approximately ten tumor cells. PeerJ,
2019, 7, e7717. 0.9 8

23074 Analysis of miRNA expression profiles in the liver of<i>Clock</i><sup>Î”19</sup>mutant mice. PeerJ, 2019,
7, e8119. 0.9 5

23075 Identification of key genes in non-small cell lung cancer by bioinformatics analysis. PeerJ, 2019, 7,
e8215. 0.9 17



1244

Citation Report

# Article IF Citations

23076 Genome-wide analysis of lncRNAs, miRNAs, and mRNAs forming a prognostic scoring system in
esophageal squamous cell carcinoma. PeerJ, 2020, 8, e8368. 0.9 13

23077 Upregulation of desmoglein 2 and its clinical value in lung adenocarcinoma: a comprehensive analysis
by multiple bioinformatics methods. PeerJ, 2020, 8, e8420. 0.9 15

23078 Screening and identification of critical biomarkers in erectile dysfunction: evidence from
bioinformatic analysis. PeerJ, 2020, 8, e8653. 0.9 8

23079 Comparative proteogenomics profiling of non-small and small lung carcinoma cell lines using mass
spectrometry. PeerJ, 2020, 8, e8779. 0.9 7

23080 Identification of key gene modules and hub genes of human mantle cell lymphoma by coexpression
network analysis. PeerJ, 2020, 8, e8843. 0.9 12

23081 The corepressor NCOR1 and OCT4 facilitate early reprogramming by suppressing fibroblast gene
expression. PeerJ, 2020, 8, e8952. 0.9 6

23082 Identification of exosomal miRNAs associated with the anthracycline-induced liver injury in
postoperative breast cancer patients by small RNA sequencing. PeerJ, 2020, 8, e9021. 0.9 14

23083
Aberrant expression of two miRNAs promotes proliferation, hepatitis B virus amplification, migration
and invasion of hepatocellular carcinoma cells: evidence from bioinformatic analysis and
experimental validation. PeerJ, 2020, 8, e9100.

0.9 5

23084 Identification of gene expression and DNA methylation of SERPINA5 and TIMP1 as novel prognostic
markers in lower-grade gliomas. PeerJ, 2020, 8, e9262. 0.9 8

23085 Salivary proteome of a Neotropical primate: potential roles in host defense and oral food perception.
PeerJ, 2020, 8, e9489. 0.9 4

23086 Identification of DNA methylation patterns and biomarkers for clear-cell renal cell carcinoma by
multi-omics data analysis. PeerJ, 2020, 8, e9654. 0.9 7

23087 PANDA: pathway and annotation explorer for visualizing and interpreting gene-centric data. PeerJ,
2015, 3, e970. 0.9 3

23088 Identification of miR-194-5p as a potential biomarker for postmenopausal osteoporosis. PeerJ, 2015, 3,
e971. 0.9 90

23089
Global RNA editome landscape discovers reduced RNA editing in glioma: loss of editing of
gamma-amino butyric acid receptor alpha subunit 3 (GABRA3) favors glioma migration and invasion.
PeerJ, 2020, 8, e9755.

0.9 13

23090 Prognostic implications of metabolism-associated gene signatures in colorectal cancer. PeerJ, 2020, 8,
e9847. 0.9 23

23091 Identification of an 8-miRNA signature as a potential prognostic biomarker for glioma. PeerJ, 2020, 8,
e9943. 0.9 9

23092 Global Prediction of Candidate R-Loop Binding and R-Loop Regulatory Proteins. SSRN Electronic
Journal, 0, , . 0.4 0

23093 Neuronal activation modulates enhancer activity of genes for excitatory synaptogenesis through
<i>de novo</i> DNA methylation. Journal of Reproduction and Development, 2021, , . 0.5 0



1245

Citation Report

# Article IF Citations

23094 Integrative COVID-19 biological network inference with probabilistic core decomposition. Briefings in
Bioinformatics, 2022, 23, . 3.2 6

23095 Superenhancerâ€“transcription factor regulatory network in malignant tumors. Open Medicine
(Poland), 2021, 16, 1564-1582. 0.6 1

23096 Uncovering ceRNA integrated networks that associate with fertility in a photoperiod and temperature
sensitive male sterile wheat line. Biotechnology and Biotechnological Equipment, 2021, 35, 1317-1330. 0.5 3

23097 Identification of Conserved Pappalysin 1-Derived Circular RNA-Mediated Competing Endogenous RNA in
Osteosarcoma. Evolutionary Bioinformatics, 2021, 17, 117693432110413. 0.6 0

23098 Identification of hub genes and their novel diagnostic and prognostic significance in pancreatic
adenocarcinoma. Cancer Biology and Medicine, 2021, 19, 1029-1046. 1.4 4

23099 A novel identified pyroptosis-related prognostic signature of colorectal cancer. Mathematical
Biosciences and Engineering, 2021, 18, 8783-8796. 1.0 6

23100 Gene Mutation Annotation and Pedigree for Pulmonary Arterial Hypertension Patients in Han Chinese
Patients. Global Heart, 2021, 16, 70. 0.9 2

23101 Enhancer architecture-dependent multilayered transcriptional regulation orchestrates RA
signaling-induced early lineage differentiation of ESCs. Nucleic Acids Research, 2021, 49, 11575-11595. 6.5 4

23102 RBM6 splicing factor promotes homologous recombination repair of double-strand breaks and
modulates sensitivity to chemotherapeutic drugs. Nucleic Acids Research, 2021, 49, 11708-11727. 6.5 13

23103 Protein profiling reveals potential isomiR-associated cross-talks among RNAs in cholangiocarcinoma.
Computational and Structural Biotechnology Journal, 2021, 19, 5722-5734. 1.9 3

23104 Global Histone H3 Lysine 4 Trimethylation (H3K4me3) Landscape Changes in Response to TGFÎ². Epigenetics
Insights, 2021, 14, 251686572110517. 0.6 3

23105 Identification of potential biomarkers with colorectal cancer based on bioinformatics analysis and
machine learning. Mathematical Biosciences and Engineering, 2021, 18, 8997-9015. 1.0 11

23106
Prediction and prognostic significance of ALOX12B and PACSIN1 expression in gastric cancer by
genome-wide RNA expression and methylation analysis. Journal of Gastrointestinal Oncology, 2021, 12,
2082-2092.

0.6 3

23107 circ01592 regulates unsaturated fatty acid metabolism through adsorbing miR-218 in bovine mammary
epithelial cells. Food and Function, 2021, 12, 12047-12058. 2.1 10

23108 The phenotypic characteristics of patients with athelia and tooth agenesis. Annals of Translational
Medicine, 2021, 9, 1583-1583. 0.7 1

23109 POU class 2 homeobox associating factor 1 (POU2AF1) participates in abdominal aortic aneurysm
enlargement based on integrated bioinformatics analysis. Bioengineered, 2021, 12, 8980-8993. 1.4 3

23110
Alterations of DNA methylation during adipogenesis differentiation of mesenchymal stem cells
isolated from adipose tissue of patients with obesity is associated with type 2 diabetes. Adipocyte, 2021,
10, 493-504.

1.3 5

23111 PROL1 is essential for xenograft tumor development in mice injected with the human prostate cancer
cell-line, LNCaP, and modulates cell migration and invasion. Journal of Men's Health, 2021, 18, 44. 0.1 2



1246

Citation Report

# Article IF Citations

23112 Bioinformatics-based identification of SPNS3 (Spinster homolog 3) as a prognostic biomarker of
apoptosis resistance in acute myeloid leukemia. Bioengineered, 2021, 12, 7837-7848. 1.4 3

23113 The pioneer round of translation ensures proper targeting of ER and mitochondrial proteins. Nucleic
Acids Research, 2021, 49, 12517-12534. 6.5 3

23114 Interleukin-4 and interleukin-13 induce different metabolic profiles in microglia and macrophages that
relate with divergent outcomes after spinal cord injury. Theranostics, 2021, 11, 9805-9820. 4.6 21

23115
Circ-PTPDC1 promotes the Progression of Gastric Cancer through Sponging Mir-139-3p by Regulating
ELK1 and Functions as a Prognostic Biomarker. International Journal of Biological Sciences, 2021, 17,
4285-4304.

2.6 13

23116 Analysis of Methylationâ€•driven Genes in Pancreatic Ductal Adenocarcinoma for Predicting Prognosis.
Journal of Cancer, 2021, 12, 6507-6518. 1.2 5

23117
Gene Expression Analysis in Three Posttraumatic Stress Disorder Cohorts Implicates Inflammation and
Innate Immunity Pathways and Uncovers Shared Genetic Risk With Major Depressive Disorder.
Frontiers in Neuroscience, 2021, 15, 678548.

1.4 12

23118 Temporal Proteomic Profiling During Differentiation of Normal and Dystrophin-Deficient Human
Muscle Cells. Journal of Neuromuscular Diseases, 2021, 8, S205-S222. 1.1 7

23119 Investigation of the active components and mechanism of Sanao Decoction in treating chronic cough
by network pharmacology and molecular docking. Digital Chinese Medicine, 2021, 4, 191-201. 0.5 0

23120
Integrated Proteotranscriptomics of Human Myometrium in Labor Landscape Reveals the Increased
Molecular Associated With Inflammation Under Hypoxia Stress. Frontiers in Immunology, 2021, 12,
722816.

2.2 14

23121 Defining the Innate Immune Responses for SARS-CoV-2-Human Macrophage Interactions. Frontiers in
Immunology, 2021, 12, 741502. 2.2 28

23122 A meta-analysis of prognostic biomarkers in neonatal retinal hemorrhage. International
Ophthalmology, 2021, , 1. 0.6 1

23124 L-bodies are RNAâ€“protein condensates driving RNA localization in <i>Xenopus</i> oocytes. Molecular
Biology of the Cell, 2021, 32, ar37. 0.9 21

23125 Network Pharmacologyâ€“Based Identification of Key Mechanisms of Xihuang Pill in the Treatment of
Triple-Negative Breast Cancer Stem Cells. Frontiers in Pharmacology, 2021, 12, 714628. 1.6 9

23126 Development of a KRAS-Associated Metabolic Risk Model for Prognostic Prediction in Pancreatic
Cancer. BioMed Research International, 2021, 2021, 1-21. 0.9 3

23127 Convergent Canonical Pathways in Autism Spectrum Disorder from Proteomic, Transcriptomic and
DNA Methylation Data. International Journal of Molecular Sciences, 2021, 22, 10757. 1.8 10

23128 GATM-Mediated Creatine Biosynthesis Enables Maintenance of FLT3-ITDâ€“Mutant Acute Myeloid
Leukemia. Molecular Cancer Research, 2022, 20, 293-304. 1.5 6

23129 Tcf1 and Lef1 provide constant supervision to matureÂ CD8+ T cell identity and function by organizing
genomic architecture. Nature Communications, 2021, 12, 5863. 5.8 41

23130 StemBond hydrogels control the mechanical microenvironment for pluripotent stem cells. Nature
Communications, 2021, 12, 6132. 5.8 22



1247

Citation Report

# Article IF Citations

23131
NR2F1-AS1/miR-190a/PHLDB2 Induces the Epithelialâ€“Mesenchymal Transformation Process in Gastric
Cancer by Promoting Phosphorylation of AKT3. Frontiers in Cell and Developmental Biology, 2021, 9,
688949.

1.8 15

23132
Systematic analysis of potential targets of the curcumin analog pentagamavunon-1 (PGV-1) in
overcoming resistance of glioblastoma cells to bevacizumab. Saudi Pharmaceutical Journal, 2021, 29,
1289-1302.

1.2 3

23133 Integrative Characterization of the Role of IL27 In Melanoma Using Bioinformatics Analysis. Frontiers
in Immunology, 2021, 12, 713001. 2.2 21

23134 Extracellular calcium alters calcium-sensing receptor network integrating intracellular
calcium-signaling and related key pathway. Scientific Reports, 2021, 11, 20576. 1.6 8

23136 Construction of a Pearson- and MIC-Based Co-expression Network to Identify Potential Cancer Genes.
Interdisciplinary Sciences, Computational Life Sciences, 2022, 14, 245-257. 2.2 8

23137 Single-Cell Analysis of the In Vivo Dynamics of Host Circulating Immune Cells Highlights the
Importance of Myeloid Cells in Avian Flaviviral Infection. Journal of Immunology, 2021, 207, 2878-2891. 0.4 3

23138 Molecular characterization of triple negative breast cancer formaldehydeâ€•fixed paraffinâ€•embedded
samples by dataâ€•independent acquisition proteomics. Proteomics, 2022, 22, e2100110. 1.3 3

23139 Venetoclax imparts distinct cell death sensitivity and adaptivity patterns in T cells. Cell Death and
Disease, 2021, 12, 1005. 2.7 8

23140 Rapamycin targets STAT3 and impacts c-Myc to suppress tumor growth. Cell Chemical Biology, 2022, 29,
373-385.e6. 2.5 31

23141 Maternal Iron Deficiency Alters Trophoblast Differentiation and Placental Development in Rat
Pregnancy. Endocrinology, 2021, 162, . 1.4 19

23142 Mass Spectrometry-Based Phosphoproteomics and Systems Biology: Approaches to Study T Lymphocyte
Activation and Exhaustion. Journal of Molecular Biology, 2021, 433, 167318. 2.0 5

23143 Levels of miR-130b-5p in peripheral blood are associated with severity of coronary artery disease.
Molecular Biology Reports, 2021, 48, 7719-7732. 1.0 8

23144
Network Pharmacology-Based and Molecular Docking-Based Analysis of Suanzaoren Decoction for
the Treatment of Parkinsonâ€™s Disease with Sleep Disorder. BioMed Research International, 2021, 2021,
1-12.

0.9 21

23145 Pan-Cancer Analysis of the Associations of TGFBI Expression With Prognosis and Immune
Characteristics. Frontiers in Molecular Biosciences, 2021, 8, 745649. 1.6 12

23146 Data of RNA-seq transcriptomes in the brain associated with aggression in males of the fish Betta
splendens. Data in Brief, 2021, 38, 107448. 0.5 0

23147 Nuclear transporter Importin-13 plays a key role in the oxidative stress transcriptional response.
Nature Communications, 2021, 12, 5904. 5.8 14

23148 A novel phosphoproteomic landscape evoked in response to type I interferon in the brain and in glial
cells. Journal of Neuroinflammation, 2021, 18, 237. 3.1 6

23149 Foxd3 controls heterochromatinâ€•mediated repression of repeat elements and 2â€•cell state
transcription. EMBO Reports, 2021, 22, e53180. 2.0 8



1248

Citation Report

# Article IF Citations

23150
Fra-2 overexpression upregulates pro-metastatic cell-adhesion molecules, promotes pulmonary
metastasis, and reduces survival in a spontaneous xenograft model of human breast cancer. Journal
of Cancer Research and Clinical Oncology, 2022, 148, 1525-1542.

1.2 1

23151 Identification of potential novel biomarkers for abdominal aortic aneurysm based on comprehensive
analysis of circRNAâ€‘miRNAâ€‘mRNA networks. Experimental and Therapeutic Medicine, 2021, 22, 1468. 0.8 6

23152 Distinctive Network Topology of Phase-Separated Proteins in Human Interactome. Journal of
Molecular Biology, 2022, 434, 167292. 2.0 3

23153 Discovery and validation of methylation signatures in circulating cell-free DNA for early detection of
esophageal cancer: a case-control study. BMC Medicine, 2021, 19, 243. 2.3 15

23154 Subproteomic profiling from renal cortices in OLETF rats reveals mutations of multiple novel genes
in diabetic nephropathy. Genes and Genomics, 2021, , 1. 0.5 0

23155
Transcriptome analysis reveals disruption of circadian rhythms in late gestation dairy cows may
increase risk for fatty liver and reduced mammary remodeling. Physiological Genomics, 2021, 53,
441-455.

1.0 6

23156
Anthracycline-free tumor elimination in mice leads toÂ functional and molecular cardiac recovery
from cancer-induced alterations in contrast to long-lasting doxorubicin treatment effects. Basic
Research in Cardiology, 2021, 116, 61.

2.5 11

23157 An investigation into DNA methylation patterns associated with risk preference in older individuals.
Epigenetics, 2022, 17, 1159-1172. 1.3 1

23158 An RNA-Seq-Based Framework for Characterizing Canine Prostate Cancer and Prioritizing Clinically
Relevant Biomarker Candidate Genes. International Journal of Molecular Sciences, 2021, 22, 11481. 1.8 13

23159 Network Pharmacology-Based Analysis on the Action Mechanism of Oleanolic Acid to Alleviate
Osteoporosis. ACS Omega, 2021, 6, 28410-28420. 1.6 10

23161 Proteome-wide mapping of short-lived proteins in human cells. Molecular Cell, 2021, 81, 4722-4735.e5. 4.5 64

23162
Systems Biology and Chemoinformatics-Based Strategies to Explore the Biological Mechanism of Fugui
Wenyang Decoction in Treating Vascular Dementia Rats. Oxidative Medicine and Cellular Longevity,
2021, 2021, 1-42.

1.9 16

23163 Integrative Analysis of Metallothioneins Identifies MT1H as Candidate Prognostic Biomarker in
Hepatocellular Carcinoma. Frontiers in Molecular Biosciences, 2021, 8, 672416. 1.6 2

23164 Assessing Genomic Diversity and Productivity Signatures in Dianzhong Cattle by Whole-Genome
Scanning. Frontiers in Genetics, 2021, 12, 719215. 1.1 6

23165 C. elegans feed yolk to their young in a form of primitive lactation. Nature Communications, 2021, 12,
5801. 5.8 23

23166
Role of HRTPT in kidney proximal epithelial cell regeneration: Integrative differential expression and
pathway analyses using microarray and scRNAâ€•seq. Journal of Cellular and Molecular Medicine, 2021,
25, 10466-10479.

1.6 4

23167
Extracellular vesicle proteomes of two transmissible cancers of Tasmanian devils reveal tenascin-C as
a serum-based differential diagnostic biomarker. Cellular and Molecular Life Sciences, 2021, 78,
7537-7555.

2.4 6

23168 Mir-21 Suppression Promotes Mouse Hepatocarcinogenesis. Cancers, 2021, 13, 4983. 1.7 17



1249

Citation Report

# Article IF Citations

23169
Exploratory Profiling of Extracellular MicroRNAs in Cerebrospinal Fluid Comparing Leptomeningeal
Metastasis with Other Central Nervous System Tumor Statuses. Journal of Clinical Medicine, 2021, 10,
4860.

1.0 5

23170 Specific Plasma MicroRNA Signatures in Predicting and Confirming Crohn's Disease Recurrence: Role
and Pathogenic Implications. Clinical and Translational Gastroenterology, 2021, 12, e00416. 1.3 7

23171 Genetic alterations and pathways in patients with Hereditary Angioedema of Unknown Cause (U-HAE).
Marmara Medical Journal, 0, , . 0.2 0

23172 Oral Pathobiont-Induced Changes in Gut Microbiota Aggravate the Pathology of Nonalcoholic Fatty
Liver Disease in Mice. Frontiers in Immunology, 2021, 12, 766170. 2.2 32

23174 Single-Tear Proteomics: A Feasible Approach to Precision Medicine. International Journal of Molecular
Sciences, 2021, 22, 10750. 1.8 25

23175
Predicting the Molecular Mechanism of Shenling Baizhu San in Treating Convalescent Patients With
COVID-19 Based on Network Pharmacology and Molecular Docking. Natural Product Communications,
2021, 16, 1934578X2110460.

0.2 0

23176 TgfÎ²1-Cthrc1 Signaling Plays an Important Role in the Short-Term Reparative Response to Heart Valve
Endothelial Injury. Arteriosclerosis, Thrombosis, and Vascular Biology, 2021, 41, 2923-2942. 1.1 4

23177 Identification of long noncoding RNAs in injury-resilient and injury-susceptible mouse retinal
ganglion cells. BMC Genomics, 2021, 22, 741. 1.2 3

23178 Effects of Lingonberry (Vaccinium vitis-idaea L.) Supplementation on Hepatic Gene Expression in
High-Fat Diet Fed Mice. Nutrients, 2021, 13, 3693. 1.7 8

23179 Transcriptomic profiling of neonatal mouse granulosa cells reveals new insights into primordial
follicle activation. Biology of Reproduction, 2022, 106, 503-514. 1.2 5

23181 Huanglianjiedu Decoction as an effective treatment for oral squamous cell carcinoma based on
network pharmacology and experimental validation. Cancer Cell International, 2021, 21, 553. 1.8 3

23182 CD20 positive CD8 T cells are a unique and transcriptionally-distinct subset of T cells with distinct
transmigration properties. Scientific Reports, 2021, 11, 20499. 1.6 11

23183 Bioinformatics Prediction and Analysis of MicroRNAs and Their Targets as Biomarkers for Prostate
Cancer: A Preliminary Study. Molecular Biotechnology, 2022, 64, 401-412. 1.3 5

23184 Modifying the m6A brain methylome by ALKBH5-mediated demethylation: a new contender for synaptic
tagging. Molecular Psychiatry, 2021, 26, 7141-7153. 4.1 19

23185 Pervasive 3â€²-UTR Isoform Switches During Mouse Oocyte Maturation. Frontiers in Molecular
Biosciences, 2021, 8, 727614. 1.6 5

23186 A novel prognostic cancer-related lncRNA signature in papillary renal cell carcinoma. Cancer Cell
International, 2021, 21, 545. 1.8 9

23187 Arthritis flares mediated by tissue-resident memory TÂ cells in the joint. Cell Reports, 2021, 37, 109902. 2.9 44

23188 The c-Rel transcription factor limits early interferon and neuroinflammatory responses to prevent
herpes simplex encephalitis onset in mice. Scientific Reports, 2021, 11, 21171. 1.6 1



1250

Citation Report

# Article IF Citations

23189 Hepatic glycogenolysis is determined by maternal high-calorie diet via methylation of Pygl and it is
modified by oteocalcin administration in mice. Molecular Metabolism, 2021, 54, 101360. 3.0 6

23190 CRISPR activation of endogenous genes reprograms fibroblasts into cardiovascular progenitor cells
for myocardial infarction therapy. Molecular Therapy, 2022, 30, 54-74. 3.7 22

23192 A dualâ€•function RNA balances carbon uptake and central metabolism in <i>Vibrio cholerae</i>. EMBO
Journal, 2021, 40, e108542. 3.5 15

23194
Oregano essential oil showed limited effects on pigs' carcass quality and haematology whereas a
transcriptome analysis revealed significant modulations in the jejunum and the ileum. Journal of
Animal Physiology and Animal Nutrition, 2022, 106, 1017-1035.

1.0 3

23195 Cell type-specific potential pathogenic genes and functional pathways in Alzheimerâ€™s Disease. BMC
Neurology, 2021, 21, 381. 0.8 21

23196 The Role of Ion Channel-Related Genes in Autism Spectrum Disorder: A Study Using Next-Generation
Sequencing. Frontiers in Genetics, 2021, 12, 595934. 1.1 4

23197 Functional heterogeneity of POMC neurons relies on mTORC1 signaling. Cell Reports, 2021, 37, 109800. 2.9 19

23198 Altered Cerebrospinal Fluid Exosomal microRNA Levels in Young-Onset Alzheimerâ€™s Disease and
Frontotemporal Dementia. Journal of Alzheimer's Disease Reports, 2021, 5, 805-813. 1.2 18

23199
A network pharmacology-based approach to explore the active ingredients and molecular mechanism
of Lei-gong-gen formula granule on a spontaneously hypertensive rat model. Chinese Medicine, 2021,
16, 99.

1.6 14

23200 Genome-Wide Association Studies for Growth Curves in Meat Rabbits Through the Single-Step
Nonlinear Mixed Model. Frontiers in Genetics, 2021, 12, 750939. 1.1 6

23201 A systematic review of common genetic variation and biological pathways in autism spectrum
disorder. BMC Neuroscience, 2021, 22, 60. 0.8 17

23202
Serum KLKB1 as a Potential Prognostic Biomarker for Hepatocellular Carcinoma Based on
Data-Independent Acquisition and Parallel Reaction Monitoring. Journal of Hepatocellular Carcinoma,
2021, Volume 8, 1241-1252.

1.8 11

23203 Identification of cancer-related module in proteinâ€“protein interaction network based on gene
prioritization. Journal of Bioinformatics and Computational Biology, 2022, 20, 2150031. 0.3 1

23204 Alterations in HLA Class I-Presented Immunopeptidome and Class I-Interactome upon Osimertinib
Resistance in EGFR Mutant Lung Adenocarcinoma. Cancers, 2021, 13, 4977. 1.7 5

23205 Nlrp3 Increases the Hostâ€™s Susceptibility to Tularemia. Frontiers in Microbiology, 2021, 12, 725572. 1.5 4

23206 The Expression Regulatory Network in the Lung Tissue of Tibetan Pigs Provides Insight Into
Hypoxia-Sensitive Pathways in High-Altitude Hypoxia. Frontiers in Genetics, 2021, 12, 691592. 1.1 9

23208 Neurobehavioral alternations of the female offspring born to polycystic ovary syndrome model rats
administered by Chinese herbal medicine. Chinese Medicine, 2021, 16, 97. 1.6 8

23209 De novo Assembly and Analysis of Tissue-Specific Transcriptomes of the Edible Red Sea Urchin
Loxechinus albus Using RNA-Seq. Biology, 2021, 10, 995. 1.3 2



1251

Citation Report

# Article IF Citations

23211 Multi-Omics Approach to Mitochondrial DNA Damage in Human Muscle Fibers. International Journal of
Molecular Sciences, 2021, 22, 11080. 1.8 2

23212 Deep post-GWAS analysis identifies potential risk genes and risk variants for Alzheimerâ€™s disease,
providing new insights into its disease mechanisms. Scientific Reports, 2021, 11, 20511. 1.6 16

23213 Novel Candidate Genes Differentially Expressed in Glyphosate-Treated Horseweed (Conyza canadensis).
Genes, 2021, 12, 1616. 1.0 1

23214 RNA m6A Demethylase ALKBH5 Protects Against Pancreatic Ductal Adenocarcinoma via Targeting
Regulators of Iron Metabolism. Frontiers in Cell and Developmental Biology, 2021, 9, 724282. 1.8 29

23215 Detection of Neanderthal Adaptively Introgressed Genetic Variants That Modulate Reporter Gene
Expression in Human Immune Cells. Molecular Biology and Evolution, 2022, 39, . 3.5 24

23216 SnRNA sequencing defines signaling by RBC-derived extracellular vesicles in the murine heart. Life
Science Alliance, 2021, 4, e202101048. 1.3 9

23217 Inhibition of CBP synergizes with the RNA-dependent mechanisms of Azacitidine by limiting protein
synthesis. Nature Communications, 2021, 12, 6060. 5.8 12

23218 Structural and functional analysis of somatic coding and UTR indels in breast and lung cancer
genomes. Scientific Reports, 2021, 11, 21178. 1.6 1

23219 Epigenetic State Changes Underlie Metabolic Switch in Mouse Post-Infarction Border Zone
Cardiomyocytes. Journal of Cardiovascular Development and Disease, 2021, 8, 134. 0.8 3

23220 bHLH Transcription Factors Undergo Alternative Splicing During Cold Acclimation in a Eucalyptus
hybrid. Plant Molecular Biology Reporter, 0, , 1. 1.0 2

23221 A novel pyroptosis-associated gene signature for immune status and prognosis of cutaneous
melanoma. PeerJ, 2021, 9, e12304. 0.9 14

23222
Integrated Transcriptomics and Metabolomics Analyses Provide Insights Into the Response of Chongyi
Wild Mandarin to Candidatus Liberibacter Asiaticus Infection. Frontiers in Plant Science, 2021, 12,
748209.

1.7 4

23223 Commensal segmented filamentous bacteria-derived retinoic acid primes host defense to intestinal
infection. Cell Host and Microbe, 2021, 29, 1744-1756.e5. 5.1 40

23224 Proteomic and phosphoproteomic analyses identify liver-related signaling in retinal pigment epithelial
cells during EMT. Cell Reports, 2021, 37, 109866. 2.9 3

23225 Transcriptome study of oleanolic acid in the inhibition of breast tumor growth based on
high-throughput sequencing. Aging, 2021, 13, 22883-22897. 1.4 5

23226 Highly expressed centromere protein L indicates adverse survival and associates with immune
infiltration in hepatocellular carcinoma. Aging, 2021, 13, 22802-22829. 1.4 8

23227 Mycoplasma genitalium and M. pneumoniae Regulate a Distinct Set of Protein-Coding Genes in
Epithelial Cells. Frontiers in Immunology, 2021, 12, 738431. 2.2 8

23228 Protein lactylation induced by neural excitation. Cell Reports, 2021, 37, 109820. 2.9 110



1252

Citation Report

# Article IF Citations

23229 Developmental Temporal Patterns and Molecular Network Features in the Transcriptome of Rat Spinal
Cord. Engineering, 2021, 7, 1592-1602. 3.2 4

23230
Effects of progesterone concentrations and follicular wave during growth of the ovulatory follicle
on conceptus and endometrial transcriptome in dairy cows. Journal of Dairy Science, 2022, 105,
889-903.

1.4 4

23231 BAF45b Is Required for Efficient Zika Virus Infection of HAP1 Cells. Viruses, 2021, 13, 2007. 1.5 2

23233 Novel genomics insights into body size evolution in cetaceans and the resolution of Peto's paradox.
American Naturalist, 2022, 199, E28-E42. 1.0 2

23234 Delineating infection strategies of<i>Leishmania donovani</i>secretory proteins in Human through
hostâ€“pathogen protein Interactome prediction. Pathogens and Disease, 2021, 79, . 0.8 2

23235 Anticonvulsant activity of melatonin and its success in ameliorating epileptic comorbidity-like
symptoms in zebrafish. European Journal of Pharmacology, 2021, 912, 174589. 1.7 6

23236
Exploring the Mechanism of Resveratrol in Reducing the Soft Tissue Damage of Osteoarthritis Based
on Network Pharmacology and Experimental Pharmacology. Evidence-based Complementary and
Alternative Medicine, 2021, 2021, 1-13.

0.5 5

23237 CHD1 controls H3.3 incorporation in adult brain chromatin to maintain metabolic homeostasis and
normal lifespan. Cell Reports, 2021, 37, 109769. 2.9 10

23238 Effects of Deoxynivalenol and Fumonisins Fed in Combination to Beef Cattle: Immunotoxicity and Gene
Expression. Toxins, 2021, 13, 714. 1.5 7

23239
Translational Analysis of Moderate to Severe Asthma GWAS Signals Into Candidate Causal Genes and
Their Functional, Tissue-Dependent and Disease-Related Associations. Frontiers in Allergy, 2021, 2,
738741.

1.2 3

23240 Proteomic and lipidomic profiling of demyelinating lesions identifies fatty acids as modulators in
lesion recovery. Cell Reports, 2021, 37, 109898. 2.9 11

23241
Chitosan oligosaccharides packaged into rat adipose mesenchymal stem cells-derived extracellular
vesicles facilitating cartilage injury repair and alleviating osteoarthritis. Journal of
Nanobiotechnology, 2021, 19, 343.

4.2 30

23242 Multiomic profiling of the liver across diets and age in a diverse mouse population. Cell Systems, 2022,
13, 43-57.e6. 2.9 24

23243 A Single-Cell Culture System for Dissecting Microenvironmental Signaling in Development and Disease
of Cartilage Tissue. Frontiers in Cell and Developmental Biology, 2021, 9, 725854. 1.8 2

23245 Ribosome Elongation Kinetics of Consecutively Charged Residues Are Coupled to Electrostatic Force.
Biochemistry, 2021, 60, 3223-3235. 1.2 18

23246
Potential Muscle-Related Biomarkers in Predicting Curve Progression to the Surgical Threshold in
Adolescent Idiopathic Scoliosisâ€”A Pilot Proteomic Study Comparing Four Non-Progressive vs. Four
Progressive Patients vs. A Control Cohort. Journal of Clinical Medicine, 2021, 10, 4927.

1.0 2

23247 Impact of Proinflammatory Cytokines on Alternative Splicing Patterns in Human Islets. Diabetes, 2022,
71, 116-127. 0.3 4

23248 Interleukin-22 Deficiency Contributes to Dextran Sulfate Sodium-Induced Inflammation in Japanese
Medaka, Oryzias latipes. Frontiers in Immunology, 2021, 12, 688036. 2.2 11



1253

Citation Report

# Article IF Citations

23249 A Core Response to the CDX2 Homeoprotein During Development and in Pathologies. Frontiers in
Genetics, 2021, 12, 744165. 1.1 3

23250 Low expression of CD24 is associated with poor survival in colorectal cancer. Biochimie, 2022, 192,
91-101. 1.3 3

23251
Spatial transcriptomics reveals a role for sensory nerves in preserving cranial suture patency
through modulation of BMP/TGF-Î² signaling. Proceedings of the National Academy of Sciences of the
United States of America, 2021, 118, .

3.3 26

23252
Interferon-stimulated gene 15 pathway is a novel mediator of endothelial dysfunction and aneurysms
development in angiotensin II infused mice through increased oxidative stress. Cardiovascular
Research, 2022, 118, 3250-3268.

1.8 18

23254 Identification S100A9 as a potential biomarker in neuroblastoma. Molecular Biology Reports, 2021, 48,
7743-7753. 1.0 3

23255 Phenotypic and genotypic parallel evolution in parapatric ecotypes of<i>Senecio</i>. Evolution;
International Journal of Organic Evolution, 2021, 75, 3115-3131. 1.1 22

23256 Drug Repurposing for Alzheimerâ€™s Disease Based on Protein-Protein Interaction Network. BioMed
Research International, 2021, 2021, 1-11. 0.9 11

23257 Analysis of Communal Molecular Mechanism and Potential Therapeutic Targets in Heart Failure and
Type 2 Diabetes Mellitus. International Journal of General Medicine, 2021, Volume 14, 6549-6561. 0.8 2

23258
Gaultheria leucocarpa var. yunnanensis for Treating Rheumatoid Arthritisâ€”An Assessment Combining
Machine Learningâ€“Guided ADME Properties Prediction, Network Pharmacology, and Pharmacological
Assessment. Frontiers in Pharmacology, 2021, 12, 704040.

1.6 4

23259 Identifying hub genes and immune infiltration of osteoarthritis using comprehensive bioinformatics
analysis. Journal of Orthopaedic Surgery and Research, 2021, 16, 630. 0.9 9

23260 Multilayer omics analysis reveals a non-classical retinoic acid signaling axis that regulates
hematopoietic stem cell identity. Cell Stem Cell, 2022, 29, 131-148.e10. 5.2 40

23261 Nutritional restriction during the peri-conceptional period alters the myometrial transcriptome
during the peri-implantation period. Scientific Reports, 2021, 11, 21187. 1.6 0

23263
Identification of ABCC5 Among ATP-Binding Cassette Transporter Family as a New Biomarker for
Hepatocellular Carcinoma Based on Bioinformatics Analysis. International Journal of General
Medicine, 2021, Volume 14, 7235-7246.

0.8 34

23264 Subclinical markers of cardiovascular toxicity of benzene inhalation in mice. Toxicology and Applied
Pharmacology, 2021, 431, 115742. 1.3 6

23265 Integrated in silico analysis for the identification of key genes and signaling pathways in copper oxide
nanoparticles toxicity. Toxicology, 2021, 463, 152984. 2.0 5

23266 Verapamil ameliorates proximal tubular epithelial cells apoptosis and fibrosis in diabetic kidney.
European Journal of Pharmacology, 2021, 911, 174552. 1.7 0

23267 Early life adversity affecting the attachment bond alters ventral tegmental area transcriptomic
patterning and behavior almost exclusively in female mice. Neurobiology of Stress, 2021, 15, 100406. 1.9 5

23268 Halofuginone triggers a transcriptional program centered on ribosome biogenesis and function in
honey bees. Insect Biochemistry and Molecular Biology, 2021, 139, 103667. 1.2 3



1254

Citation Report

# Article IF Citations

23269 The role of microRNAs in regulating cadmium-induced apoptosis by targeting Bcl-2 in IEC-6 cells.
Toxicology and Applied Pharmacology, 2021, 432, 115737. 1.3 6

23270 The age-dependent variations for fatty acid composition and sensory quality of chicken meat and
associations between gene expression patterns and meat quality. Livestock Science, 2021, 254, 104736. 0.6 13

23271 Antidepressant- and anxiolytic-like activities of Rosmarinus officinalis extract in rodent models:
Involvement of oxytocinergic system. Biomedicine and Pharmacotherapy, 2021, 144, 112291. 2.5 12

23272 AGT serves as a potential biomarker and drives tumor progression in colorectal carcinoma.
International Immunopharmacology, 2021, 101, 108225. 1.7 5

23273 Resolvin D1 attenuates acid-induced DNA damage in esophageal epithelial cells and rat models of acid
reflux. European Journal of Pharmacology, 2021, 912, 174571. 1.7 0

23274
Development of a transcription-based bioanalytical tool to quantify the toxic potencies of
hydrophilic compounds in water using the nematode Caenorhabditis elegans. Ecotoxicology and
Environmental Safety, 2021, 227, 112923.

2.9 6

23275 Vitamin D3 alleviates pulmonary fibrosis by regulating the MAPK pathway via targeting PSAT1
expression in vivo and in vitro. International Immunopharmacology, 2021, 101, 108212. 1.7 8

23276
<b>Adenylate kinase 2 deficiency limits survival and </b><b>regulates various genes during larval
stages of </b><b><i>Drosophila melanogaster </i></b>. Journal of Medical Investigation, 2000, 40,
137-150.

0.2 0

23278 Differences in Gene Expression Profiles among the Proximal, Middle and Distal Peyerâ€™s Patches in the
Mouse Small Intestine. Research Journal of Immunology, 2011, 4, 19-24. 0.7 1

23279 The Next Generation of ALI Genetics: Insights into Pathophysiology. Annual Update in Intensive Care
and Emergency Medicine, 2011, , 97-108. 0.1 0

23280 Experiment Specific Expression Patterns. Lecture Notes in Computer Science, 2011, , 339-354. 1.0 0

23281 Network-Driven Analysis Methods and their Application to Drug Discovery. , 2011, , 294-315. 0

23282 Data Management and Application on CPSE-Bio. Lecture Notes in Electrical Engineering, 2011, , 591-599. 0.3 0

23283 On-Chip Living-Cell Microarrays for Network Biology. , 0, , . 0

23284 Mass Spectrometric Investigation of Liver Proteins Isolated from 2-Aminoanthracene Exposed
Fisher-344 Rats. Current Research in Chemistry, 2011, 4, 1-17. 0.5 0

23285 Gene Screening and Clustering of Yeast Microarray Gene Expression Data. Ungyong T'onggye Yon'gu =
the Korean Journal of Applied Statistics, 2011, 24, 1077-1094. 0.0 1

23286 Theme and Variation: Proteomic Changes Across Three Organs in Hibernation Cycles of the 13-Lined
Ground Squirrel. , 2012, , 423-432. 0

23287 Network Analysis in Translational Research. Translational Bioinformatics, 2012, , 265-285. 0.0 0



1255

Citation Report

# Article IF Citations

23288
213 TRANSCRIPTOMIC COMPARISON BETWEEN PORCINE ADIPOSE AND BONE MARROW MESENCHYMAL STEM
CELLS DURING IN VITRO OSTEOGENIC AND ADIPOGENIC DIFFERENTIATION. Reproduction, Fertility and
Development, 2012, 24, 219.

0.1 0

23289 Analysis of Labeled Quantitative Mass Spectrometry Proteomics Data. , 2012, , 79-91. 0

23290 GoBean: a Java GUI application for visual exploration of GO term enrichments. BMB Reports, 2012, 45,
120-125. 1.1 3

23291 Molecular Portrait of Clear Cell Renal Cell Carcinoma: An Integrative Analysis of Gene Expression and
Genomic Copy Number Profiling. , 0, , . 0

23292 Significant pathway analysis of Arabidopsis thaliana following treatment with paraquat (PQ). Journal
of Medicinal Plants Research, 2012, 6, . 0.2 0

23293 Pathway Retrieval for Transcriptome Analysis using Fuzzy Filtering Technique andWeb Service.
International Journal of Fuzzy Logic and Intelligent Systems, 2012, 12, 167-172. 0.6 0

23294 Transcriptional Network Structure Assessment Via the Data Processing Inequality. International
Journal of Biophysics, 2012, 2, 18-25. 0.5 0

23295 Functional Analysis of B7-H3 in Colonic Carcinoma Cells. Asian Pacific Journal of Cancer Prevention,
2012, 13, 3899-3903. 0.5 3

23296 Transcriptional Regulation in the G1-S Cell Cycle Stage in Fungi: Insights through Computational
Analysis. Open Bioinformatics Journal, 2012, 6, 43-54. 1.0 0

23297 Transcriptome Temporal and Functional Analysis of Liver Regeneration Termination. Physiological
Research, 2012, 61, S77-S92. 0.4 11

23299 Gene Expression Profiling in Hepatic Tissue of two Pig Breeds. Journal of Animal Science and
Technology, 2012, 54, 383-394. 0.8 0

23300 mDAG: A web tool for analyzing, visualizing, and interpreting response patterns in gene expression
data with multiple treatments. Advances in Bioscience and Biotechnology (Print), 2013, 04, 706-709. 0.3 0

23301 Application of the Simple and Efficient Mpeak Modeling in Binding Peak Identification in ChIP-Chip
Studies. Methods in Molecular Biology, 2013, 1067, 185-202. 0.4 0

23302 Gene Expression Profiling and Pathway Analysis for Identification of Molecular Targets in MS. , 2013, ,
229-255. 0

23303 Predicting Molecule Pathways between LOXL1 and TGF-Î². Lin Chuang Ge Xing Hua Yi Xue, 2013, 01, 1-6. 0.0 0

23304 Application of Next-Generation Sequencing to Analysis of TGFÎ²/SMAD4 Targets in Ovarian Cancer. , 2013,
, 119-135. 0

23305 Ontology Analysis of Biological Networks. , 2013, , 1561-1562. 0

23306 Peak identification for ChIP-seq data with no controls. Zoological Research, 2013, 33, 121-128. 0.6 0



1256

Citation Report

# Article IF Citations

23307 The Application of LC-MS/MS Technology for Proteomic Analysis of Gingival Tissue: a Pilot Study. Acta
Stomatologica Croatica, 2013, 47, 10-20. 0.4 0

23308 Genome-Wide Mapping. , 2013, , 71-109. 0

23309 Cross Platform Data Analysis in Microarray Experiment. Ungyong T'onggye Yon'gu = the Korean
Journal of Applied Statistics, 2013, 26, 307-319. 0.0 0

23310 Systems Biology Approach for the Identification of Diagnostic and Therapeutic Targets in
Medulloblastomas. Current Pharmacogenomics and Personalized Medicine, 2013, 11, 137-153. 0.2 0

23311 Genome Features of Dark-fly. SpringerBriefs in Biology, 2014, , 29-55. 0.5 0

23312
Neurogenomics of the Sympathetic Neurotransmitter Switch Indicates That Different Mechanisms
Steer Cholinergic Differentiation in Rat and Chicken Models. Dataset Papers in Neuroscience, 2013,
2013, 1-9.

0.0 0

23313 IBC CARe Microarray Allelic Population Prevalences in an American Indian Population. PLoS ONE, 2013,
8, e75080. 1.1 0

23314 Haplotype Classification Using Copy Number Variation and Principal Components Analysis. Open
Bioinformatics Journal, 2013, 7, 19-24. 1.0 3

23315 Epigenetics of Host-Pathogen Interactions: The Road Ahead and the Road Behind. , 2013, , 25-46. 0

23316 IDENTIFICATION OF GENES EXPRESSED IN LOW-DOSE-RATE Î³-IRRADIATED MOUSE WHOLE BRAIN. Journal of
Radiation Protection and Research, 2013, 38, 166-171. 0.3 0

23317 Acknowledgments / The Authors. , 2013, , 295-295. 0

23318 Integration of Clinico-Pathological and microRNA Data for Intelligent Breast Cancer Relapse
Prediction Systems. Lecture Notes in Computer Science, 2014, , 178-193. 1.0 1

23319 Immunoinformatics and Systems Biology in Personalized Medicine. Methods in Molecular Biology,
2014, 1184, 457-475. 0.4 1

23321 Towards a Large Integrated Model of Signal Transduction and Gene Regulation Events in Mammalian
Cells. , 2014, , . 0

23322 Studying Molecular Aspects of the Blood-Brain Barrier Using an in Vitro Model: Contribution of a
Global Proteomics Strategy. Journal of Biosciences and Medicines, 2014, 02, 18-25. 0.1 2

23323
Molecular Profiling of Human Primary Chondrosarcoma-Derived Spheres Reveals Specific and Target
Genes Involved in Multidrug Resistance and Metastasis. Journal of Carcinogenesis & Mutagenesis, 2014,
05, .

0.3 1

23324 MicroRNAs in Cancer. , 2014, , 181-193. 0

23326 Comparative Proteomics and Network Analysis Identify PKC Epsilon Underlying Long-Chain Fatty Acid
Signaling. Journal of Proteomics and Bioinformatics, 2014, 07, . 0.4 0



1257

Citation Report

# Article IF Citations

23327 Standards for Proteomics Data Dissemination and Experiments Reporting. Translational
Bioinformatics, 2014, , 41-68. 0.0 0

23328 Breast Cancer Proteomics. , 2014, , 183-209. 0

23329 Effect of Aerobic Exercise on Protein Expression in Muscle of Obese Mexican Adolescents: A
Proteomic and Bioinformatic Analysis. Natural Science, 2014, 06, 641-650. 0.2 1

23330 Identification of Pathway Signatures in Parkinsonâ€™s Disease with Gene Ontology and Sparse
Regularization. Lecture Notes in Computer Science, 2014, , 259-273. 1.0 0

23332 Pathway Analysis Suggest the Calcium Signaling Pathway Associated with Alcohol Dependence. Hans
Journal of Biomedicine, 2014, 04, 1-6. 0.0 0

23333 Bioinformatics Analyses of m-RNA Profiling Following Ezrin Knockdown in Esophageal Squamous Cell
Carcinoma. Journal of Cancer Science & Therapy, 2014, 06, . 1.7 0

23334 ãƒ—ãƒãƒ†ã‚ªãƒ¼ãƒ è§£æž•ã•«ã‚ˆã‚‹æ¯”è¼ƒç”Ÿç‰©å¦çš„ãƒŸãƒƒã‚·ãƒ³ã‚°ãƒªãƒ³ã‚¯æŽ¢ç´¢ã•®å®Ÿéš›. Comparative Endocrinology, 2014, 40, 134-139.0.0 0

23336 Analysis of Different Activation Statuses of Human Mammary Epithelial Cells from Young and Old
Groups. Asian Pacific Journal of Cancer Prevention, 2014, 15, 3763-3766. 0.5 1

23339 Construction of a Protein-Protein Interaction Network for Chronic Myelocytic Leukemia and Pathway
Prediction of Molecular Complexes. Asian Pacific Journal of Cancer Prevention, 2014, 15, 5325-5330. 0.5 2

23341 "Diabetes Associated Genes from the Dark Matter of the Human Proteome". MOJ Proteomics &
Bioinformatics, 2014, 1, . 0.1 6

23342 Subspace Clustering of DNA Microarray Data. International Journal of Computational Models and
Algorithms in Medicine, 2014, 4, 1-52. 0.4 1

23344 Aspergillus flavus Blast2GO Gene Ontology Database: Elevated Growth Temperature Alters Amino Acid
Metabolism. Journal of Genetics and Genome Research, 2014, 1, . 0.3 1

23345 Network based meta-analysis prediction of microenvironmental relays involved in stemness of human
embryonic stem cells. PeerJ, 2014, 2, e618. 0.9 2

23346 Construction of a Network Model to Reveal Genes Related to Salt Tolerance in Chinese Cabbage.
Horticultural Science and Technology, 2014, 32, 684-693. 0.9 2

23351 Neurodegenerative Diseases: Phenome to Genome Analysis. MOJ Proteomics & Bioinformatics, 2014, 2, . 0.1 2

23352 Large-Scale Regulatory Network Analysis from Microarray Data. Advances in Bioinformatics and
Biomedical Engineering Book Series, 2015, , 60-85. 0.2 1

23353 Use of â€œConnectivity Mapâ€• (Cmap) to Identify Novel, Safe, Effective Antiaging Ingredients for Topical
Use. , 2015, , 1-17. 0

23354 Atlas of the Open Reading Frames in Human Diseases: Dark Matter of the Human Genome. MOJ
Proteomics & Bioinformatics, 2015, 2, . 0.1 1



1258

Citation Report

# Article IF Citations

23355 A Microarray Analysis of Parkinsonâ€™s Disease: New Clues and Evaluation. Journal of Biosciences and
Medicines, 2015, 03, 55-60. 0.1 0

23356 Cancer Pathway Network Analysis Using Cellular Automata. Advances in Data Mining and Database
Management Book Series, 2015, , 145-159. 0.4 0

23359 Assessing Toxicity of Nanoparticles: In Vitro and In Vivo Assays. , 2015, , 1-15. 1

23360 Systems Biology Approaches for Studying Sphingolipid Signaling. , 2015, , 297-311. 0

23361 Gene Expression Profiles of the Subcutaneous Fat and Infrapatellar Fatpad in Individuals with Early
and Endstage Knee Osteoarthritis: A Cross-sectional Analysis. Journal of Arthritis, 0, s1, . 0.3 0

23362 Time-based Expression Networks of Genes Related to Cold Stress in Brassica rapa ssp. pekinensis.
Horticultural Science and Technology, 2015, 33, 114-123. 0.9 2

23365 Druggableness of the Ebola Associated Genes in the Human Genome: Chemoinformatics Approaches.
MOJ Proteomics & Bioinformatics, 2015, 2, . 0.1 1

23369 Whole-Genome Analysis of Histone Marks Reveal Bivalent Promoter Dynamics upon Differentiation.
International Journal of Bioscience, Biochemistry, Bioinformatics (IJBBB), 2015, 5, 157-164. 0.2 0

23370 Thyroid Transcription Factor-1 Activity Is Required For The Proliferation Of Human Thyroid Cancer
Cells 8505C. Journal of Thyroid Cancer, 2015, 1, 24-34. 1.0 1

23371 Invariant Natural Killer T Cells Play a Role in Chemotaxis, Complement Activation and Mucus
Production in a Mouse Model of Airway Hyperreactivity and Inflammation. PLoS ONE, 2015, 10, e0129446. 1.1 3

23372 Influence of rimonabant treatment on peripheral blood mononuclear cells; flow cytometry analysis
and gene expression profiling. PeerJ, 2015, 3, e1056. 0.9 2

23375 Whole Transcriptomic Analysis of Bacillus anthracis during Hydrogen Peroxide Decontamination.
Journal of the Korea Institute of Military Science and Technology, 2015, 18, 478-483. 0.1 0

23377 Gene Expression Models of Signaling Pathways. Translational Bioinformatics, 2016, , 99-113. 0.0 0

23378 The Analyses of Global Gene Expression and Transcription Factor Regulation. Translational
Bioinformatics, 2016, , 1-35. 0.0 2

23381 Corn Gluten Hydrolysate Affects the Time-Course of Metabolic Changes Through Appetite Control in
High-Fat Diet-Induced Obese Rats. Molecules and Cells, 2015, 38, 1044-1053. 1.0 1

23385 Transcriptomic Profiling of Mice Primary Cortical Neurons in Response to Medium Change.
Transcriptomics: Open Access, 2016, 04, . 0.2 1

23386 Dysregulated miRNA Associated with Transcription Factors of Insulin Gene Expression in Chronic
Pancreatitis. Open Journal of Endocrine and Metabolic Diseases, 2016, 06, 205-227. 0.2 0

23387 The SDREM Method for Reconstructing Signaling and Regulatory Response Networks: Applications for
Studying Disease Progression. Methods in Molecular Biology, 2016, 1303, 493-506. 0.4 4



1259

Citation Report

# Article IF Citations

23388 Evolving Concepts for Use of Stem Cells and Tissue Engineering for Cardiac Regeneration. Advances in
Medical Technologies and Clinical Practice Book Series, 2016, , 279-313. 0.3 0

23390 Protein Lysine Acetylated/Deacetylated Enzymes and the Metabolism-Related Diseases. Advances in
Bioscience and Biotechnology (Print), 2016, 07, 454-467. 0.3 1

23392
Genome-wide Analysis of Acute Inflammatory and Anti-Inflammatory Responses in RAW264 Cells
Suggests cis-Elements Associated with Translational Regulation. Journal of Data Mining in Genomics &
Proteomics, 2016, 07, .

0.5 0

23393 Gene Expression Profiling of Human c-Kit Mutant D816V. Journal of Cancer Therapy, 2016, 07, 439-454. 0.1 0

23395 Assessing Toxicity of Nanoparticles: In Vitro and In Vivo Assays. , 2016, , 923-940. 0

23396 Shade-Inducible Gene Expression Change in &lt;i&gt;Arabidopsis thaliana&lt;/i&gt; at Different
Temperatures. American Journal of Plant Sciences, 2016, 07, 352-423. 0.3 1

23398 Gene modules associated with breast cancer distant metastasis-free survival in the PAM50 molecular
subtypes. Oncotarget, 2016, 7, 21686-21698. 0.8 2

23406 Integrated Bioinformatics Approach Reveals Crosstalk Between Tumor Stroma and Peripheral Blood
Mononuclear Cells in Breast Cancer. Asian Pacific Journal of Cancer Prevention, 2016, 17, 1003-1008. 0.5 1

23408 Transcriptomic analysis of â€˜Campbell Earlyâ€™ and â€˜Muscat Bailey Aâ€™ grapevine shoots exposed to freezing
cold stress. Journal of Plant Biotechnology, 2016, 43, 204-212. 0.1 0

23411 Convergent evidence from systematic analysis of GWAS revealed genetic basis of esophageal cancer.
Oncotarget, 2016, 7, 44621-44629. 0.8 2

23425 Dissimilar Regulatory Actions Between Neurodegenerative Disease Pairs Through Probablistic
Differential Correlation. Advances in Intelligent Systems and Computing, 2017, , 59-74. 0.5 0

23431 Nitrated Proteome in Human Embryonic Stem Cells. Mass Spectrometry Letters, 2016, 7, 85-90. 0.5 0

23432 Identification of the Disrupted Pathways Associated with Periodontitis Based on Human Pathway
Network. Infection International, 2016, 5, 93-98. 0.1 0

23434 Transcriptomic comparison of primary bovine horn core carcinoma culture and parental tissue at
early stage. Veterinary World, 2017, 10, 38-55. 0.7 1

23435 Use of MicroRNAs to Screen for Colon Cancer. , 2017, 1, 045-074. 1

23436 Quest for Novel Muscle Pathway Biomarkers Using Proteomics in Beef Production. , 2017, , 404-414. 0

23440 Designing Novel Queries for Analysing NoSQL Data of Gene-Disease Associations. International
Journal of Advanced Computer Science and Applications, 2017, 8, . 0.5 0

23441 Engaging high school students in systems biologyÂ through an e-internship program. F1000Research,
2017, 6, 20. 0.8 2



1260

Citation Report

# Article IF Citations

23443 Genome Wide Gene Expression Profiling and Molecular Classification of Renal Cell Cancer Subtypes.
Journal of Advances in Information Technology, 2017, , 10-16. 2.6 3

23444 GSK-J4-Mediated Transcriptomic Alterations in Differentiating Embryoid Bodies. Molecules and Cells,
2017, 40, 737-751. 1.0 4

23445 Co-Expression Analysis of Blood Cell Genome Expression to Preliminary Investigation of Regulatory
Mechanisms in Uremia. Medical Science Monitor, 2017, 23, 38-45. 0.5 2

23448 Subtyping Chronic Obstructive Pulmonary Disease Using Peripheral Blood Proteomics. Chronic
Obstructive Pulmonary Diseases (Miami, Fla ), 2017, 4, 93-104. 0.5 4

23449 Next-Generation Sequencing and Bioinformatics. , 2017, , 97-115. 0

23451 Use of â€œConnectivity Mapâ€• (Cmap) to Identify Novel, Safe, Effective Antiaging Ingredients for Topical
Use. , 2017, , 1495-1510. 0

23458 Engaging high school students in neuroscience research -through an e-internship program.
F1000Research, 2017, 6, 20. 0.8 6

23475 A Novel Method to Identify Differential Pathways in Hippocampus Alzheimerâ€™s Disease. Medical Science
Monitor, 2017, 23, 2179-2188. 0.5 0

23489 Bioinformatics challenges in molecular epidemiology of cancers. Precision and Future Medicine, 2017,
1, 69-76. 0.5 0

23501 Neocarzinostatin, Aptamer Conjugates for Targeting EpCAM-positive Tumor Cells. Anticancer
Research, 2017, 37, 3615-3629. 0.5 6

23505 Using Copulas to Select Prognostic Genes in Melanoma Patients. International Journal of Statistics in
Medical Research, 2017, 6, 114-122. 0.5 0

23512 Differential Gene Expression Analysis of Prostate Cancer for Biomarkers and Potential Drug Targets
Identification. International Journal of Current Microbiology and Applied Sciences, 2017, 6, 185-193. 0.0 1

23516 Differential Tissue-specific and Pathway-specific Anti-obesity Effects of Green Tea and Taeumjowitang, a
Traditional Korean Medicine, in Mice. Journal of Cancer Prevention, 2017, 22, 147-158. 0.8 0

23517 Correlating Chemical Sensitivity with Low Level Activation of Mechanotransduction Pathways in
Hematologic Malignancies. Exploratory Research and Hypothesis in Medicine, 2017, 2, 1-5. 0.1 1

23523 Metabolomics and Proteomics. Oxidative Stress and Disease, 2017, , 473-484. 0.3 0

23525 Hydrogen sulfide modulates basal metabolic circuitry Ì¶ A transcriptome sequencing assisted insight.
Canadian Journal of Biotechnology, 2017, 1, 103-103. 0.3 0

23535 Gene expression profiling and construction of a putative gene regulatory network of bladder cancer
tumor-initiating cells. Oncotarget, 2017, 8, 111271-111280. 0.8 0

23538
Discovering Interesting Biological Patterns in the Context of Human Protein-Protein Interaction
Network and Gene Disease Profile Data. Advances in Science, Technology and Engineering Systems,
2017, 2, 87-93.

0.4 0



1261

Citation Report

# Article IF Citations

23543 Hepatic JARID1a Ablation Disrupts the Transcription Adaptation to Feeding and Alters Systemic
Metabolism. SSRN Electronic Journal, 0, , . 0.4 0

23544 Proteomic analysis of trans-hemispheric motor cortex reorganization following contralateral
C<sub>7</sub> nerve transfer. Neural Regeneration Research, 2018, 13, 331. 1.6 1

23547 Innate Sensing by Mesenchymal TLR4/MyD88 Signals Promotes Spontaneous Intestinal Tumorigenesis.
SSRN Electronic Journal, 0, , . 0.4 0

23550 The Exon Junction Complex Undergoes a Compositional Switch that Alters mRNP Structure and
Nonsense-Mediated mRNA Decay Activity. SSRN Electronic Journal, 0, , . 0.4 0

23551 Disruption of the TFAP2A Regulatory Domain Causes Banchio-Oculo-Facial Syndrome (BOFS) and
Illuminates Pathomechanisms for Other Human Neurocristopathies. SSRN Electronic Journal, 0, , . 0.4 1

23555 Single-Cell Rna-Seq Reveals Cellular Heterogeneity of Pluripotency Transition and X-Chromosome
Dynamics During Early Postimplantation Mouse Development. SSRN Electronic Journal, 0, , . 0.4 0

23556 A p300 and SIRT1 Regulated Acetylation Switch of C/EBPP Controls Mitochondrial Function. SSRN
Electronic Journal, 0, , . 0.4 0

23559 Detecting Critical Point of Complex Disease Network by Constructing Individual-Specific Anomaly
Index. Hans Journal of Computational Biology, 2018, 08, 59-69. 0.0 0

23560 Tissue-Specific Actions of Pax6 on the Balance of Proliferation and Differentiation in Developing
Forebrain are Foxg1-Dependent. SSRN Electronic Journal, 0, , . 0.4 0

23561 INO80 Chromatin Remodelling Coordinates Metabolic Homeostasis with Cell Division. SSRN
Electronic Journal, 0, , . 0.4 0

23562 GPS2 Regulates Mitochondria Biogenesis via Mitochondria Retrograde Signaling and Chromatin
Remodeling of Nuclear-Encoded Mitochondrial Genes. SSRN Electronic Journal, 0, , . 0.4 0

23565 Tulip 5. , 2018, , 3185-3212. 4

23570 Increasing Power by Sharing Information from Genetic Background and Treatment in Clustering of
Gene Expression Time Series. Journal of University of Babylon, 2018, 26, 253-267. 0.1 1

23580 Similarity of regulatory network between leukemia stem cells and normal hemopoietic stem cells.
Infection International, 2018, 6, 129-140. 0.1 0

23589 Prediction of Seven Candidate Transcription Factors in B-Cell Acute Lymphoblastic Leukemia Using
System Biology Approaches. Majallah-i DÄ•nishgÄ•h-i Ì’UlÅ«m-i PizishkÄ«-i Qum, 2018, 12, 1-14. 0.2 0

23590 Transcriptome profiling of the interconnection of pathways involved in malignant transformation
and response to hypoxia. Oncotarget, 2018, 9, 19730-19744. 0.8 1

23610 Investigation of cardiomyopathic marker genes using gene network analysis. The Korean Journal of
Public Health, 2018, 55, 43-55. 0.2 0

23613 ANALISIS BIOINFORMATIKA BERBASIS WEB PADA SEKUEN GENOM PARSIAL SAGU <em>(Metroxylon sagu) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 62 Td (Rottb.)</em>. Jurnal Bioteknologi & Biosains Indonesia (JBBI), 2018, 5, 98.0.1 0



1262

Citation Report

# Article IF Citations

23629 System Biology and Network-Based Computational Model Approaches in Biomarker Discovery in
Reference to Neurological Disorder. International Journal of Genomics and Data Mining, 2018, 4, . 0.1 0

23648 Specific Gene Expression and Small-Molecule Drug Investigation in Ankylosing Spondylitis under
Interferon-Î³ Stimulation. International Journal of Pharmacology, 2018, 14, 1020-1028. 0.1 0

23663 Protein Network Analysis to Prioritize Key Genes and Pathway for Stress-Mediated
Neurodegeneration. Open Bioinformatics Journal, 2018, 11, 240-251. 1.0 3

23678 Statistical Models to Explore the Exposome: From OMICs Profiling to â€˜Mechanomeâ€™ Characterization. ,
2019, , 279-314. 0

23707 Prediction of biomarker miRNAs signature in colorectal cancer metastasis to liver cancer. Electronic
Journal of General Medicine, 2018, 16, em100. 0.3 3

23711 Detection and analysis of dynamic patterns of diurnal expression of mammalian genes. Vavilovskii
Zhurnal Genetiki I Selektsii, 2019, 22, 1055-1062. 0.4 0

23712 SWATH Mass Spectrometry Applied to Cerebrospinal Fluid Differential Proteomics: Establishment of a
Sample-Specific Method. Methods in Molecular Biology, 2019, 2044, 169-189. 0.4 1

23713 Genes Associated with Disease-Free Survival Prognosis of Renal Cancers. , 2019, , 221-234. 0

23715 Cancer Pathway Network Analysis Using Cellular Automata. , 2019, , 2039-2053. 0

23716 Functional module extraction by ensembling the ensembles of selective module detectors.
International Journal of Computational Biology and Drug Design, 2019, 12, 345. 0.3 0

23717 Analysis of Intestinal Mucosal Microbiome Changes before and after Chemoradiation in Locally
Advanced Rectal Cancer Patients. Journal of Bacteriology and Virology, 2019, 49, 162. 0.0 0

23718 The Dm-Myb Oncoprotein Coordinates Higher-Order Chromatin Structure and Stabilizes Facultative
Heterochromatin. SSRN Electronic Journal, 0, , . 0.4 0

23719 Allele-Specific Gene Regulation by Kdm6a. SSRN Electronic Journal, 0, , . 0.4 0

23720 Three-Dimensional Cell Culture and Tissue Restoration of Neural Stem Cells Under Microgravity.
Research for Development, 2019, , 235-279. 0.2 1

23721
Phylogenies Derived from Matched Transcriptome Reveal the Evolution of Cell Populations and
Temporal Order of Perturbed Pathways in Breast Cancer Brain Metastases. Lecture Notes in Computer
Science, 2019, , 3-28.

1.0 3

23722 Regional Differences of the Urinary Proteomes in Healthy Chinese Individuals. Chinese Medical
Sciences Journal, 2019, 34, 157. 0.2 0

23723 Guidelines for Bioinformatics and the Statistical Analysis of Omic Data. , 2019, , 45-75. 0

23726 Minor Splicing Factors &lt;i&gt;Zrsr1&lt;/i&gt; and &lt;i&gt;Zrsr2&lt;/i&gt; Essential for Gametogenesis,
Early Embryo Development and Conversion of Stem Cells into 2C-Like. SSRN Electronic Journal, 0, , . 0.4 0



1263

Citation Report

# Article IF Citations

23727 miRNA as a Marker for In Vitro Neurotoxicity Testing and Related Neurological Disorders.
Neuromethods, 2019, , 255-281. 0.2 1

23728 Quantitative Proteomics Reveals Global Reduction of Endocytic Machinery Components in Gliomas.
SSRN Electronic Journal, 0, , . 0.4 0

23729 Integrative Enrichment Analysis of Intra- and Inter- Tissuesâ€™ Differentially Expressed Genes Based on
Perceptron. Lecture Notes in Computer Science, 2019, , 93-104. 1.0 0

23730 Gene Regulatory Networks: Current Updates and Applications in Plant Biology. Energy, Environment,
and Sustainability, 2019, , 395-417. 0.6 2

23731 Subspace Clustering of DNA Microarray Data. , 2019, , 210-264. 0

23733 Bioinformatics Analysis of Key Genes and Pathways for Medulloblastoma as a Therapeutic Target.
Asian Pacific Journal of Cancer Prevention, 2019, 20, 221-227. 0.5 4

23734 Prioritization of genes associated with the pathogenesis of leukosis in cattle. Vavilovskii Zhurnal
Genetiki I Selektsii, 2019, 22, 1063-1069. 0.4 3

23738 Robust and efficient identification of biomarkers from RNA-Seq data using median control chart.
F1000Research, 0, 8, 7. 0.8 1

23740 A 3D Atlas of Hematopoietic Stem and Progenitor Cell Expansion by Multi-Dimensional RNA-Seq
Analysis. SSRN Electronic Journal, 0, , . 0.4 0

23741 Type I Interferon Delivery by iPSC-Derived Myeloid Cells Elicits Antitumor Immunity Via XCR1
<sup>+</sup> Dendritic Cells. SSRN Electronic Journal, 0, , . 0.4 0

23742 Two Novel Methods for Extracting Synchronously Fluctuated Genes. IPSJ Transactions on
Bioinformatics, 2019, 12, 9-16. 0.2 3

23743 Effects of Sucrose on Heat Resistance and Gene Expression in &lt;i&gt;Salmonella&lt;/i&gt;
Typhimurium. Food Science and Technology Research, 2019, 25, 903-913. 0.3 1

23744 Gene Functional Module Discovery via Integrating Gene Expression and PPI Network Data. Lecture
Notes in Computer Science, 2019, , 116-126. 1.0 1

23745 In silico Drug Repositioning Using Omics Data: The Potential and Pitfalls. , 2019, , 1-19. 0

23746 Evolving Concepts for Use of Stem Cells and Tissue Engineering for Cardiac Regeneration. , 2019, ,
509-543. 0

23747 RetroSpect, a New Method of Measuring Gene Regulatory Evolution Rates Using Co-mapping of
Genomic Functional Features with Transposable Elements. , 2019, , 85-111. 0

23768 Effects of Acute Aerobic Exercise on the Early Stage of Energy Metabolism Related Gene Expression in
Mouse Gastrocnemius: Microarray Analysis. Exercise Science, 2019, 28, 49-59. 0.1 1

23770 Detection of genome-wide structural variations in the Shanghai Holstein cattle population using
next-generation sequencing. Asian-Australasian Journal of Animal Sciences, 2019, 32, 320-333. 2.4 3



1264

Citation Report

# Article IF Citations

23772 Evaluation and Interpretation of Transcriptome Data Underlying Heterogeneous Chronic Obstructive
Pulmonary Disease. Genomics and Informatics, 2019, 17, e2. 0.4 6

23781 ELK1 has a dual activating and repressive role in human embryonic stem cells. Wellcome Open
Research, 2019, 4, 41. 0.9 3

23785 Sex differences in gene expression patterns associated with the APOE4 allele. F1000Research, 2019, 8,
387. 0.8 18

23791
The Combination of the CIGB-300 Anticancer Peptide and Cisplatin Modulates Proteins Related to Cell
Survival, DNA Repair and Metastasis in a Lung Cancer Cell Line Model. Current Proteomics, 2019, 16,
338-349.

0.1 0

23821 Characterization of gene promoters in pig: conservative elements, regulatory motifs and
evolutionary trend. PeerJ, 2019, 7, e7204. 0.9 3

23825 Assessment of molecular mechanisms and potential biomarkers in bladder urothelial carcinoma. Acta
Medica, 2019, 50, 8-15. 0.0 2

23848 Multi-tissue observation of the long non-coding RNA effects on sexually biased gene expression in
cattle. Asian-Australasian Journal of Animal Sciences, 2019, 32, 1044-1051. 2.4 3

23861 Transcriptome and Network Dissection of Microsatellite Stable and Highly Instable Colorectal
Cancer. Asian Pacific Journal of Cancer Prevention, 2019, 20, 2445-2454. 0.5 1

23865 A 4-miRNA signature act as a novel prognostic biomarker in patients with Sarcoma. Translational
Cancer Research, 2019, 8, 1412-1422. 0.4 2

23873 PLCB4 upregulation is associated with unfavorable prognosis in pediatric acute myeloid leukemia.
Oncology Letters, 2019, 18, 6057-6065. 0.8 6

23879 Novel Insight into Differential Gene Expression and Clinical Significance of Dopamine Receptors,
COMT, and IL6 in BPH and Prostate Cancer. Current Molecular Medicine, 2019, 19, 605-619. 0.6 6

23880 Selective downregulation of distinct circRNAs in the tissues and plasma of patients with primary
hepatic carcinoma. Oncology Letters, 2019, 18, 5255-5268. 0.8 5

23881 Integrated analysis of lncRNA CTDâ€‘2357A8.3 expression and its potential roles in head and neck
squamous cell carcinoma. Oncology Letters, 2019, 18, 6371-6378. 0.8 0

23883 Exosome complex genes mediate RNA degradation and predict survival in mantle cell lymphoma.
Oncology Letters, 2019, 18, 5119-5128. 0.8 8

23890 iMTBGO: An Algorithm for Integrating Metabolic Networks with Transcriptomes Based on Gene
Ontology Analysis. Current Genomics, 2019, 20, 252-259. 0.7 2

23894 Transcriptomic Analysis of Left Ventricle Myocardium in an SHR Congenic Line With Ameliorated
Cardiac Fibrosis. Physiological Research, 2019, 68, 747-755. 0.4 1

23901 Gene Expression Mining in Type 2 Diabetes Research. Methods in Molecular Biology, 2020, 2076, 109-117. 0.4 0

23906 De novo transcriptome analysis of peduncle necking in cut Rosa hybrida cultivar â€˜H30â€™. Acta
Horticulturae, 2019, , 351-358. 0.1 1



1265

Citation Report

# Article IF Citations

23908 Predicting Synthetic Lethal Genetic Interactions in Breast Cancer using Decision Tree. , 2019, , . 1

23909 Proteome Bioinformatics Methods for Studying Histidine Phosphorylation. Methods in Molecular
Biology, 2020, 2077, 237-250. 0.4 0

23910 Repurposing Drugs by In Silico Methods to Target BCR Kinase Domain in Chronic Myeloid Leukemia.
Asian Pacific Journal of Cancer Prevention, 2019, 20, 3399-3406. 0.5 3

23917 Effect of fosinopril on the renal cortex protein expression profile of Otsuka Longâ€‘Evans Tokushima
Fatty rats. Experimental and Therapeutic Medicine, 2020, 19, 172-182. 0.8 2

23918 Prediction of Breast Cancer Metastasis Related Biomarkers Based on Comparison and Edge Clustering
Coefficient. , 2019, , . 0

23919 Role of a 19S Proteasome Subunit- PSMD10<sup>Gankyrin</sup> in Neurogenesis of Human Neural
Progenitor Cells. International Journal of Stem Cells, 2019, 12, 463-473. 0.8 5

23923 Timeâ€‘series clustering of cytokine expression after transarterial chemoembolization in patients with
hepatocellular carcinoma. Oncology Letters, 2020, 19, 1175-1186. 0.8 5

23929 Sparse Partial Least Squares Methods for Joint Modular Pattern Discovery. Methods in Molecular
Biology, 2020, 2082, 173-186. 0.4 0

23934 Sparse Regression Models for Unraveling Group and Individual Associations in eQTL Mapping. Methods
in Molecular Biology, 2020, 2082, 105-121. 0.4 0

23935 Targeted molecular proï¬•ling of genetic alterations in colorectal cancer using nextâ€‘generation
sequencing. Oncology Letters, 2020, 19, 1137-1144. 0.8 0

23938 Identification for Exploring Underlying Pathogenesis and Therapy Strategy of Oral Squamous Cell
Carcinoma by Bioinformatics Analysis. Medical Science Monitor, 2019, 25, 9216-9226. 0.5 1

23943 Prognostic factor identification by analysis of the gene expression and DNA methylation data in
glioma. Mathematical Biosciences and Engineering, 2020, 17, 3909-3924. 1.0 4

23944 Transcriptograms: A Genome-Wide Gene Expression Analysis Method. Computational Biology, 2020, ,
69-91. 0.1 0

23946 A Systems Biology Approach for the Identification of Active Molecular Pathways During the
Progression of Alzheimerâ€™s Disease. Advances in Experimental Medicine and Biology, 2020, 1194, 303-314. 0.8 1

23947 Differentiation of the 50B11 dorsal root ganglion cells into NGF and GDNF responsive nociceptor
subtypes. Molecular Pain, 2020, 16, 174480692097036. 1.0 0

23952 Transcriptional Profiles in the Chicken Ductus Arteriosus During Hatching. , 2020, , 269-271. 0

23964 Thyroid Hormone Metabolite 3-Iodothyronamine (T1AM) Alleviates Hypoxia/Reoxygenation-Induced
Cardiac Myocyte Apoptosis via Akt/FoxO1 Pathway. Medical Science Monitor, 2020, 26, e923195. 0.5 6

23967 MAFA-AS1, a long non-coding RNA, predicts for poor survival of hepatocellular carcinoma.
Translational Cancer Research, 2020, 9, 2449-2459. 0.4 0



1266

Citation Report

# Article IF Citations

23976 Gli2 mediates the development of castrationâ€‘resistant prostate cancer. International Journal of
Oncology, 2020, 57, 100-112. 1.4 9

23984 Integrative transcriptomics and metabolomics analyses provide hepatotoxicity mechanisms of asarum.
Experimental and Therapeutic Medicine, 2020, 20, 1359-1370. 0.8 10

23986
Identification of lncRNA and mRNA Biomarkers in Osteoarthritic Degenerative Meniscus by Weighted
Gene Coexpression Network and Competing Endogenous RNA Network Analysis. BioMed Research
International, 2020, 2020, 1-10.

0.9 5

23988 Application of K-Means Clustering to Identify Similar Gene Expression Patterns during Erythroid
Development. International Journal of Machine Learning and Computing, 2020, 10, 452-457. 0.8 2

23989 Integrated microarray analysis to identify potential biomarkers and therapeutic targets in dilated
cardiomyopathy. Molecular Medicine Reports, 2020, 22, 915-925. 1.1 3

23991 Genomic analysis reveals selection signatures of the Wannan Black pig during domestication and
breeding. Asian-Australasian Journal of Animal Sciences, 2020, 33, 712-721. 2.4 11

23996
The identification of gene ontologies and candidate genes for digital dermatitis in beef cattle from a
genome-wide association study. International Journal of Veterinary Science and Research, 2020, 6,
027-037.

0.1 3

23998 Oligodendrocyte ARNT2 expression is altered in models of MS. Neurology: Neuroimmunology and
NeuroInflammation, 2020, 7, e745. 3.1 2

24002 MicroRNA expression integrated analysis and identification of novel biomarkers in small cell lung
cancer: a meta-analysis. Translational Cancer Research, 2020, 9, 3339-3353. 0.4 6

24010 Effects of paracetamol (acetaminophen) on gene expression and permeability properties of the rat
placenta and fetal brain. F1000Research, 2020, 9, 573. 0.8 13

24015 Identification of SPRR3 as a novel diagnostic/prognostic biomarker for oral squamous cell carcinoma
via RNA sequencing and bioinformatic analyses. PeerJ, 2020, 8, e9393. 0.9 11

24016 Identifying key genes and drug screening for preeclampsia based on gene expression profiles.
Oncology Letters, 2020, 20, 1585-1596. 0.8 5

24017 Risk gene identification and support vector machine learning to construct an early diagnosis model
of myocardial infarction. Molecular Medicine Reports, 2020, 22, 1775-1782. 1.1 4

24021
A network pharmacology-based strategy deciphers the multitarget pharmacological mechanism of
Reduning injection in the treatment of influenza. European Journal of Integrative Medicine, 2020, 36,
101111.

0.8 1

24026 Using the TCGA Database to Predict and Analyze Tumor Microenvironment Genes Related to Poor
Prognosis of Colon Cancer. Medical Science Monitor, 2020, 26, e923707. 0.5 2

24032 Expression profiling of small intestinal neuroendocrine tumors identified pathways and gene
networks linked to tumorigenesis and metastasis. Bioscience Reports, 2020, 40, . 1.1 6

24034 Upregulated lncRNA Pvt1 may be important for cardiac remodeling at the infarct border zone.
Molecular Medicine Reports, 2020, 22, 2605-2616. 1.1 3

24036 Identification of key genes of human bone marrow stromal cells adipogenesis at an early stage. PeerJ,
2020, 8, e9484. 0.9 3



1267

Citation Report

# Article IF Citations

24037 Applications of Community Detection Algorithms to Large Biological Datasets. Methods in Molecular
Biology, 2021, 2243, 59-80. 0.4 2

24039
Deï¿½novo transcriptome analysis and gene expression profiling of fish scales isolated from
Carassiusï¿½auratus during space flight: Impact of melatonin on gene expression in response to space
radiation. Molecular Medicine Reports, 2020, 22, 2627-2636.

1.1 4

24041 Exploring the Protective Effect of ShenQi Compound on Skeletal Muscle in Diabetic
Macrovasculopathy Mice. Endocrine, Metabolic and Immune Disorders - Drug Targets, 2020, 20, 943-951. 0.6 1

24046 Influence of increased nutrient supply on Microcystis aeruginosa at cellular and proteomic levels.
Aquatic Microbial Ecology, 2020, 85, 47-58. 0.9 3

24048
Long noncoding RNAs, ENST00000598996 and ENST00000524265, are correlated with favorable
prognosis and act as potential tumor suppressors in bladder cancer. Oncology Reports, 2020, 44,
1831-1850.

1.2 4

24050 Bioinformatics analysis of BUB1 expression and gene regulation network in lung adenocarcinoma.
Translational Cancer Research, 2020, 9, 4820-4833. 0.4 4

24056 PALB2 as a potential prognostic biomarker for colorectal cancer. Computational Biology and
Chemistry, 2020, 87, 107289. 1.1 6

24066 A Mechanism Underlying Sex-Associated Differences in Ankylosing Spondylitis: Troponin C2, Fast
Skeletal Type (TNNC2) and Calcium Signaling Pathway. Medical Science Monitor, 2020, 26, e925179. 0.5 2

24069 Expression and regulatory network of miRNAs in head and neck squamous cell carcinoma.
Translational Cancer Research, 2020, 9, 4607-4617. 0.4 1

24070 Systemic Analysis of Antibacterial and Pharmacological Functions of Scutellariae Radix. Journal of
Physiology & Pathology in Korean Medicine, 2020, 34, 184-190. 0.2 1

24073 Anchorage independence altered vasculogenic phenotype of melanoma cells through downregulation
in aminopeptidase N /syndecan-1/integrin Î²4 axis. Aging, 2020, 12, 16803-16819. 1.4 3

24074 Identification and verification of the prognostic value of the glutathione Sâ€‘transferase Mu genes in
gastric cancer. Oncology Letters, 2020, 20, 1-1. 0.8 4

24075
Clinical significance and potential mechanisms of <i>miR-223-3p</i> and <i>miR-204-5p</i> in squamous
cell carcinoma of head and neck: a study based on TCGA and GEO. Open Medicine (Poland), 2020, 15,
728-738.

0.6 2

24078 Rewiring of growth-dependent transcription regulation by a point mutation in region 1.1 of the
housekeeping Ïƒ factor. Nucleic Acids Research, 2020, 48, 10802-10819. 6.5 6

24083 Molecular mechanisms of resistance to bovine mastitis. Livestock Science, 2020, 239, 104068. 0.6 4

24086 Effect of carbon nanomaterial dimension on the functional activity and degeneration of neurons.
Biomaterials, 2021, 279, 121232. 5.7 7

24087 Cocultured porcine granulosa cells respond to excess non-esterified fatty acids during in vitro
maturation. Journal of Ovarian Research, 2021, 14, 142. 1.3 2

24088 Blast cells surviving acute myeloid leukemia induction therapy are in cycle with a signature of FOXM1
activity. BMC Cancer, 2021, 21, 1153. 1.1 1



1268

Citation Report

# Article IF Citations

24089 Bacterial cancer therapy in autochthonous colorectal cancer affects tumor growth and metabolic
landscape. JCI Insight, 2021, 6, . 2.3 4

24090 Single-Cell RNA-Sequencing Identifies Infrapatellar Fat Pad Macrophage Polarization in Acute
Synovitis/Fat Pad Fibrosis and Cell Therapy. Bioengineering, 2021, 8, 166. 1.6 7

24091 Improvement in glucose metabolism in adult male offspring of maternal mice fed diets supplemented
with inulin via regulation of the hepatic long noncoding RNA profile. FASEB Journal, 2021, 35, e22003. 0.2 5

24092 Genome-Wide Identification and Functional Exploration of SBP-Box Gene Family in Black Pepper (Piper) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 622 Td (nigrum L.). Genes, 2021, 12, 1740.1.0 3

24093 Screening of characteristic genes in ulcerative colitis by integrating gene expression profiles. BMC
Gastroenterology, 2021, 21, 415. 0.8 2

24094
Quantitative proteomic analysis of hepatic tissue in allotetraploid hybridized from red crucian carp
and common carp identified crucial proteins and pathways associated with metabolism and growth
rate. Proteomics, 2022, 22, e2100115.

1.3 3

24095 Causal and Candidate Gene Variants in a Large Cohort of Women With Primary Ovarian Insufficiency.
Journal of Clinical Endocrinology and Metabolism, 2022, 107, 685-714. 1.8 13

24096 A fiveâ€•gene methylation signature predicts overall survival of patients with clear cell renal cell
carcinoma. Journal of Clinical Laboratory Analysis, 2021, 35, e24031. 0.9 2

24097 CDH2 mutation affecting N-cadherin function causes attention-deficit hyperactivity disorder in
humans and mice. Nature Communications, 2021, 12, 6187. 5.8 13

24098
Genome-wide association study on milk production and somatic cell score for Thai dairy cattle using
weighted single-step approach with random regression test-day model. Journal of Dairy Science, 2022,
105, 468-494.

1.4 29

24099 Proteo-transcriptomics meta-analysis identifies SUMO2 as a promising target in glioblastoma
multiforme therapeutics. Cancer Cell International, 2021, 21, 575. 1.8 1

24100 DispHScan: A Multi-Sequence Web Tool for Predicting Protein Disorder as a Function of pH.
Biomolecules, 2021, 11, 1596. 1.8 4

24101 Tyrosol, at the Concentration Found in Maltese Extra Virgin Olive Oil, Induces HL-60 Differentiation
towards the Monocyte lineage. Applied Sciences (Switzerland), 2021, 11, 10199. 1.3 4

24102 Multi-Omics Approach to Elucidate Cerebrospinal Fluid Changes in Dogs with Intervertebral Disc
Herniation. International Journal of Molecular Sciences, 2021, 22, 11678. 1.8 3

24104 Unique Features of Mycobacterium abscessus Biofilms Formed in Synthetic Cystic Fibrosis Medium.
Frontiers in Microbiology, 2021, 12, 743126. 1.5 11

24105 Molecular Changes in Prader-Willi Syndrome Neurons Reveals Clues About Increased Autism
Susceptibility. Frontiers in Molecular Neuroscience, 2021, 14, 747855. 1.4 8

24106 The Mechanism Exploration of Follicular Fluids on Granulose Cell Apoptosis in
Endometriosis-Associated Infertility. BioMed Research International, 2021, 2021, 1-10. 0.9 5

24107
A miR-129-5P/ARID3A Negative Feedback Loop Modulates Diffuse Large B Cell Lymphoma Progression and
Immune Evasion Through Regulating the PD-1/PD-L1 Checkpoint. Frontiers in Cell and Developmental
Biology, 2021, 9, 735855.

1.8 4



1269

Citation Report

# Article IF Citations

24110 ZWINT is a Promising Therapeutic Biomarker Associated with the Immune Microenvironment of
Hepatocellular Carcinoma. International Journal of General Medicine, 2021, Volume 14, 7487-7501. 0.8 4

24111
Exploring the Effect of Jiawei Buguzhi Pills on TGF-Î²-Smad Pathway in Postmenopausal Osteoporosis
Based on Integrated Pharmacological Strategy. Evidence-based Complementary and Alternative
Medicine, 2021, 2021, 1-18.

0.5 4

24114 Effect of age on the vascular proteome in middle cerebral arteries and mesenteric resistance arteries
in mice. Mechanisms of Ageing and Development, 2021, 200, 111594. 2.2 5

24117 Screening of potential hub genes in pulmonary thromboembolism. Experimental and Therapeutic
Medicine, 2021, 23, 18. 0.8 1

24118 A Comparative Analysis of Gene and Protein Expression Throughout a Full 28-Day Retinal Regeneration
Time-Course in Adult Zebrafish. Frontiers in Cell and Developmental Biology, 2021, 9, 741514. 1.8 13

24119
Studies of Glyoxalase 1-Linked Multidrug Resistance Reveal Glycolysis-Derived Reactive Metabolite,
Methylglyoxal, Is a Common Contributor in Cancer Chemotherapy Targeting the Spliceosome.
Frontiers in Oncology, 2021, 11, 748698.

1.3 10

24120 Uncovering potential single nucleotide polymorphisms, copy number variations and related signaling
pathways in primary Sjogrenâ€™s syndrome. Bioengineered, 2021, 12, 9313-9331. 1.4 4

24121 Chronic aryl hydrocarbon receptor activity phenocopies smokingâ€•induced skeletal muscle impairment.
Journal of Cachexia, Sarcopenia and Muscle, 2022, 13, 589-604. 2.9 19

24122 A Network-Based Methodology to Identify Subnetwork Markers for Diagnosis and Prognosis of
Colorectal Cancer. Frontiers in Genetics, 2021, 12, 721949. 1.1 12

24123 USH2A Mutation is Associated With Tumor Mutation Burden and Antitumor Immunity in Patients With
Colon Adenocarcinoma. Frontiers in Genetics, 2021, 12, 762160. 1.1 9

24124
Luteolin Modulates Neural Stem Cells Fate Determination: In vitro Study on Human Neural Stem Cells,
and in vivo Study on LPS-Induced Depression Mice Model. Frontiers in Cell and Developmental Biology,
2021, 9, 753279.

1.8 25

24125 Changes in the urinary proteome in rats with regular swimming exercise. PeerJ, 2021, 9, e12406. 0.9 4

24126 Energy Starvation in Daphnia magna from Exposure to a Lithium Cobalt Oxide Nanomaterial. Chemical
Research in Toxicology, 2021, 34, 2287-2297. 1.7 9

24127
The Angiostrongylus vasorum Excretory/Secretory and Surface Proteome Contains Putative
Modulators of the Host Coagulation. Frontiers in Cellular and Infection Microbiology, 2021, 11,
753320.

1.8 8

24128 Testis-specific changes in gene expression of post-pubertal beef bulls divergent for residual feed
intake and exposure to different pre-natal diets. Animal Production Science, 2020, 60, 1491. 0.6 2

24132 A sixâ€‘gene support vector machine classifier contributes to the diagnosis of pediatric septic shock.
Molecular Medicine Reports, 2020, 21, 1561-1571. 1.1 5

24133 Prognostic value of key genes of the JAKâ€‘STAT signaling pathway in patients with cutaneous melanoma.
Oncology Letters, 2020, 19, 1928-1946. 0.8 3

24135 Autocrine insulin pathway signaling regulates actin dynamics in cell wound repair. PLoS Genetics,
2020, 16, e1009186. 1.5 6



1270

Citation Report

# Article IF Citations

24136 Analysis of differential expression of long nonâ€‘coding RNAs inÂ exosomes derived from mature and
immature dendritic cells. Molecular Medicine Reports, 2020, 23, . 1.1 5

24139 The Liability Threshold Model for Predicting the Risk of Cardiovascular Disease in Patients with Type 2
Diabetes: A Multi-Cohort Study of Korean Adults. Metabolites, 2021, 11, 6. 1.3 3

24140 An Android Application for Automatic Content Summarization of News Articles Using Multilayer
Perceptron. Lecture Notes in Networks and Systems, 2021, , 379-394. 0.5 1

24141 Identification of adriamycin resistance genes in breast cancer based on microarray data analysis.
Translational Cancer Research, 2020, 9, 7486-7494. 0.4 1

24143 Novel therapeutic compounds for prostate adenocarcinoma treatment. Medicine (United States), 2020,
99, e23768. 0.4 2

24144 Long-term transcriptomic and proteomic effects in Sprague Dawley rat thyroid and plasma after
internal low dose 131I exposure. PLoS ONE, 2020, 15, e0244098. 1.1 7

24146 Identification of novel regulators of dendrite arborization using cell type-specific RNA metabolic
labeling. PLoS ONE, 2020, 15, e0240386. 1.1 2

24147 Pinpointing miRNA and genes enrichment over trait-relevant tissue network in Genome-Wide
Association Studies. BMC Medical Genomics, 2020, 13, 191. 0.7 6

24148 Determining Cell Death Pathway and Regulation by Enrichment Analysis. Methods in Molecular
Biology, 2021, 2255, 233-239. 0.4 0

24151 Extracellular products-mediated interspecific interaction between Pseudomonas aeruginosa and
Escherichia coli. Journal of Microbiology, 2021, 59, 29-40. 1.3 1

24152 Integrative analysis of mRNA and miRNA sequencing data for gliomas of various grades. Egyptian
Journal of Medical Human Genetics, 2020, 21, . 0.5 2

24153
Non-SMC condensin I complex subunit H (NCAPH), a regulator of cell cycle, predicts poor prognosis in
lung adenocarcinoma patients: a study mainly based on TCGA and GEO database. Translational Cancer
Research, 2020, 9, 7572-7587.

0.4 6

24155
Effect of a Traditional Chinese Medicine Formula (CoTOL) on Serum Uric Acid and Intestinal Flora in
Obese Hyperuricemic Mice Inoculated with Intestinal Bacteria. Evidence-based Complementary and
Alternative Medicine, 2020, 2020, 1-10.

0.5 10

24156 Signature changes in the expressions of protein-coding genes, lncRNAs, and repeat elements in early
and late cellular senescence. Turkish Journal of Biology, 2020, 44, 356-370. 2.1 5

24157 Analysis of copy number variation in dogs implicates genomic structural variation in the development
of anterior cruciate ligament rupture. PLoS ONE, 2020, 15, e0244075. 1.1 2

24158 Interrelation between miRNA and mRNA expression in HT-29 line cells under hypoxia. Bulletin of
Russian State Medical University, 2020, , . 0.3 0

24159
Identifying an Eight-Gene Signature to Optimize Overall Survival Prediction of Esophageal
Adenocarcinoma Using Bioinformatics Analysis of ceRNA Network. OncoTargets and Therapy, 2020,
Volume 13, 13041-13054.

1.0 7

24160 A six-long noncoding RNA model predicts prognosis in lung adenocarcinoma. Translational Cancer
Research, 2020, 9, 7505-7518. 0.4 0



1271

Citation Report

# Article IF Citations

24162 Hybrid Incompatibilities and Transgressive Gene Expression Between Two Closely Related Subspecies of
Drosophila. Frontiers in Genetics, 2020, 11, 599292. 1.1 10

24163
Transcriptome analysis implicates secondary metabolite production, redox reactions, and programmed
cell death during allorecognition in<i>Cryphonectria parasitica</i>. G3: Genes, Genomes, Genetics,
2021, 11, 1-13.

0.8 4

24165
Determining Pharmacological Mechanisms of Chinese Incompatible Herbs Fuzi and Banxia in Chronic
Obstructive Pulmonary Disease: A Systems Pharmacology-Based Study. Evidence-based Complementary
and Alternative Medicine, 2020, 2020, 1-14.

0.5 3

24166 Identification of potential microRNAs in glioblastoma using bioinformatic analysis and prognostic
evaluation. Translational Cancer Research, 2020, 9, 7432-7439. 0.4 0

24167 Heat stress and Î²-adrenergic agonists alter the adipose transcriptome and fatty acid mobilization in
ruminant livestock1. Translational Animal Science, 2020, 4, S141-S144. 0.4 2

24169 Selective changes in expression of integrin Î±-subunits in the intestinal epithelial Caco-2 cells under
conditions of hypoxia and microcirculation. Bulletin of Russian State Medical University, 2020, , . 0.3 1

24170 Conceptus-induced, interferon tau-dependent gene expression in bovine endometrial epithelial and
stromal cellsâ€ . Biology of Reproduction, 2021, 104, 669-683. 1.2 14

24171
Network Biological Modeling: A Novel Approach to Interpret the Traditional Chinese Medicine Theory
of Exterior-Interior Correlation Between the Lung and Large Intestine. Digital Chinese Medicine, 2020,
3, 249-259.

0.5 0

24172 Synergistic action of estradiol and PGE2 on endometrial transcriptome in vivo resembles pregnancy
effects better than estradiol aloneâ€ . Biology of Reproduction, 2021, 104, 818-834. 1.2 8

24173 Proteomic analysis of anti-angiogenic effects by conbercept in the mice with oxygen induced
retinopathy. International Journal of Ophthalmology, 2020, 13, 1844-1853. 0.5 1

24174 Presumed cancerâ€•associated retinopathy (CAR) mimicking Sudden Acquired Retinal Degeneration
Syndrome (SARDS) in canines. Veterinary Ophthalmology, 2021, 24, 125-155. 0.6 3

24175 Mechanism of Salviae Miltiorrhizae Radix et Rhizoma in the Treatment of Knee Osteoarthritis Based on
Network Pharmacology. Natural Product Communications, 2020, 15, 1934578X2098313. 0.2 0

24176 Analysis of pharmacological mechanisms of Yinyanghuo as treatment of erectile dysfunction with
network pharmacologyâ€•based strategy. Andrologia, 2021, 53, e13943. 1.0 3

24177 TrkC Is Essential for Nephron Function and Trans-Activates Igf1R Signaling. Journal of the American
Society of Nephrology: JASN, 2021, 32, 357-374. 3.0 4

24179 PARP-1 activation after oxidative insult promotes energy stress-dependent phosphorylation of YAP1
and reduces cell viability. Biochemical Journal, 2020, 477, 4491-4513. 1.7 9

24180 Multi-resolution visualization and analysis of biomolecular networks through hierarchical
community detection and web-based graphical tools. PLoS ONE, 2020, 15, e0244241. 1.1 5

24181 Gene-regulatory context of honey bee worker sterility. BioSystems, 2020, 198, 104235. 0.9 1

24182
Serum Pharmacochemistry Analysis Combined with Network Pharmacology Approach to Investigate
the Antiosteoporosis Effect of Xianlinggubao Capsule in vivo. Pharmaceutical Fronts, 2020, 02,
e168-e178.

0.4 0



1272

Citation Report

# Article IF Citations

24183 Systematic characterization and prediction of coenzyme A-associated proteins using sequence and
network information. Briefings in Bioinformatics, 2021, 22, . 3.2 1

24184
Construction of competitive endogenous RNA network related to circular RNA and prognostic
nomogram model in lung adenocarcinoma. Mathematical Biosciences and Engineering, 2021, 18,
9806-9821.

1.0 0

24185 Overexpression of small nucleolar RNA SNORD1C is associated with unfavorable outcome in
colorectal cancer. Bioengineered, 2021, 12, 8943-8952. 1.4 7

24186 A novel gene signature associated with poor response to chemoradiotherapy in patients with locally
advanced cervical cancer. Journal of Gynecologic Oncology, 2022, 33, . 1.0 5

24187 Marantodes pumilum: Systematic computational approach to identify their therapeutic potential and
effectiveness. Journal of Ethnopharmacology, 2022, 283, 114751. 2.0 11

24188 Suppression of C-C chemokine receptor 1 is a key regulation for colon cancer chemoprevention in
AOM/DSS mice by fucoxanthin. Journal of Nutritional Biochemistry, 2022, 99, 108871. 1.9 11

24189 Proteomics reveals gender differences in physiological characteristics of the gonads and tube feet of
the sea cucumber, Apostichopus japonicus. Journal of Proteomics, 2022, 251, 104396. 1.2 0

24190 Analysis of a Nuclear Intrinsically Disordered Proteome. Methods in Molecular Biology, 2020, 2175,
181-196. 0.4 1

24191 OUP accepted manuscript. Database: the Journal of Biological Databases and Curation, 2020, 2020, . 1.4 1

24192 Rapid evolution of expression levels in hepatocellular carcinoma. International Journal of
Computational Biology and Drug Design, 2020, 13, 454. 0.3 0

24198 Network pharmacology and experimental investigation of <i>Rhizoma polygonati</i> extract targeted
kinase with herbzyme activity for potent drug delivery. Drug Delivery, 2021, 28, 2187-2197. 2.5 49

24199 Dissecting the heterogeneity and tumorigenesis of BRCA1 deficient mammary tumors via single cell
RNA sequencing. Theranostics, 2021, 11, 9967-9987. 4.6 6

24204 A Course-Based Undergraduate Research Experience in Biofluid Mechanics. Journal of Biomechanical
Engineering, 2019, 141, . 0.6 0

24208 Co-expression analysis and ceRNA network reveal eight novel potential lncRNA biomarkers in
hepatocellular carcinoma. PeerJ, 2019, 7, e8101. 0.9 10

24210 Early Crypt Formation Defects in the Uterine Epithelia of &lt;b&gt;&lt;i&gt;Sox17&lt;/i&gt;&lt;/b&gt;
Heterozygous Mice. Sexual Development, 2020, 14, 40-50. 1.1 0

24211
Dysregulated circulating SOCS3 and HP expression associated with stable CAD and acute coronary
syndrome: an integrated study based on bioinformatics analysis and case control validation.
Anatolian Journal of Cardiology, 2020, 24, 160-174.

0.5 6

24215 Extracting Biological Insight from Untargeted Lipidomics Data. Methods in Molecular Biology, 2020,
2104, 121-137. 0.4 4

24217 Microbial Co-Cultures as Source of Novel Drugs for Infections. , 2020, , 142-160. 0



1273

Citation Report

# Article IF Citations

24218 Liver Disease Modelling. Learning Materials in Biosciences, 2020, , 189-207. 0.2 0

24219 Bioinformatics Excavation of Potential Genes for Intracranial Aneurysm Rupture. Advances in Clinical
Medicine, 2020, 10, 1840-1846. 0.0 0

24220 Identification and Validation of SNP-Containing Genes with Prognostic Value in Gastric Cancer via
Integrated Bioinformatics Analysis. Advances in Clinical Medicine, 2020, 10, 2832-2847. 0.0 0

24221 Role of downregulated ADARB1 in lung squamous cell carcinoma. Molecular Medicine Reports, 2020,
21, 1517-1526. 1.1 4

24225 Trophic factors are essential for the survival of grafted oligodendrocyte progenitors and for
neuroprotection after perinatal excitotoxicity. Neural Regeneration Research, 2020, 15, 557. 1.6 3

24226 Identification of Molecular Signatures in Mild Intrinsic Atopic Dermatitis by Bioinformatics Analysis.
Annals of Dermatology, 2020, 32, 130. 0.3 5

24227 Dissecting Biological Functions for BRCA Genes and Their Targeting MicroRNAs Within Eight Clusters.
Lecture Notes in Computer Science, 2020, , 247-251. 1.0 0

24228
Expression of genes involved in neurogenesis, and neuronal precursor cell proliferation and
development: Novel pathways of human ovarian granulosa cell differentiation and
transdifferentiation capability inï¿½vitro. Molecular Medicine Reports, 2020, 21, 1749-1760.

1.1 7

24229
Different protein expression patterns in rat spinal nerves during Wallerian degeneration assessed
using isobaric tags for relative and absolute quantitation proteomics profiling. Neural Regeneration
Research, 2020, 15, 315.

1.6 3

24230 Bioinformatics-Based Discovery of CKLF-Like MARVEL Transmembrane Member 5 as a Novel Biomarker
for Breast Cancer. Frontiers in Cell and Developmental Biology, 2019, 7, 361. 1.8 4

24235 Identification of Rice Drought-Resistant Gene Based on Gene Expression Profiles and Network Analysis
Algorithm. Lecture Notes in Computer Science, 2020, , 290-301. 1.0 0

24236 Screening and identification of genes associated with cell proliferation in cholangiocarcinoma.
Aging, 2020, 12, 2626-2646. 1.4 1

24241 Elucidation of the Mechanism of Indonesian Traditional Medicine (Jamu) Based on Case Studies of Type
2 Diabetes Networks. International Journal of Engineering and Management Research, 2020, 10, 87-91. 0.1 0

24256 Meta-Analyses of Multiple Gene Expression Profiles to Screen Hub Genes Related to Osteoarthritis.
Public Health Genomics, 2021, 24, 267-279. 0.6 3

24257
The effects and the mechanisms of naringenin from <i>Artemisia ordosica Krasch</i> on allergic
rhinitis based on mast cell degranulation model and network pharmacology. Journal of Pharmacy and
Pharmacology, 2022, 74, 397-408.

1.2 2

24260 miRâ€‘296â€‘3p promotes the proliferation of glioblastoma cells by targeting ICAT. Molecular Medicine
Reports, 2020, 21, 2151-2161. 1.1 4

24275 Comparative functional genomic analysis of Alzheimerâ€™s affected and naturally aging brains. PeerJ,
2020, 8, e8682. 0.9 3

24277 Identification of lapatinib sensitivity-related genes by integrative functional module analysis.
Translational Cancer Research, 2020, 9, 1351-1360. 0.4 1



1274

Citation Report

# Article IF Citations

24282 Proteomic profiling of <i>Serratia marcescens</i> by high-resolution mass spectrometry. BioImpacts,
2020, 10, 123-135. 0.7 2

24288 Exploring genetic variants in obsessive compulsive disorder severity: A GWAS approach. Journal of
Affective Disorders, 2020, 267, 23-32. 2.0 2

24289 Identification of key miRNAs and genes for mouse retinal development using a linear model. Molecular
Medicine Reports, 2020, 22, 494-506. 1.1 8

24293 Elevated mRNA expression levels of DLGAP5 are associated with poor prognosis in breast cancer.
Oncology Letters, 2020, 19, 4053-4065. 0.8 14

24294 A cellular surveillance and defense system that delays aging phenotypes in C. elegans. Aging, 2020, 12,
8202-8220. 1.4 3

24295 Candidate genes for predicting the survival of patients with gastric cancer: a study based on The
Cancer Genome Atlas (TCGA) database. Translational Cancer Research, 2020, 9, 2599-2608. 0.4 2

24296 Identification of hub genes and small-molecule compounds in medulloblastoma by integrated
bioinformatic analyses. PeerJ, 2020, 8, e8670. 0.9 8

24297 Clinical and prognostic association of oncogene cadherin 11 in gastric cancer. Oncology Letters,
2020, 19, 4011-4023. 0.8 4

24299 Biological Big Data Analysis of Competing Endogenous RNA Network and mRNA Biomarker in Liver
Cancer. , 2020, , . 0

24303 Integrated Single-Cell Bioinformatics Analysis Reveals Intrinsic and Extrinsic Biological
Characteristics of Hematopoietic Stem Cell Aging. Frontiers in Genetics, 2021, 12, 745786. 1.1 2

24304 Putative MicroRNA-mRNA Networks Upon Mdfi Overexpression in C2C12 Cell Differentiation and
Muscle Fiber Type Transformation. Frontiers in Molecular Biosciences, 2021, 8, 675993. 1.6 5

24305 Retinoic Acid Fluctuation Activates an Uneven, Direction-Dependent Network-Wide Robustness
Response in Early Embryogenesis. Frontiers in Cell and Developmental Biology, 2021, 9, 747969. 1.8 7

24306
Aberrant Methylation and Immune Microenvironment Are Associated With Overexpressed Fibronectin
1: A Diagnostic and Prognostic Target in Head and Neck Squamous Cell Carcinoma. Frontiers in
Molecular Biosciences, 2021, 8, 753563.

1.6 10

24307 Prognostic and Immune-Infiltrate Significance of miR-222-3p and Its Target Genes in Thyroid Cancer.
Frontiers in Genetics, 2021, 12, 710412. 1.1 6

24308 Identification of a 17-gene-signature in Non-alcoholic Steatohepatitis and Its Relationship with Immune
Cell Infiltration. Hepatitis Monthly, 2021, 21, . 0.1 0

24309 Upregulation of a nuclear factor-kappa B-interacting immune gene network in mice cochleae with
age-related hearing loss. PLoS ONE, 2021, 16, e0258977. 1.1 8

24310 Re-Identification of Patient Subgroups in Uveal Melanoma. Frontiers in Oncology, 2021, 11, 731548. 1.3 2

24311 LCâ€“MS Based Draft Map of the Arabidopsis thaliana Nuclear Proteome and Protein Import in Pattern
Triggered Immunity. Frontiers in Plant Science, 2021, 12, 744103. 1.7 8



1275

Citation Report

# Article IF Citations

24312 SlJMJ7 orchestrates tomato fruit ripening via crosstalk between H3K4me3 and DML2â€•mediated DNA
demethylation. New Phytologist, 2022, 233, 1202-1219. 3.5 25

24313 Competitive binding and molecular crowding regulate the cytoplasmic interactome of non-viral
polymeric gene delivery vectors. Nature Communications, 2021, 12, 6445. 5.8 10

24314 Monocytic THP-1 cells diverge significantly from their primary counterparts: a comparative
examination of the chromosomal conformations and transcriptomes. Hereditas, 2021, 158, 43. 0.5 8

24316 Research gaps and new insights in the evolution of <i>Drosophila</i> seminal fluid proteins. Insect
Molecular Biology, 2022, 31, 139-158. 1.0 8

24317
Nonnegative matrix factorizationâ€•based bioinformatics analysis reveals that TPX2 and SELENBP1 are
two predictors of the inner subâ€•consensuses of lung adenocarcinoma. Cancer Medicine, 2021, 10,
9058-9077.

1.3 7

24318 Transcriptome Analyses of In Vitro Exercise Models by Clenbuterol Supplementation or Electrical
Pulse Stimulation. Applied Sciences (Switzerland), 2021, 11, 10436. 1.3 2

24319 Transcriptional Correlates of Chronic Alcohol Neuroadaptation in Drosophila Larvae. Frontiers in
Behavioral Neuroscience, 2021, 15, 768694. 1.0 0

24320 Sex differences in the expression of the endocannabinoid system within V1M cortex and PAG of
Sprague Dawley rats. Biology of Sex Differences, 2021, 12, 60. 1.8 23

24321 EphB2 activates CREB-dependent expression of Annexin A1 to regulate dendritic spine morphogenesis.
Biochemical and Biophysical Research Communications, 2021, 584, 107-115. 1.0 7

24322 Looking deeper into ocular surface health: an introduction to clinical tear proteomics analysis. Acta
Ophthalmologica, 2022, 100, 486-498. 0.6 11

24323 The Identification of RNA Modification Gene PUS7 as a Potential Biomarker of Ovarian Cancer. Biology,
2021, 10, 1130. 1.3 13

24324 Identification of Potential Key Genes in the Pathogenesis of Chronic Obstructive Pulmonary Disease
Through Bioinformatics Analysis. Frontiers in Genetics, 2021, 12, 754569. 1.1 8

24325 Sex differences in embryonic gonad transcriptomes and benzo[a]pyrene metabolite levels after
transplacental exposure. Endocrinology, 2022, 163, . 1.4 9

24326 Molecular Heterogeneity of Cervical Cancer Among Different Ethnic/Racial Populations. Journal of
Racial and Ethnic Health Disparities, 2022, 9, 2441-2450. 1.8 3

24327 Genome-Wide Identification of Circular RNAs Potentially Involved in the Biosynthesis of Secondary
Metabolites in Salvia miltiorrhiza. Frontiers in Genetics, 2021, 12, 645115. 1.1 9

24328 High rates of evolution preceded shifts to sex-biased gene expression in Leucadendron, the most
sexually dimorphic angiosperms. ELife, 2021, 10, . 2.8 15

24330 Exome array identifies functional exonic biomarkers for pediatric dental caries. Computers in Biology
and Medicine, 2021, , 105019. 3.9 2

24331 Disturbance in transcriptomic profile, proliferation and multipotency in human mesenchymal stem
cells caused by hexafluoropropylene oxides. Environmental Pollution, 2022, 292, 118483. 3.7 9



1276

Citation Report

# Article IF Citations

24332 LRG1 is an adipokine that mediates obesity-induced hepatosteatosis and insulin resistance. Journal of
Clinical Investigation, 2021, 131, . 3.9 30

24333 The effects of exosomes derived from trabecular meshwork cells on Schlemmâ€™s canal endothelial
cells. Scientific Reports, 2021, 11, 21942. 1.6 5

24334 Adipose MDM2 regulates systemic insulin sensitivity. Scientific Reports, 2021, 11, 21839. 1.6 7

24335 Theobromine enhances the conversion of white adipocytes into beige adipocytes in a PPARÎ³
activation-dependent manner. Journal of Nutritional Biochemistry, 2022, 100, 108898. 1.9 13

24336 Targeted Next-Generation Sequencing Indicates a Frequent Oligogenic Involvement in Primary Ovarian
Insufficiency Onset. Frontiers in Endocrinology, 2021, 12, 664645. 1.5 5

24337 A Comprehensive Genome-wide Analysis of Long Non-coding RNA and mRNA Expression Profiles of
JAK2V617F-positive Classical Myeloproliferative Neoplasms. Bioengineered, 2021, , . 1.4 1

24338
Echinacea purpurea suppresses the cell survival and metastasis of hepatocellular carcinoma through
regulating the PI3K/Akt pathway. International Journal of Biochemistry and Cell Biology, 2022, 142,
106115.

1.2 7

24339 Histone H3.3 K27M and K36M mutations de-repress transposable elements through perturbation of
antagonistic chromatin marks. Molecular Cell, 2021, 81, 4876-4890.e7. 4.5 26

24340 Proteins related to ictogenesis and seizure clustering in chronic epilepsy. Scientific Reports, 2021, 11,
21508. 1.6 0

24341 Transcriptome analysis of collagen VIâ€•related muscular dystrophy muscle biopsies. Annals of Clinical
and Translational Neurology, 2021, 8, 2184-2198. 1.7 10

24342 Prognostic Relevance of BRCA1 Expression in Survival of Patients With Cervical Cancer. Frontiers in
Oncology, 2021, 11, 770103. 1.3 2

24343 Olig2-astrocytes express neutral amino acid transporter SLC7A10 (Asc-1) in the adult brain. Molecular
Brain, 2021, 14, 163. 1.3 4

24344 The vulnerable versatility of Salmonella antibiotic persisters during infection. Cell Host and Microbe,
2021, 29, 1757-1773.e10. 5.1 43

24345 Inherent genomic properties underlie the epigenomic heterogeneity of human induced pluripotent
stem cells. Cell Reports, 2021, 37, 109909. 2.9 14

24346 Improved nanopore direct RNA sequencing of cardiac myocyte samples by selective mt-RNA depletion.
Journal of Molecular and Cellular Cardiology, 2022, 163, 175-186. 0.9 4

24347 Integrated bioinformatics analysis reveals dynamic candidate genes and signaling pathways involved
in the progression and prognosis of diffuse large B-cell lymphoma. PeerJ, 2021, 9, e12394. 0.9 3

24349 Skeletal stem cell fate defects caused by <i>Pdgfrb</i> activating mutation. Development (Cambridge),
2021, 148, . 1.2 5

24350 Graph convolutional network approach to discovering disease-related circRNA-miRNA-mRNA axes.
Methods, 2022, 198, 45-55. 1.9 12



1277

Citation Report

# Article IF Citations

24351 Drug repurposing for coronavirus (SARS-CoV-2) based on gene co-expression network analysis.
Scientific Reports, 2021, 11, 21872. 1.6 13

24352
The First De Novo Transcriptome Assembly and Transcriptomic Dynamics of the Mangrove Tree
Rhizophora stylosa Griff. (Rhizophoraceae). International Journal of Molecular Sciences, 2021, 22,
11964.

1.8 5

24353 Identification and Validation of Afatinib Potential Drug Resistance Gene BIRC5 in Non-Small Cell Lung
Cancer. Frontiers in Oncology, 2021, 11, 763035. 1.3 5

24354 Construction of a lncRNAâ€“miRNAâ€“mRNA network to determine the key regulators of the Th1/Th2
imbalance in multiple sclerosis. Epigenomics, 2021, 13, 1797-1815. 1.0 17

24355 A gene toolbox for monitoring autophagy transcription. Cell Death and Disease, 2021, 12, 1044. 2.7 46

24356 Male-biased protein expression in primordial germ cells, identified through a comparative study of
UAS vectors in Drosophila. Scientific Reports, 2021, 11, 21482. 1.6 1

24357 Integrative genome-wide analysis of dopaminergic neuron-specific PARIS expression in Drosophila
dissects recognition of multiple PPAR-Î³ associated gene regulation. Scientific Reports, 2021, 11, 21500. 1.6 8

24358 The Piezo-Hyperthermophilic Archaeon Thermococcus piezophilus Regulates Its Energy Efficiency
System to Cope With Large Hydrostatic Pressure Variations. Frontiers in Microbiology, 2021, 12, 730231. 1.5 6

24359
MCLR-elicited hepatic fibrosis and carcinogenic gene expression changes persist in rats with
diet-induced nonalcoholic steatohepatitis through a 4-week recovery period. Toxicology, 2021, 464,
153021.

2.0 5

24363 Crossâ€‘validation of genes potentially associated with neoadjuvant chemotherapy and platinumâ€‘based
chemoresistance in epithelial ovarian carcinoma. Oncology Reports, 2020, 44, 909-926. 1.2 3

24380
Molecular Network Analysis of Target RNAs and Interacting Proteins of TDP-43, a Causative Gene for
the Neurodegenerative Diseases ALS/FTLD. Advances in Bioinformatics and Biomedical Engineering
Book Series, 0, , 314-335.

0.2 0

24381 Biclustering of DNA Microarray Data. , 0, , 513-551. 3

24382 Molecular Network Analysis of Target RNAs and Interacting Proteins of TDP-43, a Causative Gene for
the Neurodegenerative Diseases ALS/FTLD. , 0, , 964-985. 0

24383 Altered expression of genes regulating inflammation and synaptogenesis during regrowth of afferent
neurons to cochlear hair cells. PLoS ONE, 2020, 15, e0238578. 1.1 7

24399 Systems genetics analysis of the LXS recombinant inbred mouse strains:Genetic and molecular insights
into acute ethanol tolerance. PLoS ONE, 2020, 15, e0240253. 1.1 1

24400 The prefoldin complex stabilizes the von Hippel-Lindau protein against aggregation and degradation.
PLoS Genetics, 2020, 16, e1009183. 1.5 6

24411 The effect of nojirimycin on the transcriptome of germinating &lt;i&gt;Orobanche minor&lt;/i&gt;
seeds. Journal of Pesticide Sciences, 2020, 45, 230-237. 0.8 5

24425 Screening of genes coupled to heat response in Mongolian and Dorper sheep breeds. Biologia
(Poland), 2021, 76, 949. 0.8 1



1278

Citation Report

# Article IF Citations

24426 Nanobubble technology to treat spinal cord ischemic injury. JTCVS Open, 2020, 3, 1-11. 0.2 1

24456 Construction of Protein Expression Network. Methods in Molecular Biology, 2021, 2189, 119-132. 0.4 1

24457 Bioinformatics Analysis of Key Candidate Genes and Pathways in Ulcerative Colitis. Biological and
Pharmaceutical Bulletin, 2020, 43, 1760-1766. 0.6 4

24458 Effects of stanniocalcin-1 overexpressing hepatocellular carcinoma cells on macrophage migration.
PLoS ONE, 2020, 15, e0241932. 1.1 3

24459 Age-associated changes in the transcriptomes of non-cultured adipose-derived stem cells from young
and old mice assessed via single-cell transcriptome analysis. PLoS ONE, 2020, 15, e0242171. 1.1 6

24460 Importance of Mitochondrial-Related Genes in Dilated Cardiomyopathy Based on Bioinformatics
Analysis. Cardiovascular Innovations and Applications, 2020, 5, . 0.1 0

24461 Insight into CsWRKY gene family and their involvement in plant hormone response of <i>Cymbidium
sinense</i>. Acta Horticulturae, 2020, , 471-480. 0.1 0

24463 Analysis of genes and underlying mechanisms involved in foam cells formation and atherosclerosis
development. PeerJ, 2020, 8, e10336. 0.9 6

24464 Sperm fate is promoted by the <i>mir-44</i> microRNA family in the <i>Caenorhabditis elegans</i>
hermaphrodite germline. Genetics, 2021, 217, 1-14. 1.2 9

24466 A Review of Pathway Databases and Related Methods Analysis. Current Bioinformatics, 2020, 15, 379-395. 0.7 0

24467 BioFabric Visualization of Network Alignments. , 2021, , 65-97. 0

24468
Investigation into Adaptation in Genes Associated with Response to Estrogenic Pollution in
Populations of Roach (<i>Rutilus rutilus</i>) Living in English Rivers. Environmental Science &amp;
Technology, 2020, 54, 15935-15945.

4.6 3

24470 Identify the signature genes for diagnose of uveal melanoma by weight gene co-expression network
analysis. International Journal of Ophthalmology, 2015, 8, 269-74. 0.5 44

24471 CD138<sup>-</sup> multiple myeloma cells express high level of CHK1 which correlated to overall
survival in MM patient. Aging, 2020, 12, 23067-23081. 1.4 4

24472 Identification and characterization of dynamically regulated hepatitis-related genes in a concanavalin
A-induced liver injury model. Aging, 2020, 12, 23187-23199. 1.4 1

24473 Temporal ChIP-on-Chip of RNA-Polymerase-II to detect novel gene activation events during
photoreceptor maturation. Molecular Vision, 2010, 16, 252-71. 1.1 21

24474 Genomic profiling of genes contributing to metastasis in a mouse model of thyroid follicular
carcinoma. American Journal of Cancer Research, 2011, 1, 1-13. 1.4 5

24475 Keratin 13 is a more specific marker of conjunctival epithelium than keratin 19. Molecular Vision, 2011,
17, 1652-61. 1.1 69



1279

Citation Report

# Article IF Citations

24476 Expression profiling and pathway analysis of KrÃ¼ppel-like factor 4 in mouse embryonic fibroblasts.
American Journal of Cancer Research, 2011, 1, 85-97. 1.4 9

24477 Comparison of genome-wide gene expression in suture- and alkali burn-induced murine corneal
neovascularization. Molecular Vision, 2011, 17, 2386-99. 1.1 20

24479 Quantitative changes in gene transcription during induction of differentiation in porcine neural
progenitor cells. Molecular Vision, 2012, 18, 1484-504. 1.1 8

24480 Identifying common genes and networks in multi-organ fibrosis. AMIA Summits on Translational
Science Proceedings, 2012, 2012, 106-15. 0.4 7

24481 Bilberries potentially alleviate stress-related retinal gene expression induced by a high-fat diet in mice.
Molecular Vision, 2012, 18, 2338-51. 1.1 16

24482
Growth factor independence 1 (Gfi1) regulates cell-fate decision of a bipotential
granulocytic-monocytic precursor defined by expression of Gfi1 and CD48. American Journal of Blood
Research, 2012, 2, 228-42.

0.6 10

24483 Poly-glutamine expanded huntingtin dramatically alters the genome wide binding of HSF1. Journal of
Huntington's Disease, 2012, 1, 33-45. 0.9 25

24484 Identification of common tumor signatures based on gene set enrichment analysis. In Silico Biology,
2011, 11, 1-10. 0.4 4

24485
ATHENA: a tool for meta-dimensional analysis applied to genotypes and gene expression data to predict
HDL cholesterol levels. Pacific Symposium on Biocomputing Pacific Symposium on Biocomputing, 2013,
, 385-96.

0.7 14

24486 Profiling of genes associated with the murine model of oxygen-induced retinopathy. Molecular
Vision, 2013, 19, 775-88. 1.1 8

24487 Changes in gene expression associated with retinal degeneration in the rd3 mouse. Molecular Vision,
2013, 19, 955-69. 1.1 12

24489 The Profile of Human Sperm Proteome; A Mini-review. Journal of Reproduction and Infertility, 2011, 12,
193-9. 1.0 12

24490 Identification of HMX1 target genes: a predictive promoter model approach. Molecular Vision, 2013, 19,
1779-94. 1.1 7

24491 MicroRNA profile comparison of the corneal endothelia of young and old mice: implications for
senescence of the corneal endothelium. Molecular Vision, 2013, 19, 1815-25. 1.1 7

24493 Analysis of cell surface markers specific for transplantable rod photoreceptors. Molecular Vision,
2013, 19, 2058-67. 1.1 16

24494 Altered gene expression in dry age-related macular degeneration suggests early loss of choroidal
endothelial cells. Molecular Vision, 2013, 19, 2274-97. 1.1 47

24496 Expression profiling of the RPE in zebrafish smarca4 mutant revealed altered signals that potentially
affect RPE and retinal differentiation. Molecular Vision, 2014, 20, 56-72. 1.1 3

24497 Identification of proteins that interact with alpha A-crystallin using a human proteome microarray.
Molecular Vision, 2014, 20, 117-24. 1.1 14



1280

Citation Report

# Article IF Citations

24501 Gastric cardia adenocarcinoma pathway analysis. Gastroenterology and Hepatology From Bed To
Bench, 2013, 6, S11-8. 0.6 11

24503 Influence of CHIEF pathway genes on gene expression: a pathway approach to functionality.
International Journal of Molecular Epidemiology and Genetics, 2014, 5, 100-11. 0.4 9

24504 Generation of a foveomacular transcriptome. Molecular Vision, 2014, 20, 947-54. 1.1 0

24507 A profile of transcriptomic changes in the rd10 mouse model of retinitis pigmentosa. Molecular
Vision, 2014, 20, 1612-28. 1.1 26

24508 Activation of integrin-ERBB2 signaling in undifferentiated thyroid cancer. American Journal of Cancer
Research, 2014, 4, 776-88. 1.4 4

24509 Protein Drug Targets ofÂ Lavandula angustifoliaÂ on treatment of Rat Alzheimer's Disease. Iranian
Journal of Pharmaceutical Research, 2015, 14, 291-302. 0.3 18

24510 Gene expression changes during retinal development and rod specification. Molecular Vision, 2015, 21,
61-87. 1.1 8

24511 Biological mechanism analysis of acute renal allograft rejection: integrated of mRNA and microRNA
expression profiles. International Journal of Clinical and Experimental Medicine, 2014, 7, 5170-80. 1.3 2

24512 Exploring the human seminal plasma proteome: an unexplored gold mine of biomarker for male
infertility and male reproduction disorder. Journal of Reproduction and Infertility, 2015, 16, 61-71. 1.0 55

24513 Profile of differentially expressed intratumoral cytokines to predict the immune-polarizing side
effects of tamoxifen in breast cancer treatment. American Journal of Cancer Research, 2015, 5, 726-37. 1.4 4

24514 Candidate pathways and genes for nasopharyngeal carcinoma based on bioinformatics study.
International Journal of Clinical and Experimental Pathology, 2015, 8, 2026-32. 0.5 2

24515 RNA-seq identifies a role for the PPARÎ²/Î´ inverse agonist GSK0660 in the regulation of TNFÎ±-induced
cytokine signaling in retinal endothelial cells. Molecular Vision, 2015, 21, 568-76. 1.1 16

24516 Significantly reduced function of T cells in patients with acute arterial thrombosis. Journal of
Geriatric Cardiology, 2015, 12, 287-93. 0.2 7

24518 Analysis of endoscopic pancreatic function test (ePFT)-collected pancreatic fluid proteins
precipitated via ultracentrifugation. JOP: Journal of the Pancreas, 2013, 14, 176-86. 1.5 4

24519 Screening feature genes of osteosarcoma with DNA microarray: a bioinformatic analysis.
International Journal of Clinical and Experimental Medicine, 2015, 8, 7134-42. 1.3 2

24520 Analysis of microarray-identified genes and microRNAs associated with drug resistance in ovarian
cancer. International Journal of Clinical and Experimental Pathology, 2015, 8, 6847-58. 0.5 26

24521 Systematic tracking of dysregulated modules identifies disrupted pathways in narcolepsy.
International Journal of Clinical and Experimental Medicine, 2015, 8, 9384-93. 1.3 1

24522 Delineation of gastric cancer subtypes by co-regulated expression of receptor tyrosine kinases and
chemosensitivity genes. American Journal of Translational Research (discontinued), 2015, 7, 1429-39. 0.0 6



1281

Citation Report

# Article IF Citations

24523 Methylation associated genes contribute to the favorable prognosis of gliomas with isocitrate
dehydrogenase 1 mutation. American Journal of Cancer Research, 2015, 5, 2745-55. 1.4 2

24524 Proteomics and bioinformatics analysis of mouse hypothalamic neurogenesis with or without EPHX2
gene deletion. International Journal of Clinical and Experimental Pathology, 2015, 8, 12634-45. 0.5 3

24525 Differentially expressed genes and microRNAs in bladder carcinoma cell line 5637 and T24 detected by
RNA sequencing. International Journal of Clinical and Experimental Pathology, 2015, 8, 12678-87. 0.5 17

24526
Screening feature genes of astrocytoma using a combined method of microarray gene expression
profiling and bioinformatics analysis. International Journal of Clinical and Experimental Medicine,
2015, 8, 18004-12.

1.3 0

24527 Dysregulated expression of microRNAs and mRNAs in myocardial infarction. American Journal of
Translational Research (discontinued), 2015, 7, 2291-304. 0.0 25

24528
A SILAC-based proteomics elicits the molecular interactome of alisertib (MLN8237) in human
erythroleukemia K562 cells. American Journal of Translational Research (discontinued), 2015, 7,
2442-61.

0.0 5

24529 Exome sequencing on malignant meningiomas identified mutations in neurofibromatosis type 2 (NF2)
and meningioma 1 (MN1) genes. Discovery Medicine, 2014, 18, 301-311. 0.5 20

24530 The non-Geldanamycin Hsp90 inhibitors enhanced the antifungal activity of fluconazole. American
Journal of Translational Research (discontinued), 2015, 7, 2589-602. 0.0 21

24532 Accelerated evolution of constraint elements for hematophagic adaptation in mosquitoes.
Zoological Research, 2015, 36, 320-7. 0.6 0

24533 Protein-protein interaction network analysis of cirrhosis liver disease. Gastroenterology and
Hepatology From Bed To Bench, 2016, 9, 114-23. 0.6 43

24534 miR-3646 promotes cell proliferation, migration, and invasion via regulating G2/M transition in human
breast cancer cells. American Journal of Translational Research (discontinued), 2016, 8, 1659-77. 0.0 12

24535 Gene expression changes in the retina following subretinal injection of human neural progenitor
cells into a rodent model for retinal degeneration. Molecular Vision, 2016, 22, 472-90. 1.1 11

24536
Bioinformatics investigation of therapeutic mechanisms of Xuesaitong capsule treating ischemic
cerebrovascular rat model with comparative transcriptome analysis. American Journal of
Translational Research (discontinued), 2016, 8, 2438-49.

0.0 7

24537 Serum molecular signature for proliferativeÂ diabeticÂ retinopathy in Saudi patients with type 2 diabetes.
Molecular Vision, 2016, 22, 636-45. 1.1 6

24538 Comparative transcriptome analysis on the alteration of gene expression in ayu (Plecoglossus) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 182 Td (altivelis) larvae associated with salinity change. Zoological Research, 2016, 37, 126-35.0.6 5

24539
Transient resistance to DNA damaging agents is associated with expression of microRNAs-135b and
-196b in human leukemia cell lines. International Journal of Biochemistry and Molecular Biology, 2016,
7, 27-47.

0.1 11

24540 In Search of 'Birth Month Genes': Using Existing Data Repositories to Locate Genes Underlying Birth
Month-Disease Relationships. AMIA Summits on Translational Science Proceedings, 2016, 2016, 189-98. 0.4 1

24541 MicroRNAs regulating meis1 expression and inducing cardiomyocyte proliferation. Cardiovascular
Regenerative Medicine, 2016, 3, . 1.7 8



1282

Citation Report

# Article IF Citations

24542 In silico identification of miRNAs and their target genes and analysis of gene co-expression network in



1283

Citation Report

# Article IF Citations

24563 Early diagnosis of colorectal cancer via plasma proteomic analysis of CRC and advanced adenomatous
polyp. Gastroenterology and Hepatology From Bed To Bench, 2019, 12, 328-339. 0.6 7

24564 Proteomic analysis for identifying the differences in molecular profiling between fanconi anaemia
and aplastic anaemia. American Journal of Translational Research (discontinued), 2019, 11, 6522-6533. 0.0 2

24565 CCR7 high expression leads to cetuximab resistance by cross-talking with EGFR pathway in PI3K/AKT
signals in colorectal cancer. American Journal of Cancer Research, 2019, 9, 2531-2543. 1.4 9

24566 Dietary riboflavin deficiency promotes N-nitrosomethylbenzylamine-induced esophageal tumorigenesis
in rats by inducing chronic inflammation. American Journal of Cancer Research, 2019, 9, 2469-2481. 1.4 5

24567 Effect of hydrogel stiffness on morphology and gene expression pattern of CD44 oral squamous cell
carcinoma cells. International Journal of Clinical and Experimental Pathology, 2019, 12, 2826-2836. 0.5 3

24568 Discovery of microarray-identified genes associated with the progression of cervical intraepithelial
neoplasia. International Journal of Clinical and Experimental Pathology, 2018, 11, 5667-5681. 0.5 2

24569 Serum proteomics study reveals candidate biomarkers for systemic lupus erythematosus.
International Journal of Clinical and Experimental Pathology, 2017, 10, 10681-10694. 0.5 2

24570 MicroRNAs and regulated interaction networks reveal differences between adult and pediatric acute
myeloid leukemia. International Journal of Clinical and Experimental Pathology, 2017, 10, 10576-10583. 0.5 0

24571
Upregulation of HOXA13 as a potential tumorigenesis and progression promoter of LUSC based on
qRT-PCR and bioinformatics. International Journal of Clinical and Experimental Pathology, 2017, 10,
10650-10665.

0.5 3

24572
Down-regulation of MiR-365 as a novel indicator to assess the progression and metastasis of
hepatocellular carcinoma. International Journal of Clinical and Experimental Pathology, 2017, 10,
9164-9176.

0.5 3

24573 Whole Genome Analysis of the Red-Crowned Crane Provides Insight into Avian Longevity. Molecules
and Cells, 2020, 43, 86-95. 1.0 6

24574 Gambogenic acid exerts anticancer effects in cisplatinâ€‘resistant nonâ€‘small cell lung cancer cells.
Molecular Medicine Reports, 2020, 21, 1267-1275. 1.1 7

24575
Pre-treatment neutrophils count as a prognostic marker to predict chemotherapeutic response and
survival outcomes in glioma: a single-center analysis of 288 cases. American Journal of Translational
Research (discontinued), 2020, 12, 90-104.

0.0 9

24576
Downregulation of SETBP1 promoted non-small cell lung cancer progression by inducing cellular
EMT and disordered immune status. American Journal of Translational Research (discontinued), 2020,
12, 447-462.

0.0 4

24577 Bioinformatics and experimental studies of anti-leukemic activity from 6-gingerol demonstrate its
role in p53 mediated apoptosis pathway. EXCLI Journal, 2020, 19, 582-595. 0.5 5

24578 Identification of SOCS family members with prognostic values in human ovarian cancer. American
Journal of Translational Research (discontinued), 2020, 12, 1824-1838. 0.0 7

24579
Comprehensive identification of a two-genesignature as a novel potential prognostic model for
patients with medulloblastoma. American Journal of Translational Research (discontinued), 2020, 12,
1600-1613.

0.0 1

24580 Pathogenesis and anti-proliferation mechanisms of Crocin in human gastric carcinoma cells.
International Journal of Clinical and Experimental Pathology, 2020, 13, 912-922. 0.5 1



1284

Citation Report

# Article IF Citations

24581 ESRRB regulates glucocorticoid gene expression in mice and patients with acute lymphoblastic
leukemia. Blood Advances, 2020, 4, 3154-3168. 2.5 3

24582 Comparative study of gene expression profiles rooted in acute myocardial infarction and
ischemic/reperfusion rat models. American Journal of Cardiovascular Disease, 2020, 10, 84-100. 0.5 2

24583
Identification of transcriptomic markers for developing idiopathic pulmonary fibrosis: an integrative
analysis of gene expression profiles. International Journal of Clinical and Experimental Pathology,
2020, 13, 1698-1706.

0.5 4

24584 Distinct cell-types in the prostate share an aging signature suggestive of metabolic reprogramming.
American Journal of Clinical and Experimental Urology, 2020, 8, 140-151. 0.4 4

24585 A prognosis-predictive nomogram of ovarian cancer with two immune-related genes: and. Oncology
Letters, 2020, 20, 204. 0.8 3

24586 Positive feedback between retinoic acid and 2-phospho-L-ascorbic acid trisodium salt during somatic
cell reprogramming. Cell Regeneration, 2020, 9, 17. 1.1 0

24587 Identification of KIF23 as a prognostic signature for ovarian cancer based on large-scale sampling and
clinical validation. American Journal of Translational Research (discontinued), 2020, 12, 4955-4976. 0.0 6

24588
Assessment for prognostic value of differentially expressed genes in immune microenvironment of
clear cell renal cell carcinoma. American Journal of Translational Research (discontinued), 2020, 12,
5416-5432.

0.0 4

24589 CEBPG promotes esophageal squamous cell carcinoma progression by enhancing PI3K-AKT signaling.
American Journal of Cancer Research, 2020, 10, 3328-3344. 1.4 7

24590 Diagnostic and prognostic values of forkhead box D4 gene in colonic adenocarcinoma. International
Journal of Clinical and Experimental Pathology, 2020, 13, 2615-2627. 0.5 0

24591 Integrated microarray analysis of key genes and a miRNAâ€‘mRNA regulatory network of earlyâ€‘onset
preeclampsia. Molecular Medicine Reports, 2020, 22, 4772-4782. 1.1 0

24592 miRâ€‘31 promotes tumorigenesis in ulcerative colitisâ€‘associated neoplasia via downregulation of SATB2.
Molecular Medicine Reports, 2020, 22, 4801-4809. 1.1 0

24593
Identification of lncRNA-NR_104160 as a biomarker and construction of a lncRNA-related ceRNA
network for essential hypertension. American Journal of Translational Research (discontinued), 2020,
12, 6060-6075.

0.0 2

24594 Integrated Bioinformatics Analysis of Hub Genes and Pathways Associated with a Compression Model
of Spinal Cord Injury in Rats. Medical Science Monitor, 2020, 26, e927107. 0.5 3

24595 Exploring biomarkers and therapeutic targets for pressure overload induced heart failure based on
microarray data. Cardiovascular Diagnosis and Therapy, 2020, 10, 1226-1237. 0.7 0

24596 Identification of key genes in osteoarthritis using bioinformatics, principal component analysis and
meta-analysis. Experimental and Therapeutic Medicine, 2021, 21, 18. 0.8 0

24597 Induces Gene Expression in Human Acute Leukemia Jurkat T-Cells. Turkish Journal of Haematology, 2020,
37, 226-233. 0.2 0

24598 Differential expression and bioinformatic analysis of circRNA in nonalcoholic steatohepatitis
cirrhosis. International Journal of Clinical and Experimental Pathology, 2020, 13, 2820-2830. 0.5 0



1285

Citation Report

# Article IF Citations

24599
Differences in key genes in human alveolar macrophages between phenotypically normal smokers and
nonsmokers: diagnostic and prognostic value in lung cancer. International Journal of Clinical and
Experimental Pathology, 2020, 13, 2788-2805.

0.5 0

24600 Identification of Dysregulated Genes for Late-Onset Alzheimer's Disease Using Gene Expression Data in
Brain. , 2020, 10, . 0

24601 Genome-wide analysis of long non-coding RNA expression profile in lung adenocarcinoma compared
to spinal metastasis. Annals of Translational Medicine, 2020, 8, 1516. 0.7 2

24602
Transcriptome Related to Avoiding Immune Destruction in Nasopharyngeal Cancer in Indonesian
Patients Using Next-Generation Sequencing. Asian Pacific Journal of Cancer Prevention, 2020, 21,
2593-2601.

0.5 1

24603 Epigenetically silenced linc00261 contributes to the metastasis of hepatocellular carcinoma via
inducing the deficiency of FOXA2 transcription. American Journal of Cancer Research, 2021, 11, 277-296. 1.4 4

24604 Identification of colorectal cancer-associated macrophage biomarkers by integrated bioinformatic
analysis. International Journal of Clinical and Experimental Pathology, 2021, 14, 1-8. 0.5 2

24605 suppresses cell growth via MET/STAT3 signaling in lung cancer. American Journal of Translational
Research (discontinued), 2021, 13, 1221-1232. 0.0 2

24606 Identification of Candidate Biomarkers for Idiopathic Thrombocytopenic Purpura by Bioinformatics
Analysis of Microarray Data. Iranian Journal of Pharmaceutical Research, 2020, 19, 275-289. 0.3 0

24607 Comprehensive analysis of multi-omics data of recurrent gliomas identifies a recurrence-related
signature as a novel prognostic marker. American Journal of Cancer Research, 2021, 11, 1226-1246. 1.4 1

24608
Network pharmacology-guided mechanism study uncovers inhibitory effect of Mahuang Decoction on
lung cancer growth by impeding Akt/ERK signaling pathways. American Journal of Translational
Research (discontinued), 2021, 13, 2094-2110.

0.0 2

24609
Identification of key gene modules and pathways of human platelet transcriptome in acute myocardial
infarction patients through co-expression network. American Journal of Translational Research
(discontinued), 2021, 13, 3890-3905.

0.0 1

24610 Laryngeal squamous cell carcinoma cell lines show high tolerance for siRNA-mediated CDK1
knockdown. American Journal of Cancer Research, 2021, 11, 2081-2094. 1.4 1

24611 Circ-RNA Expression Pattern and circ-RNA-miRNA-mRNA Network in The Pathogenesis of Human
Intervertebral Disc Degeneration. Cell Journal, 2021, 23, 218-224. 0.2 1

24612 Topological Analysis of Regulatory Networks Reveals Functionally Key Genes and miRNAs Involved in
the Differentiation of Mesenchymal Stem Cells. Iranian Journal of Biotechnology, 2021, 19, e2565. 0.3 0

24614 Metabolic sensor O-GlcNAcylation regulates megakaryopoiesis and thrombopoiesis through c-Myc
stabilization and integrin perturbation. Stem Cells, 2021, 39, 787-802. 1.4 3

24615
Identification of novel survival-related lncRNA-miRNA-mRNA competing endogenous RNA network
associated with immune infiltration in colorectal cancer. American Journal of Translational
Research (discontinued), 2021, 13, 5815-5834.

0.0 2

24616
Shiquan Yuzhen Decoction inhibits angiogenesis and tumor apoptosis caused by non-small cell lung
cancer and promotes immune response. American Journal of Translational Research (discontinued),
2021, 13, 7492-7507.

0.0 1

24617 Transcriptomic Changes in the Rumen Epithelium of Cattle after the Induction of Acidosis. Archives of
Razi Institute, 2020, 75, 109-121. 0.4 0



1286

Citation Report

# Article IF Citations

24618 Acupuncture therapy protects PCOS patients with diabetes by regulating miR-32-3p/PLA2G4A pathway.
American Journal of Translational Research (discontinued), 2021, 13, 8819-8832. 0.0 0

24619 Scaffold attachment factor B1 regulates androgen degradation pathways in prostate cancer.
American Journal of Clinical and Experimental Urology, 2021, 9, 337-349. 0.4 0

24620 CSE1L silencing impairs tumor progression via MET/STAT3/PD-L1 signaling in lung cancer. American
Journal of Cancer Research, 2021, 11, 4380-4393. 1.4 0

24621
CDC45 modulates MCM7 expression and inhibits cell proliferation by suppressing the PI3K/AKT pathway
in acute myeloid leukemia. American Journal of Translational Research (discontinued), 2021, 13,
10218-10232.

0.0 0

24622 Comparison of critical biomarkers in 2 erectile dysfunction models based on GEO and NOS-cGMP-PDE5
pathway. Medicine (United States), 2021, 100, e27508. 0.4 0

24623
Identification of mitochondria-related hub genes in sarcopenia and functional regulation of MFG-E8
on ROS-mediated mitochondrial dysfunction and cell cycle arrest. Food and Function, 2022, 13,
624-638.

2.1 9

24624 CellHeap: A Workflow for Optimizing COVID-19 Single-Cell RNA-Seq Data Processing in the Santos
Dumont Supercomputer. Lecture Notes in Computer Science, 2021, , 41-52. 1.0 0

24625 Metabolic sensor Oâ€• GlcNAcylation regulates megakaryopoiesis and thrombopoiesis through câ€•Myc
stabilization and integrin perturbation. Stem Cells, 2021, 39, 787-802. 1.4 8

24626 Single-cell transcriptome analysis of Bisphenol A exposure reveals the key roles of the testicular
microenvironment in male reproduction. Biomedicine and Pharmacotherapy, 2022, 145, 112449. 2.5 7

24627 Elucidation of the anti-inflammatory mechanism of Er Miao San by integrative approach of network
pharmacology and experimental verification. Pharmacological Research, 2022, 175, 106000. 3.1 45

24628 Gene Ontology: application and importance in functional annotation of the genomic data. , 2022, ,
145-157. 0

24629 Common Genomic Aberrations in Mouse and Human Breast Cancers with Concurrent P53 Deficiency
and Activated PTEN-PI3K-AKT Pathway. International Journal of Biological Sciences, 2022, 18, 229-241. 2.6 2

24630 Comparative study on molecular mechanism of diabetic myopathy in two different types of
streptozotocin-induced diabetic models. Life Sciences, 2022, 288, 120183. 2.0 4

24631 Identification of stage-specific differentially expressed genes and SNPs in gastric cancer employing
RNA-Seq based transcriptome profiling. Genomics, 2022, 114, 61-71. 1.3 2

24632 Combining current knowledge on DNA methylation-based age estimation towards the development of
a superior forensic DNA intelligence tool. Forensic Science International: Genetics, 2022, 57, 102637. 1.6 15

24633 Transcriptomic and proteomic responses of silver nanoparticles in hepatocyte-like cells derived from
human induced pluripotent stem cells. Toxicology in Vitro, 2022, 79, 105274. 1.1 10

24634 Enteric mesenchymal cells support the growth of postnatal enteric neural stem cells. Stem Cells,
2021, 39, 1236-1252. 1.4 20

24636 Comparison of critical biomarkers in 2 erectile dysfunction models based on GEO and NOS-cGMP-PDE5
pathway. Medicine (United States), 2021, 100, e27508. 0.4 2



1287

Citation Report

# Article IF Citations

24637 A Novel Lipid Prognostic Signature of ADCY2, LIPE, and OLR1 in Head and Neck Squamous Cell
Carcinoma. Frontiers in Oncology, 2021, 11, 735993. 1.3 8

24638
An Exploratory Analysis of Changes in Circulating Plasma Protein Profiles Following Image-Guided
Ablation of Renal Tumours Provides Evidence for Effects on Multiple Biological Processes. Cancers,
2021, 13, 6037.

1.7 1

24639
Quantitative Proteomic Analysis of Mouse Sciatic Nerve Reveals Post-injury Upregulation of
ADP-Dependent Glucokinase Promoting Macrophage Phagocytosis. Frontiers in Molecular
Neuroscience, 2021, 14, 777621.

1.4 4

24641 Proteomic dissection of large extracellular vesicle surfaceome unravels interactive surface
platform. Journal of Extracellular Vesicles, 2021, 10, e12164. 5.5 40

24643 Identification of Gene Co-Expression Modules and Core Genes Related to Immune Disorders in Major
Depression Disorder. International Journal of General Medicine, 2021, Volume 14, 7983-7993. 0.8 1

24644 Combined Anti-Adipogenic Effects of Hispidulin and p-Synephrine on 3T3-L1 Adipocytes. Biomolecules,
2021, 11, 1764. 1.8 11

24645 Monocyte-related gene biomarkers for latent and active tuberculosis. Bioengineered, 2021, 12,
10799-10811. 1.4 6

24646 Overexpression of GABRP Gene in Triple Negative Breast Cancer: Molecular Mechanisms and
Interpretation. International Journal of Cancer Management, 2021, 14, . 0.2 2

24647 A role of anterior cingulate cortex in the emergence of workerâ€“parasite relationship. Proceedings of
the National Academy of Sciences of the United States of America, 2021, 118, . 3.3 3

24648 Myofibroblast transdifferentiation is associated with changes in cellular and extracellular vesicle
miRNA abundance. PLoS ONE, 2021, 16, e0256812. 1.1 2

24649 miR-1227 Targets SEC23A to Regulate the Shedding of Large Extracellular Vesicles. Cancers, 2021, 13,
5850. 1.7 2

24650 Gene expression profiles of multiple brain regions in rats differ between developmental and
postpubertal exposure to valproic acid. Journal of Applied Toxicology, 2022, 42, 864-882. 1.4 1

24651 Human FKBP5 Negatively Regulates Transcription through Inhibition of P-TEFb Complex Formation.
Molecular and Cellular Biology, 2022, 42, MCB0034421. 1.1 9

24652 Trait-specific Selection Signature Detection Reveals Novel Loci of Meat Quality in Large White Pigs.
Frontiers in Genetics, 2021, 12, 761252. 1.1 3

24653 Rapid Surface Shaving for Proteomic Identification of Novel Surface Antigens for Vaccine
Development. Methods in Molecular Biology, 2022, 2414, 47-62. 0.4 1

24654 Immobilized Titanium (IV) Ion Affinity Chromatography Contributes to Efficient Proteomics Analysis of
Cellular Nucleic Acid-Binding Proteins. Journal of Proteome Research, 2021, , . 1.8 3

24655
Potential Molecular Targets of Tenofovir Disoproxil Fumarate for Alleviating Chronic Liver Diseases
via a Non-Antiviral Effect in a Normal Mouse Model. Frontiers in Molecular Biosciences, 2021, 8,
763150.

1.6 4

24656 Combination of resveratrol and BIBR1532 inhibits proliferation of colon cancer cells by repressing
expression of LncRNAs. Medical Oncology, 2022, 39, 12. 1.2 14



1288

Citation Report

# Article IF Citations

24657 G3BP1 inhibits Cul3SPOP to amplify AR signaling and promote prostate cancer. Nature
Communications, 2021, 12, 6662. 5.8 17

24658 Role of FRG1 in predicting the overall survivability in cancers using multivariate based optimal model.
Scientific Reports, 2021, 11, 22505. 1.6 2

24659 Proteomic quantitative study of dorsal root ganglia and sciatic nerve in type 2 diabetic mice.
Molecular Metabolism, 2022, 55, 101408. 3.0 7

24660
Exploring the Therapeutic Mechanism of Tingli Dazao Xiefei Decoction on Heart Failure Based on
Network Pharmacology and Experimental Study. Evidence-based Complementary and Alternative
Medicine, 2021, 2021, 1-15.

0.5 4

24661 A large-scale transgenic RNAi screen identifies transcription factors that modulate myofiber size in
Drosophila. PLoS Genetics, 2021, 17, e1009926. 1.5 11

24662 Transcriptomics of tapping and healing process in frankincense tree during resin production.
Genomics, 2021, 113, 4337-4351. 1.3 2

24664 Novel deep learning-based solution for identification of prognostic subgroups in liver cancer
(Hepatocellular carcinoma). BMC Bioinformatics, 2021, 22, 563. 1.2 7

24665 Oxytocin-pathway polygenic scores for severe mental disorders and metabolic phenotypes in the UK
Biobank. Translational Psychiatry, 2021, 11, 599. 2.4 2

24666 Metabolic Enzyme Alterations and Astrocyte Dysfunction in a Murine Model of Alexander Disease
With Severe Reactive Gliosis. Molecular and Cellular Proteomics, 2022, 21, 100180. 2.5 3

24667 Progression of diabetes is associated with changes in the ileal transcriptome and ilealâ€•colon
morphology in the UC Davis Type 2 Diabetes Mellitus rat. Physiological Reports, 2021, 9, e15102. 0.7 9

24668 Comparing the epigenetic landscape in myonuclei purified with a PCM1 antibody from a fast/glycolytic
and a slow/oxidative muscle. PLoS Genetics, 2021, 17, e1009907. 1.5 12

24669 Keratinocyte-intrinsic BCL10/MALT1 activity initiates and amplifies psoriasiform skin inflammation.
Science Immunology, 2021, 6, eabi4425. 5.6 5

24671 Characterizing the Genomic Profile in High-Grade Gliomas: From Tumor Core to Peritumoral Brain
Zone, Passing through Glioma-Derived Tumorspheres. Biology, 2021, 10, 1157. 1.3 9

24672 Single-cell RNA-seq highlights a specific carcinoembryonic cluster in ovarian cancer. Cell Death and
Disease, 2021, 12, 1082. 2.7 10

24674 Muscle transcriptome provides the first insight into the dynamics of gene expression with
progression of age in sheep. Scientific Reports, 2021, 11, 22360. 1.6 11

24675 Proteomic and Bioinformatic Analysis of Decellularized Pancreatic Extracellular Matrices.
Molecules, 2021, 26, 6740. 1.7 8

24676 Correlation of Expression Changes between Genes Controlling 5-HT Synthesis and Genes Crh and Trh
in the Midbrain Raphe Nuclei of Chronically Aggressive and Defeated Male Mice. Genes, 2021, 12, 1811. 1.0 6

24677 Mining sponge phenomena in RNA expression data. Journal of Bioinformatics and Computational
Biology, 2021, , 2150022. 0.3 0



1289

Citation Report

# Article IF Citations

24678 Dysregulation of miR-21-associated miRNA regulatory networks by chronic ethanol consumption
impairs liver regeneration. Physiological Genomics, 2021, 53, 546-555. 1.0 3

24679 CD4+ effector T cells accelerate Alzheimerâ€™s disease in mice. Journal of Neuroinflammation, 2021, 18,
272. 3.1 48

24680 Identification of Cellular Factors Required for SARS-CoV-2 Replication. Cells, 2021, 10, 3159. 1.8 8

24681 A combined EM and proteomic analysis places HIV-1 Vpu at the crossroads of retromer and ESCRT
complexes: PTPN23 is a Vpu-cofactor. PLoS Pathogens, 2021, 17, e1009409. 2.1 0

24682 Plasma proteome profiling using tandem mass tag labeling technology reveals potential biomarkers
for Parkinson's disease: a preliminary study. Proteomics - Clinical Applications, 2022, 16, e2100010. 0.8 3

24683 Metabolomics combined with network pharmacology to study the mechanism of Shentong Zhuyu
decoction in the treatment of rheumatoid arthritis. Journal of Ethnopharmacology, 2021, , 114846. 2.0 7

24684 Transcriptomic and Single-Cell Analysis Reveals Regulatory Networks and Cellular Heterogeneity in
Mouse Primary SjÃ¶grenâ€™s Syndrome Salivary Glands. Frontiers in Immunology, 2021, 12, 729040. 2.2 17

24685 Chorionic somatomammotropin deficiency perturbs the metabolic transcriptome in the ruminant
placenta. Translational Animal Science, 2021, 5, S67-S71. 0.4 0

24686 A rice gene encoding glycosyl hydrolase plays contrasting roles in immunity depending on the type of
pathogens. Molecular Plant Pathology, 2022, 23, 400-416. 2.0 12

24687 Initiation of hepatic stellate cell activation extends into chronic liver disease. Cell Death and Disease,
2021, 12, 1110. 2.7 23

24688 NFAT as a Biomarker and Therapeutic Target in Nonâ€“Small Cell Lung Cancerâ€“Related Brain Metastasis.
Frontiers in Oncology, 2021, 11, 781150. 1.3 5

24689 In silico Methods for Identification of Potential Therapeutic Targets. Interdisciplinary Sciences,
Computational Life Sciences, 2022, 14, 285-310. 2.2 17

24690
Identification, Characterization, and Transcriptional Reprogramming of Epithelial Stem Cells and
Intestinal Enteroids in Simian Immunodeficiency Virus Infected Rhesus Macaques. Frontiers in
Immunology, 2021, 12, 769990.

2.2 2

24691 A Detailed Gene Expression Map of Giardia Encystation. Genes, 2021, 12, 1932. 1.0 8

24692 Gene Regulation Analysis Reveals Perturbations of Autism Spectrum Disorder during Neural System
Development. Genes, 2021, 12, 1901. 1.0 4

24693 Drug metabolismâ€•related eightâ€•gene signature can predict the prognosis of gastric adenocarcinoma.
Journal of Clinical Laboratory Analysis, 2021, 35, e24085. 0.9 10

24694 Deficiency of autism risk factor ASH1L in prefrontal cortex induces epigenetic aberrations and
seizures. Nature Communications, 2021, 12, 6589. 5.8 30

24695 Proteomic Characterization of Plasma Rich in Growth Factors and Undiluted Autologous Serum.
International Journal of Molecular Sciences, 2021, 22, 12176. 1.8 9



1290

Citation Report

# Article IF Citations

24696 Metallothionein 3-Zinc Axis Suppresses Caspase-11 Inflammasome Activation and Impairs Antibacterial
Immunity. Frontiers in Immunology, 2021, 12, 755961. 2.2 5

24697
Exploring the molecular targets and mechanisms of [10]-Gingerol for treating triple-negative breast
cancer using bioinformatics approaches, molecular docking, and in vivo experiments. Translational
Cancer Research, 2021, 10, 4680-4693.

0.4 4

24698 RNA sequencing reveals the circular RNA expression profiles of the infrapatellar fat pad/synovium
unit. Annals of Translational Medicine, 2021, 9, 1685-1685. 0.7 2

24699
Pediococcus pentosaceus Enhances Host Resistance Against Pathogen by Increasing IL-1Î² Production:
Understanding Probiotic Effectiveness and Administration Duration. Frontiers in Immunology, 2021,
12, 766401.

2.2 9

24700 A coordinated function of lncRNA HOTTIP and miRNA-196b underpinning leukemogenesis by targeting
FAS signaling. Oncogene, 2022, 41, 718-731. 2.6 7

24701 Comprehensive Analysis of LPCATs Highlights the Prognostic and Immunological Values of LPCAT1/4 in
Hepatocellular Carcinoma. International Journal of General Medicine, 2021, Volume 14, 9117-9130. 0.8 3

24702
Data-Independent Acquisition-Based Proteome and Phosphoproteome Profiling Reveals Early Protein
Phosphorylation and Dephosphorylation Events in Arabidopsis Seedlings upon Cold Exposure.
International Journal of Molecular Sciences, 2021, 22, 12856.

1.8 10

24703 A Pulmonary Vascular Model From Endothelialized Whole Organ Scaffolds. Frontiers in
Bioengineering and Biotechnology, 2021, 9, 760309. 2.0 4

24704 Associations between Circulating IGF-1 Concentrations, Disease Status and the Leukocyte
Transcriptome in Early Lactation Dairy Cows. Ruminants, 2021, 1, 147-177. 0.4 10

24706 Epsteinâ€“Barr Virus+ B Cells in Breast Cancer Immune Response: A Case Report. Frontiers in
Immunology, 2021, 12, 761798. 2.2 2

24707
Multiomics Landscape Uncovers the Molecular Mechanism of the Malignant Evolution of Lung
Adenocarcinoma Cells to Chronic Low Dose Cadmium Exposure. Frontiers in Oncology, 2021, 11,
654687.

1.3 1

24709 Comprehensive characterization of single-cell full-length isoforms in human and mouse with
long-read sequencing. Genome Biology, 2021, 22, 310. 3.8 83

24710 Nucleolar GTPase Bms1 displaces Ttf1 from RFB-sites to balance progression of rDNA transcription and
replication. Journal of Molecular Cell Biology, 2022, 13, 902-917. 1.5 4

24711 Transcriptomic taxonomy and neurogenic trajectories of adult human, macaque, and pig hippocampal
and entorhinal cells. Neuron, 2022, 110, 452-469.e14. 3.8 142

24712 Hsa-mir-3163 and CCNB1 may be potential biomarkers and therapeutic targets for androgen receptor
positive triple-negative breast cancer. PLoS ONE, 2021, 16, e0254283. 1.1 9

24713 Identification of miRNAs and genes for predicting Barrettâ€™s esophagus progressing to esophageal
adenocarcinoma using miRNA-mRNA integrated analysis. PLoS ONE, 2021, 16, e0260353. 1.1 2

24714 Lineage-tracing and translatomic analysis of damage-inducible mitotic cochlear progenitors identifies
candidate genes regulating regeneration. PLoS Biology, 2021, 19, e3001445. 2.6 12

24715 Whole-genome sequence analysis unveils different origins of European and Asiatic mouflon and
domestication-related genes in sheep. Communications Biology, 2021, 4, 1307. 2.0 38



1291

Citation Report

# Article IF Citations

24716 Selection shapes the landscape of functional variation in wild house mice. BMC Biology, 2021, 19, 239. 1.7 8

24717 Construction and Bioinformatics Analysis of the miRNA-mRNA Regulatory Network in Diabetic
Nephropathy. Journal of Healthcare Engineering, 2021, 2021, 1-11. 1.1 4

24718 tRNA Synthetases Are Recruited to Yeast Ribosomes by rRNA Expansion Segment 7L but Do Not Require
Association for Functionality. Non-coding RNA, 2021, 7, 73. 1.3 2

24719 Comprehensive Analysis and Identification of Prognostic Biomarkers and Therapeutic Targets Among
FAM83 Family Members for Gastric Cancer. Frontiers in Cell and Developmental Biology, 2021, 9, 719613. 1.8 8

24720 Genetic Evidence for Congenital Vascular Disorders in Patients with VACTERL Association. European
Journal of Pediatric Surgery, 2022, 32, 061-066. 0.7 0

24721
A network pharmacology approach to reveal the pharmacological targets and biological mechanism
of compound kushen injection for treating pancreatic cancer based on WGCNA and in vitro
experiment validation. Chinese Medicine, 2021, 16, 121.

1.6 21

24722 Plant height heterosis is quantitatively associated with expression levels of plastid ribosomal
proteins. Proceedings of the National Academy of Sciences of the United States of America, 2021, 118, . 3.3 10

24723 Cuticle deposition duration in the uterus is correlated with eggshell cuticle quality in White
Leghorn laying hens. Scientific Reports, 2021, 11, 22100. 1.6 8

24724 Molecular Response to Combined Molecular- and External Radiotherapy in Head and Neck Squamous
Cell Carcinoma (HNSCC). Cancers, 2021, 13, 5595. 1.7 4

24725 <i>In Silico</i> Prediction of Potential Drug Combinations for Type 2 Diabetes Mellitus by an
Integrated Network and Transcriptome Analysis. ChemMedChem, 2022, 17, . 1.6 3

24726 RNA Profiling of Mouse Ependymal Cells after Spinal Cord Injury Identifies the Oncostatin Pathway as
a Potential Key Regulator of Spinal Cord Stem Cell Fate. Cells, 2021, 10, 3332. 1.8 11

24727 Proteomic analysis of differential expression of lung proteins in response to highly pathogenic avian
influenza virus infection in chickens. Archives of Virology, 2022, 167, 141-152. 0.9 5

24728 Characterization of Host lncRNAs in Response to Vibrio splendidus Infection and Function as Efficient
miRNA Sponges in Sea Cucumber. Frontiers in Immunology, 2021, 12, 792040. 2.2 1

24729 Predictive and Prognostic Value of an MicroRNA Signature for Gastric Carcinoma Undergoing
Adjuvant Chemotherapy. DNA and Cell Biology, 2021, 40, 1428-1444. 0.9 1

24730 Characterization of Recurrent Relevant Genes Reveals a Novel Role of RPL36A in Radioresistant Oral
Squamous Cell Carcinoma. Cancers, 2021, 13, 5623. 1.7 6

24731 MicroRNA-133b Inhibition Restores EGFR Expression and Accelerates Diabetes-Impaired Wound Healing.
Oxidative Medicine and Cellular Longevity, 2021, 2021, 1-14. 1.9 22

24732 Identification of a gut microbiota member that ameliorates DSS-induced colitis in intestinal barrier
enhanced Dusp6-deficient mice. Cell Reports, 2021, 37, 110016. 2.9 35

24733 The genome variation and developmental transcriptome maps reveal genetic differentiation of skeletal
muscle in pigs. PLoS Genetics, 2021, 17, e1009910. 1.5 22



1292

Citation Report

# Article IF Citations

24734 Yersinia remodels epigenetic histone modifications in human macrophages. PLoS Pathogens, 2021, 17,
e1010074. 2.1 3

24735 High Expression of C1ORF112 Predicts a Poor Outcome: A Potential Target for the Treatment of
Low-Grade Gliomas. Frontiers in Genetics, 2021, 12, 710944. 1.1 6

24736 Genome-Wide RNA-Sequencing Reveals Massive Circular RNA Expression Changes of the
Neurotransmission Genes in the Rat Brain after Ischemiaâ€“Reperfusion. Genes, 2021, 12, 1870. 1.0 8

24737 Increased expression of PSME2 is associated with clear cell renal cell carcinoma invasion by
regulating BNIP3â€‘mediated autophagy. International Journal of Oncology, 2021, 59, . 1.4 12

24738 Transmembrane Protein TMEM230, a Target of Glioblastoma Therapy. Frontiers in Cellular
Neuroscience, 2021, 15, 703431. 1.8 1

24739 Hundreds of LncRNAs Display Circadian Rhythmicity in Zebrafish Larvae. Cells, 2021, 10, 3173. 1.8 1

24741 Tracing TET1 expression in prostate cancer: discovery of malignant cells with a distinct oncogenic
signature. Clinical Epigenetics, 2021, 13, 211. 1.8 2

24742 Cell cycle arrest determines adult neural stem cell ontogeny by an embryonic Notch-nonoscillatory
Hey1 module. Nature Communications, 2021, 12, 6562. 5.8 19

24744 Exploration of the Key Proteins of High-Grade Intraepithelial Neoplasia to Adenocarcinoma Sequence
Using In-Depth Quantitative Proteomics Analysis. Journal of Oncology, 2021, 2021, 1-13. 0.6 5

24745 Combined omics approaches reveal distinct responses between light and heavy rare earth elements in
Saccharomyces cerevisiae. Journal of Hazardous Materials, 2022, 425, 127830. 6.5 8

24746 Acsbg1-dependent mitochondrial fitness is a metabolic checkpoint for tissue Treg cell homeostasis.
Cell Reports, 2021, 37, 109921. 2.9 15

24748 Network Pharmacologyâ€•Based Study on the Active Component and Mechanism of the
Anti-Gastric-Cancer Effect of Herba Sarcandrae. Journal of Healthcare Engineering, 2021, 2021, 1-12. 1.1 11

24749 Mesenchymal stromal cell apoptosis is required for their therapeutic function. Nature
Communications, 2021, 12, 6495. 5.8 91

24750 Sexual diversification of splicing regulation during embryonic development in honeybees (<i>Apis) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 222 Td (mellifera</i>), A haplodiploid system. Insect Molecular Biology, 2022, 31, 170-176.1.0 3

24752 Effects of Collagenâ€“Glycosaminoglycan Mesh on Gene Expression as Determined by Using Principal
Component Analysis-Based Unsupervised Feature Extraction. Polymers, 2021, 13, 4117. 2.0 1

24753 Proteomic profiling of the endogenous peptides of MRSA and MSSA. PeerJ, 2021, 9, e12508. 0.9 5

24754
Korean Red Ginseng attenuates Di-(2-ethylhexyl) phthalate-induced inflammatory response in
endometrial cancer cells and an endometriosis mouse model. Journal of Ginseng Research, 2022, 46,
592-600.

3.0 3

24756 Change in Cav3.2 T-Type Calcium Channel Induced by Varicella-Zoster Virus Participates in the
Maintenance of Herpetic Neuralgia. Frontiers in Neurology, 2021, 12, 741054. 1.1 8



1293

Citation Report

# Article IF Citations

24757 Potential Regulatory Role of lncRNA-miRNA-mRNA in Coronary Artery Disease (CAD). International
Heart Journal, 2021, 62, 1369-1378. 0.5 3

24758 Alternative Splicing Mediated by RNA-Binding Protein RBM24 Facilitates Cardiac Myofibrillogenesis in a
Differentiation Stage-Specific Manner. Circulation Research, 2022, 130, 112-129. 2.0 17

24760
Multi-omics of a pre-clinical model of diabetic cardiomyopathy reveals increased fatty acid supply
impacts mitochondrial metabolic selectivity. Journal of Molecular and Cellular Cardiology, 2022, 164,
92-109.

0.9 4

24761 Thyroid hormone signaling promotes hepatic lipogenesis through the transcription factor ChREBP.
Science Signaling, 2021, 14, eabh3839. 1.6 10

24762 Upregulation of DNA repair genes and cell extrusion underpin the remarkable radiation resistance of
Trichoplax adhaerens. PLoS Biology, 2021, 19, e3001471. 2.6 9

24763 The MADS-domain factor AGAMOUS-Like18 promotes somatic embryogenesis. Plant Physiology, 2022,
188, 1617-1631. 2.3 17

24764 Disruption of Alternative Splicing in the Amygdala of Pigs Exposed to Maternal Immune Activation.
Immuno, 2021, 1, 499-517. 0.6 5

24765 Combined Metallomics/Transcriptomics Profiling Reveals a Major Role for Metals in Wound Repair.
Frontiers in Cell and Developmental Biology, 2021, 9, 788596. 1.8 2

24766 Highly immunogenic cancer cells require activation of the WNT pathway for immunological escape.
Science Immunology, 2021, 6, eabc6424. 5.6 64

24767 Insights into the SARS-CoV-2-Mediated Alteration in the Stress Granule Protein Regulatory Networks
in Humans. Pathogens, 2021, 10, 1459. 1.2 9

24768 Harnessing natural variation to identify cis regulators of sex-biased gene expression in a multi-strain
mouse liver model. PLoS Genetics, 2021, 17, e1009588. 1.5 5

24769 Fox Serum Proteomics Analysis Suggests Host-Specific Responses to Angiostrongylus vasorum
Infection in Canids. Pathogens, 2021, 10, 1513. 1.2 5

24770
Hypoglycemia, Vascular Disease and Cognitive Dysfunction in Diabetes: Insights from Text Mining-Based
Reconstruction and Bioinformatics Analysis of the Gene Networks. International Journal of
Molecular Sciences, 2021, 22, 12419.

1.8 5

24771 Schizophrenia is defined by cell-specific neuropathology and multiple neurodevelopmental
mechanisms in patient-derived cerebral organoids. Molecular Psychiatry, 2022, 27, 1416-1434. 4.1 57

24772 COL5A1 Serves as a Biomarker of Tumor Progression and Poor Prognosis and May Be a Potential
Therapeutic Target in Gliomas. Frontiers in Oncology, 2021, 11, 752694. 1.3 9

24773 Transcriptome dynamics in developing testes of domestic cats and impact of age on tissue resilience to
cryopreservation. BMC Genomics, 2021, 22, 847. 1.2 5

24775 The lungfish cocoon is a living tissue with antimicrobial functions. Science Advances, 2021, 7,
eabj0829. 4.7 8

24776 Comprehensive gene cluster analysis of head and neck squamous cell carcinoma TCGA RNAâ€•seq data
defines B cell immunityâ€•related genes as a robust survival predictor. Head and Neck, 2021, , . 0.9 5



1294

Citation Report

# Article IF Citations

24777 Comprehensive analysis of human chorionic membrane extracts regulating mesenchymal stem cells
during osteogenesis. Cell Proliferation, 2022, 55, e13160. 2.4 3

24778 Epigenetic Priming of Bladder Cancer Cells With Decitabine Increases Cytotoxicity of Human EGFR and
CD44v6 CAR Engineered T-Cells. Frontiers in Immunology, 2021, 12, 782448. 2.2 15

24779 TASâ€•116 (pimitespib), a heat shock protein 90 inhibitor, shows efficacy in preclinical models of adult
Tâ€•cell leukemia. Cancer Science, 2022, 113, 684-696. 1.7 14

24780 Screening key prognostic factors and constructing survival prognostic risk prediction model based
on ceRNA network in early lung adenocarcinoma. Translational Cancer Research, 2021, 10, 4652-4663. 0.4 1

24781 Hub Gene and Its Key Effects on Diffuse Large B-Cell Lymphoma by Weighted Gene Coexpression
Network Analysis. BioMed Research International, 2021, 2021, 1-13. 0.9 3

24782 Immune Cell Infiltration Analysis Demonstrates Excessive Mast Cell Activation in Psoriasis. Frontiers
in Immunology, 2021, 12, 773280. 2.2 18

24783 Circular RNA Expression and Regulation Profiling in Testicular Tissues of Immature and Mature
Wandong Cattle (Bos taurus). Frontiers in Genetics, 2021, 12, 685541. 1.1 4

24784 DNA Methylome Mapping Identifies Epigenetic Abnormalities in Intestinal Lymphocyte Regulation in
Human Necrotizing Enterocolitis. Digestive Diseases and Sciences, 2022, 67, 4434-4443. 1.1 4

24785 The Lyme disease agent co-opts adiponectin receptor-mediated signaling in its arthropod vector. ELife,
2021, 10, . 2.8 9

24786 The HLA Ligandome Comprises a Limited Repertoire of O-GlcNAcylated Antigens Preferentially
Associated With HLA-B*07:02. Frontiers in Immunology, 2021, 12, 796584. 2.2 7

24787 Pan-Cancer Analysis of the Solute Carrier Family 39 Genes in Relation to Oncogenic, Immune
Infiltrating, and Therapeutic Targets. Frontiers in Genetics, 2021, 12, 757582. 1.1 4

24788 Extracellular vesicle-derived long non-coding RNA as circulating biomarkers for endometriosis.
Reproductive BioMedicine Online, 2022, 44, 923-933. 1.1 11

24789 Genomic Analysis of Global Staphylococcus argenteus Strains Reveals Distinct Lineages With
Differing Virulence and Antibiotic Resistance Gene Content. Frontiers in Microbiology, 2021, 12, 795173. 1.5 10

24791
Transcriptome Analysis Reveals Sexual Disparities between Olfactory and Immune Gene Expression in
the Olfactory Epithelium of Megalobrama amblycephala. International Journal of Molecular Sciences,
2021, 22, 13017.

1.8 0

24792 Descriptive proteomics of paired human vocal fold and buccal mucosa tissue. Proteomics - Clinical
Applications, 2021, , 2100050. 0.8 3

24793 MLL1 is required for maintenance of intestinal stem cells. PLoS Genetics, 2021, 17, e1009250. 1.5 5

24794 Gene expression analysis of human induced pluripotent stem cells cryopreserved by vitrification using
StemCell Keep. Biochemistry and Biophysics Reports, 2021, 28, 101172. 0.7 3

24795 Spatiotemporal dynamics of SETD5-containing NCoRâ€“HDAC3 complex determines enhancer activation
for adipogenesis. Nature Communications, 2021, 12, 7045. 5.8 10



1295

Citation Report

# Article IF Citations

24796 The RNA-binding protein SRSF3 has an essential role in megakaryocyte maturation and platelet
production. Blood, 2022, 139, 1359-1373. 0.6 9

24797 Transcriptome Analysis of Jujube (Ziziphus jujuba Mill.) Response to Heat Stress. International Journal
of Genomics, 2021, 2021, 1-11. 0.8 4

24798 New insights into genetics underlying of plumage color. Animal Genetics, 2022, 53, 80-93. 0.6 12

24799 Network Pharmacology and Experimental Assessment to Explore the Pharmacological Mechanism of
Qimai Feiluoping Decoction Against Pulmonary Fibrosis. Frontiers in Pharmacology, 2021, 12, 770197. 1.6 11

24800 Gene and protein expression of epithelial to mesenchymal transition for intestinal and anal fistula: a
systematic review. Annals of Coloproctology, 2023, 39, 106-114. 0.5 2

24801 Transcriptomic Changes Highly Similar to Alzheimerâ€™s Disease Are Observed in a Subpopulation of
Individuals During Normal Brain Aging. Frontiers in Aging Neuroscience, 2021, 13, 711524. 1.7 12

24802 Whole-exome sequencing reveals novel candidate single nucleotide variations for preventing adverse
effects of levonorgestrel implantation. Pharmacogenomics, 2021, 22, 1185-1199. 0.6 0

24804 Integrated Network Pharmacology and GC-MSâ€“Based Metabolomics to Investigate the Effect of
Xiang-Su Volatile Oil Against Menopausal Depression. Frontiers in Pharmacology, 2021, 12, 765638. 1.6 7

24806 Diagnostic and prognostic value of <i>HOXC</i>Â family members in gastric cancer. Future Oncology,
2021, 17, 4907-4923. 1.1 5

24807 Identification of crucial genes involved in pathogenesis of regional weakening of the aortic wall.
Hereditas, 2021, 158, 35. 0.5 3

24808 SMAD4 target genes are part of a transcriptional network that integrates the response to BMP and
SHH signaling during early limb bud patterning. Development (Cambridge), 2021, 148, . 1.2 4

24810 Lamotrigine effects on immune gene expression in larval zebrafish. Epilepsy Research, 2021, 178, 106823. 0.8 2

24811 A proteomic atlas of ligandâ€“receptor interactions at the ovine maternalâ€“fetal interface reveals the
role of histone lactylation in uterine remodeling. Journal of Biological Chemistry, 2022, 298, 101456. 1.6 23

24812 Proliferation Cycle Transcriptomic Signatures are Strongly associated With Gastric Cancer Patient
Survival. Frontiers in Cell and Developmental Biology, 2021, 9, 770994. 1.8 2

24813 Localization and regulatory function of Yin Yang 1 (YY1) in chicken testis. Molecular Genetics and
Genomics, 2022, 297, 113-123. 1.0 1

24814 Altered Expression of Transfer-RNA-Derived Small RNAs in Human With Rheumatic Heart Disease.
Frontiers in Cardiovascular Medicine, 2021, 8, 716716. 1.1 6

24815 cGMP signaling pathway that modulates NF-ÎºB activation in innate immune responses. IScience, 2021, 24,
103473. 1.9 6

24816 Pyroptosis-Related Gene Signature Is a Novel Prognostic Biomarker for Sarcoma Patients. Disease
Markers, 2021, 2021, 1-13. 0.6 4



1296

Citation Report

# Article IF Citations

24817
Identification and Integrate Analysis of Key Biomarkers for Diagnosis and Prognosis of Non-Small Cell
Lung Cancer Based on Bioinformatics Analysis. Technology in Cancer Research and Treatment, 2021, 20,
153303382110602.

0.8 17

24818 Secretory MPP3 Reinforce Myeloid Differentiation Trajectory and Amplify Myeloid Cell Production.
SSRN Electronic Journal, 0, , . 0.4 0

24819 Fundamental Boolean network modelling for childhood acute lymphoblastic leukaemia pathways.
Quantitative Biology, 2022, 10, 94-121. 0.3 0

24820 Screening of Important Factors in the Early Sepsis Stage Based on the Evaluation of ssGSEA Algorithm
and ceRNA Regulatory Network. Evolutionary Bioinformatics, 2021, 17, 117693432110584. 0.6 23

24821
Computational Identification of Key Genes and Regulatory Mirnas Responsible for Differential
Regulation of Host-Pathogen Response During Early and Late Blight Diseases in Tomato. SSRN
Electronic Journal, 0, , .

0.4 0

24822 Screening and bioinformatics analysis of key biomarkers in acute myocardial infarction. Pteridines,
2021, 32, 79-92. 0.5 3

24823 Molecular Insights into the mechanisms of mucosal immunity induced by Brucella abortus infection
in nasal-associated lymphoid tissues. International Journal of Transgender Health, 2021, 14, 809-818. 1.1 0

24824 E.coli Nissle increases transcription of flagella assembly and formate hydrogenlyase genes in
response to colitis. Gut Microbes, 2021, 13, 1994832. 4.3 2

24825 Gene expression analysis to network construction for the identification of hub genes involved in
neurodevelopment. Biomedical and Biotechnology Research Journal, 2021, 5, 425. 0.3 0

24826 Network pharmacology analysis and experimental study strategy reveals the potential mechanism of
puerarin against rotavirus. Annals of Translational Medicine, 2022, 10, 14-14. 0.7 2

24827 Effect of DNA modifications on the transition between canonical and non-canonical DNA structures
in CpG islands during senescence. RSC Advances, 2021, 11, 37205-37217. 1.7 7

24828 MiR-195-3p is a Novel Prognostic Biomarker Associated with Immune Infiltrates of Lung
Adenocarcinoma. International Journal of General Medicine, 2022, Volume 15, 191-203. 0.8 7

24829 Network pharmacology and <i>inÂ vitro</i> experimental verification to explore the mechanism of
Sanhua decoction in the treatment of ischaemic stroke. Pharmaceutical Biology, 2022, 60, 119-130. 1.3 13

24830 Gene expression profiling of trout muscle during flesh quality recovery following spawning. BMC
Genomics, 2022, 23, 9. 1.2 3

24831
High-throughput, Label-free Proteomics Identifies Salient Proteins and Genes in MDA-MB-231 Cells
Treated with Natural Neem-based Electrochemotherapy. Applied Biochemistry and Biotechnology, 2022,
194, 148-166.

1.4 2

24832 Guanxin V Acts as an Antioxidant in Ventricular Remodeling. Frontiers in Cardiovascular Medicine,
2021, 8, 778005. 1.1 6

24833 In Mice and Humans, Brain Vascular Barrier Homeostasis and Contractility Are Acquired Postnatally.
SSRN Electronic Journal, 0, , . 0.4 0

24834
Comprehensive Analysis of Expression, Prognostic Value, and Immune Infiltration for
Ubiquitination-Related FBXOs in Pancreatic Ductal Adenocarcinoma. Frontiers in Immunology, 2021, 12,
774435.

2.2 6



1297

Citation Report

# Article IF Citations

24835 Integrative genomic analysis of a novel small nucleolar RNAs prognostic signature in patients with
acute myelocytic leukemia. Mathematical Biosciences and Engineering, 2022, 19, 2424-2452. 1.0 4

24836 Biased expression of mutant alleles in cancer-related genes in esophageal squamous cell carcinoma.
Esophagus, 2022, 19, 294-302. 1.0 4

24837 Influence of Light Supplement on Duck Sternal Calcification from Integrated Analysis of Metabolome
and Transcriptome. Poultry Science, 2022, 101, 101697. 1.5 2

24838 Discovery of Therapeutic Candidates for Diabetic Retinopathy Based on Molecular Switch Analysis:
Application of a Systematic Process. Oxidative Medicine and Cellular Longevity, 2022, 2022, 1-20. 1.9 6

24839 Screening and Identification of Key Biomarkers in Lower Grade Glioma via Bioinformatical Analysis.
Applied Bionics and Biomechanics, 2022, 2022, 1-12. 0.5 4

24840 A diverse fibroblastic stromal cell landscape in the spleen directs tissue homeostasis and immunity.
Science Immunology, 2022, 7, eabj0641. 5.6 27

24841 Single cell analysis reveals inhibition of angiogenesis attenuates the progression of heterotopic
ossification in Mkxâˆ’/âˆ’ mice. Bone Research, 2022, 10, 4. 5.4 7

24842 Structural Identification of Metalloproteomes in Marine Diatoms, an Efficient Algae Model in Toxic
Metals Bioremediation. Molecules, 2022, 27, 378. 1.7 10

24843 Circulating microvesicles and exosomes in small cell lung cancer by quantitative proteomics. Clinical
Proteomics, 2022, 19, 2. 1.1 14

24844 Multi-Omics Integration and Network Analysis Reveal Potential Hub Genes and Genetic Mechanisms
Regulating Bovine Mastitis. Current Issues in Molecular Biology, 2022, 44, 309-328. 1.0 11

24845 Analysis of 5-Azacytidine Resistance Models Reveals a Set of Targetable Pathways. Cells, 2022, 11, 223. 1.8 5

24846 Genome sequencing and transcriptomic analysis of the Andean killifish Orestias ascotanensis reveals
adaptation to high-altitude aquatic life. Genomics, 2022, 114, 305-315. 1.3 5

24847 Proteomics Analysis of Exosomes From Patients With Active Tuberculosis Reveals Infection Profiles
and Potential Biomarkers. Frontiers in Microbiology, 2021, 12, 800807. 1.5 13

24848 Multi-omics analysis identifies essential regulators of mitochondrial stress response in two wild-type
C.Â elegans strains. IScience, 2022, 25, 103734. 1.9 9

24849 Immuneâ€‘related gene expression in skin, inflamed and keloid tissue from patients with keloids.
Oncology Letters, 2022, 23, 72. 0.8 6

24850 Comparative Transcriptomic Analysis Reveals Diverse Expression Pattern Underlying Fatty Acid
Composition among Different Beef Cuts. Foods, 2022, 11, 117. 1.9 6

24851
The Role and Mechanism of SIRT6 in Regulating Phenotype Transformation of Vascular Smooth Muscle
Cells in Abdominal Aortic Aneurysm. Computational and Mathematical Methods in Medicine, 2022,
2022, 1-9.

0.7 3

24852 Weight Change Alters the Small RNA Profile of Urinary Extracellular Vesicles in Obesity. Obesity
Facts, 2022, 15, 292-301. 1.6 3



1298

Citation Report

# Article IF Citations

24853 microRNA Profile Associated with Positive Lymph Node Metastasis in Early-Stage Cervical Cancer.
Current Oncology, 2022, 29, 243-254. 0.9 4

24854 An in silico analysis of genome-wide expression profiles of the effects of exhaustive exercise identifies
heat shock proteins as the key players. Meta Gene, 2022, 31, 101012. 0.3 1

24855 Comparative Transcriptome Analyses of Gayal (Bos frontalis), Yak (Bos grunniens), and Cattle (Bos) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 662 Td (taurus) Reveal the High-Altitude Adaptation. Frontiers in Genetics, 2021, 12, 778788.1.1 7

24856 Hepatic Reduction in Cholesterol 25-Hydroxylase Aggravates Diet-induced Steatosis. Cellular and
Molecular Gastroenterology and Hepatology, 2022, 13, 1161-1179. 2.3 8

24857 Transcriptomic profiling of single circulating tumor cells provides insight into human metastatic
gastric cancer. Communications Biology, 2022, 5, 20. 2.0 20

24858 Training associated alterations in equine respiratory immunity using a multiomics comparative
approach. Scientific Reports, 2022, 12, 427. 1.6 4

24859 Persistent coxsackievirus B1 infection triggers extensive changes in the transcriptome of human
pancreatic ductal cells. IScience, 2022, 25, 103653. 1.9 3

24860 BACH1 as a potential target for immunotherapy in glioblastomas. International Immunopharmacology,
2022, 103, 108451. 1.7 11

24861 High-quality gene/disease embedding in a multi-relational heterogeneous graph after a joint
matrix/tensor decomposition. Journal of Biomedical Informatics, 2022, 126, 103973. 2.5 4

24862 Inhibition of prolyl oligopeptidase: A promising pathway to prevent the progression of age-related
macular degeneration. Biomedicine and Pharmacotherapy, 2022, 146, 112501. 2.5 3

24863 Analysis of the resistance of small peptides from Periplaneta americana to hydrogen peroxide-induced
apoptosis in human ovarian granular cells based on RNA-seq. Gene, 2022, 813, 146120. 1.0 5

24864
Comparative transcriptome analysis of goat (Capra hircus) adipose tissue reveals physiological
regulation of body reserve recovery after the peak of lactation. Comparative Biochemistry and
Physiology Part D: Genomics and Proteomics, 2022, 41, 100956.

0.4 0

24865 Dynamics of transcription regulatory network during mice-derived retina organoid development.
Gene, 2022, 813, 146131. 1.0 1

24866 A simplified protocol for performing MAGMA/H-MAGMA gene set analysis utilizing high-performance
computing environments. STAR Protocols, 2022, 3, 101083. 0.5 3

24867 Meta-analysis of genome-wide association studies for litter size in sheep. Theriogenology, 2022, 180,
103-112. 0.9 10

24868 Transcriptomic analysis of Bombyx mori corpora allata with comparison to prothoracic glands in the
final instar larvae. Gene, 2022, 813, 146095. 1.0 2

24869 Comprehensive mass spectrometry for development of proteomic biomarkers of intracranial
aneurysms. Talanta, 2022, 240, 123159. 2.9 2

24870 Comparing transcriptomic profiles from seven cell lines to elucidate liver metastatic potential.
Advances in Cancer Biology Metastasis, 2022, 4, 100018. 1.1 0



1299

Citation Report

# Article IF Citations

24871 Innate response of rainbow trout gill epithelial (RTgill-W1) cell line to ultraviolet-inactivated VHSV
and FliC and rhabdovirus infection. Fish and Shellfish Immunology Reports, 2022, 3, 100043. 0.5 3

24872 Profiling biotoxicities of hexafluoropropylene oxide trimer acid with human embryonic stem
cell-based assays. Journal of Environmental Sciences, 2022, 116, 34-42. 3.2 5

24873 Integrated Bioinformatics Analysis of Hub Genes and Pathways Associated with a Compression Model
of Spinal Cord Injury in Rats. Medical Science Monitor, 2020, 26, e927107. 0.5 6

24874
Transcriptome Related to Avoiding Immune Destruction in Nasopharyngeal Cancer in Indonesian
Patients Using Next-Generation Sequencing. Asian Pacific Journal of Cancer Prevention, 2020, 21,
2593-2601.

0.5 2

24875 Identification of key biomarkers and potential signaling pathway associated with poor progression of
gastric cancer. Translational Cancer Research, 2020, 9, 5459-5472. 0.4 1

24876 A prognosisâ€‘predictive nomogram of ovarian cancer with two immuneâ€‘related genes:
<em>CDC20B</em> and <em>PNPLA5</em>. Oncology Letters, 2020, 20, 1-1. 0.8 7

24877 Integrated microarray analysis of key genes and a miRNAâ€‘mRNA regulatory network of earlyâ€‘onset
preeclampsia. Molecular Medicine Reports, 2020, 22, 4772-4782. 1.1 4

24878 Versatility-preserving Multi-omics Data Analysis by Ranking the Nodes in Multilayer Network. , 2020, , . 1

24880 miRâ€‘31 promotes tumorigenesis in ulcerative colitisâ€‘associated neoplasia via downregulation of SATB2.
Molecular Medicine Reports, 2020, 22, 4801-4809. 1.1 5

24882 Positive feedback between retinoic acid and 2-phospho-L-ascorbic acid trisodium salt during somatic
cell reprogramming. Cell Regeneration, 2020, 9, 17. 1.1 0

24883 Screening Potential Biomarkers of Breast Cancer Based on Bioinformatics. , 2020, , . 0

24884 Predicting Features of Human Mental Disorders through Methylation Profile and Machine Learning
Models. , 2020, , . 4

24885 Exploring biomarkers and therapeutic targets for pressure overload induced heart failure based on
microarray data. Cardiovascular Diagnosis and Therapy, 2020, 10, 1226-1237. 0.7 2

24887 LEF1 Induces DHRS2 Gene Expression in Human Acute Leukemia Jurkat T-Cells. Turkish Journal of
Haematology, 2020, 37, 226-233. 0.2 1

24888 Screening of hub genes associated with prognosis in non-small cell lung cancer by integrated
bioinformatics analysis. Translational Cancer Research, 2020, 9, 7149-7164. 0.4 4

24889 Identification of key genes in osteoarthritis using bioinformatics, principal component analysis and
metaâ€‘analysis. Experimental and Therapeutic Medicine, 2020, 21, 1-1. 0.8 0

24890 Identification of key regulators in parathyroid adenoma using an integrative gene network analysis.
Bioinformation, 2020, 16, 910-922. 0.2 3

24891 Genome-wide analysis of long non-coding RNA expression profile in lung adenocarcinoma compared
to spinal metastasis. Annals of Translational Medicine, 2020, 8, 1516-1516. 0.7 2



1300

Citation Report

# Article IF Citations

24892 Investigation of molecular regulation mechanism under the pathophysiology of subarachnoid
hemorrhage. Open Life Sciences, 2021, 16, 1377-1392. 0.6 4

24893 Study of Isopsoralen on the Postmenopausal Osteoporosis Based on the Network Pharmacology and
Bioinformatics. SSRN Electronic Journal, 0, , . 0.4 0

24894
Chronic Cocaine Exposure Alters Genome-Wide DNA Methylation and Gene Expression and Exacerbates
the Neurological Impairments and Neuropathologies in the Long-Term HIV Tat-Expressing Mouse Model
of HIV Associated Neurocognitive Disorder. SSRN Electronic Journal, 0, , .

0.4 0

24895 Genes and pathways of regulatory T cells regulated by adenosine A2A receptor: A bioinformatics
study. International Journal of Transgender Health, 2021, 14, 1043-1053. 1.1 2

24896 High Expression of VAV Gene Family Predicts Poor Prognosis of Acute Myeloid Leukemia. Technology in
Cancer Research and Treatment, 2021, 20, 153303382110658. 0.8 3

24897 Dynamic Epigenetic Regulation of miR-10 Family Governs the Caudalization of Floor Plate Neural
Progenitors. Re:GEN Open, 2021, 1, 117-129. 0.7 3

24899 Adipose Tissue Dysfunctions in Response to an Obesogenic Diet Are Reduced in Mice after
Transgenerational Supplementation with Omega 3 Fatty Acids. Metabolites, 2021, 11, 838. 1.3 3

24900 Targeting Chemotherapy to Decondensed H3K27me3-Marked Chromatin of AML Cells Enhances Leukemia
Suppression. Cancer Research, 2022, 82, 458-471. 0.4 16

24901 FNDC3B and BPGM Are Involved in Human Papillomavirus-Mediated Carcinogenesis of Cervical Cancer.
Frontiers in Oncology, 2021, 11, 783868. 1.3 4

24902 Epigenetic Dysregulation of Trophoblastic Gene Expression in Gestational Trophoblastic Disease.
Biomedicines, 2021, 9, 1935. 1.4 7

24904 Iodoacetic acid exposure alters the transcriptome in mouse ovarian antral follicles. Journal of
Environmental Sciences, 2022, 117, 46-57. 3.2 5

24905 Bioinformatic Analyses of the Ferroptosis-Related lncRNAs Signature for Ovarian Cancer. Frontiers in
Molecular Biosciences, 2021, 8, 735871. 1.6 8

24906
A Network Pharmacology-Based Study on Antidepressant Effect of Salicornia europaea L. Extract with
Experimental Support in Chronic Unpredictable Mild Stress Model Mice. Chinese Journal of Integrative
Medicine, 2022, 28, 339-348.

0.7 6

24907 Proximity&nbsp;Proteomics&nbsp;Reveals New Roles of Abelson Interactor 1 in Centrosome Function
and Inflammatory Signaling. SSRN Electronic Journal, 0, , . 0.4 0

24910 Skin and heart allograft rejection solely by long-lived alloreactive T <sub>RM</sub> cells in skin of
severe combined immunodeficient mice. Science Advances, 2022, 8, eabk0270. 4.7 14

24911 Deciphering the etiology and role in oncogenic transformation of the CpG island methylator
phenotype: a pan-cancer analysis. Briefings in Bioinformatics, 2022, 23, . 3.2 9

24912 African Swine Fever Virus and Host Response: Transcriptome Profiling of the Georgia 2007/1 Strain and
Porcine Macrophages. Journal of Virology, 2022, 96, jvi0193921. 1.5 40

24913 Identification of Molecular Biomarkers and Key Pathways for Esophageal Carcinoma (EsC): A
Bioinformatics Approach. BioMed Research International, 2022, 2022, 1-14. 0.9 4



1301

Citation Report

# Article IF Citations

24914
Mechanisms of Compound Kushen Injection for the treatment of bladder cancer based on
bioinformatics and network pharmacology with experimental validation. Chinese Journal of Natural
Medicines, 2022, 20, 43-53.

0.7 1

24915 Mitogen-Activated Protein Kinase 4-Regulated Metabolic Networks. International Journal of
Molecular Sciences, 2022, 23, 880. 1.8 5

24916 Dissecting the Mycobacterium bovis BCG Response to Macrophage Infection to Help Prioritize Targets
for Anti-Tuberculosis Drug and Vaccine Discovery. Vaccines, 2022, 10, 113. 2.1 7

24917 Long-read genome sequencing provides molecular insights into scavenging and societal complexity in
spotted hyena Crocuta crocuta. Molecular Biology and Evolution, 2022, , . 3.5 1

24918 A network of GÎ± <sub>i</sub> signaling partners is revealed by proximity labeling proteomics analysis
and includes PDZ-RhoGEF. Science Signaling, 2022, 15, eabi9869. 1.6 6

24919 An Insight into miR-1290: An Oncogenic miRNA with Diagnostic Potential. International Journal of
Molecular Sciences, 2022, 23, 1234. 1.8 12

24921 Kidney organoids recapitulate human basement membrane assembly in health and disease. ELife, 2022, 11,
. 2.8 23

24922 Susceptibility to disease (tropical theileriosis) is associated with differential expression of host genes
that possess motifs recognised by a pathogen DNA binding protein. PLoS ONE, 2022, 17, e0262051. 1.1 6

24923 Ceragenins and Antimicrobial Peptides Kill Bacteria through Distinct Mechanisms. MBio, 2022, 13,
e0272621. 1.8 18

24924
Supervised Machine Learning Models and Protein-Protein Interaction Network Analysis of Gene
Expression Profiles Induced by Omega-3 Polyunsaturated Fatty Acids. Current Chinese Science, 2022, 2,
118-128.

0.2 1

24925 Role of Fasciola hepatica Small RNAs in the Interaction With the Mammalian Host. Frontiers in
Cellular and Infection Microbiology, 2021, 11, 812141. 1.8 6

24926 Soybean Hypocotyls Prevent Calonectria ilicicola Invasion by Multi-Layered Defenses. Frontiers in
Plant Science, 2021, 12, 813578. 1.7 2

24927 <i>Hoxb1</i> Regulates Distinct Signaling Pathways in Neuromesodermal and Hindbrain Progenitors
to Promote Cell Survival and Specification. Stem Cells, 2022, 40, 175-189. 1.4 1

24928 p53-mediated neurodegeneration in the absence of the nuclear protein Akirin2. IScience, 2022, 25,
103814. 1.9 3

24929 Plasma protein biomarker model for screening Alzheimer disease using multiple reaction
monitoring-mass spectrometry. Scientific Reports, 2022, 12, 1282. 1.6 8

24931 Lactate enhances mouse ES cell differentiation towards XEN cells in vitro. Stem Cells, 2022, , . 1.4 8

24932 The role of YAP1 in small cell lung cancer. Human Cell, 2022, 35, 628-638. 1.2 4

24933 Autophagy facilitates age-related cell apoptosisâ€”a new insight from senile cataract. Cell Death and
Disease, 2022, 13, 37. 2.7 22



1302

Citation Report

# Article IF Citations

24934 Whole blood transcriptional signatures associated with rapid antidepressant response to ketamine in
patients with treatment resistant depression. Translational Psychiatry, 2022, 12, 12. 2.4 14

24935 The Crowded Uterine Horn Mouse Model for Examining Postnatal Metabolic Consequences of
Intrauterine Growth Restriction vs. Macrosomia in Siblings. Metabolites, 2022, 12, 102. 1.3 1

24936 Nanoenviroments of the Î²-Subunit of L-Type Voltage-Gated Calcium Channels in Adult Cardiomyocytes.
Frontiers in Cell and Developmental Biology, 2021, 9, 724778. 1.8 0

24937 Disruption of the NÎ±-Acetyltransferase NatB Causes Sensitivity to Reductive Stress in Arabidopsis
thaliana. Frontiers in Plant Science, 2021, 12, 799954. 1.7 6

24938 Genetic context of oncogenic drivers dictates vascular sarcoma development in aP2â€•Cre mice. Journal
of Pathology, 2022, , . 2.1 3

24939 Identification of potential genes correlated with breast cancer metastasis and prognosis.
International Journal of Transgender Health, 2022, 15, 126-133. 1.1 1

24940 Systemic analysis the expression, prognostic, and immune infiltrates significance of MS4A family in
lung cancer. International Journal of Transgender Health, 2022, 15, 134-146. 1.1 0

24941 gp130/STAT3 signaling is required for homeostatic proliferation and anabolism in postnatal growth
plate and articular chondrocytes. Communications Biology, 2022, 5, 64. 2.0 7

24942 DJâ€•1 depletion prevents immunoaging in Tâ€•cell compartments. EMBO Reports, 2022, 23, e53302. 2.0 9

24944 <i>KRAS</i> mutationâ€•independent downregulation of MAPK/PI3K signaling in colorectal cancer.
Molecular Oncology, 2022, 16, 1171-1183. 2.1 6

24945 Qingwei San treats oral ulcer subjected to stomach heat syndrome in db/db mice by targeting
TLR4/MyD88/NF-ÎºB pathway. Chinese Medicine, 2022, 17, 1. 1.6 12

24946 Altered White Matter and microRNA Expression in a Murine Model Related to Williams Syndrome
Suggests That miR-34b/c Affects Brain Development via Ptpru and Dcx Modulation. Cells, 2022, 11, 158. 1.8 8

24947 NuA4 and H2A.Z control environmental responses and autotrophic growth in Arabidopsis. Nature
Communications, 2022, 13, 277. 5.8 32

24948 Effects of DISC1 on Alzheimerâ€™s disease cell models assessed by iTRAQ proteomics analysis. Bioscience
Reports, 2022, 42, . 1.1 5

24949 Intestinal Microbiota and Host Cooperate for Adaptation as a Hologenome. MSystems, 2022, 7, e0126121. 1.7 8

24950 RNA Sequencing Analysis of Gene Expression by Electroacupuncture in Guinea Pig Gallstone Models.
Evidence-based Complementary and Alternative Medicine, 2022, 2022, 1-10. 0.5 1

24951
Multivariate competing endogenous RNA network characterization for cancer microRNA biomarker
discovery: a novel bioinformatics model with application to prostate cancer metastasis. Precision
Clinical Medicine, 2022, 5, .

1.3 4

24952 Identification of Core Genes and Pathways in Melanoma Metastasis via Bioinformatics Analysis.
International Journal of Molecular Sciences, 2022, 23, 794. 1.8 24



1303

Citation Report

# Article IF Citations

24953 Therapeutical interference with the epigenetic landscape of germ cell tumors: a comparative drug
study and new mechanistical insights. Clinical Epigenetics, 2022, 14, 5. 1.8 14

24954 Identification of Diagnostic Markers for Breast Cancer Based on Differential Gene Expression and
Pathway Network. Frontiers in Cell and Developmental Biology, 2021, 9, 811585. 1.8 12

24955 Decreased CDKL2 Expression in Clear Cell Renal Cell Carcinoma Predicts Worse Overall Survival.
Frontiers in Molecular Biosciences, 2021, 8, 657672. 1.6 2

24956 Implementation of Epigenetic Variation in Sorghum Selection and Implications for Crop Resilience
Breeding. Frontiers in Plant Science, 2021, 12, 798243. 1.7 4

24957 Epigenome-Wide DNA Methylation Profiling in Colorectal Cancer and Normal Adjacent Colon Using
Infinium Human Methylation 450K. Diagnostics, 2022, 12, 198. 1.3 10

24958 Improving hemocompatibility of decellularized liver scaffold using Custodiol solution. Materials
Science and Engineering C, 2022, , 112642. 3.8 4

24959
Skeletal muscle transcriptome response to a bout of endurance exercise in physically active and
sedentary older adults. American Journal of Physiology - Endocrinology and Metabolism, 2022, 322,
E260-E277.

1.8 13

24960 Variations in Plant Growth Characteristics Due to Oxygen Plasma Irradiation on Leaf and Seed.
Agronomy, 2022, 12, 259. 1.3 2

24961 The deterioration of calcified cartilage integrity reflects the severity of osteoarthritisâ€”A
structural, molecular, and biochemical analysis. FASEB Journal, 2022, 36, e22142. 0.2 12

24962 Functional analysis of ADARs in planarians supports a bilaterian ancestral role in suppressing
double-stranded RNA-response. PLoS Pathogens, 2022, 18, e1010250. 2.1 6

24963 MOET: a web-based gene set enrichment tool at the Rat Genome Database for multiontology and
multispecies analyses. Genetics, 2022, 220, . 1.2 7

24964 Establishment of developmental gene silencing by ordered polycomb complex recruitment in early
zebrafish embryos. ELife, 2022, 11, . 2.8 13

24966 A Protein Composite Neural Scaffold Modulates Astrocyte Migration and Transcriptome Profile.
Macromolecular Bioscience, 2022, 22, e2100406. 2.1 0

24967 Air Pollutants in Urban Centers Trigger Non-Viral Asthma Exacerbations Through Activation of
Coordinated Airway Inflammatory Responses. SSRN Electronic Journal, 0, , . 0.4 0

24968 Effect of high-dose 290 nm UV-B on resveratrol content in grape skins. Bioscience, Biotechnology and
Biochemistry, 2022, 86, 502-508. 0.6 1

24969 Proteomic approach for creation of the protein marker panels to control the quality of human
induced pluripotent stem cells. , 2022, , 451-482. 0

24971 Identification of Prognostic Biomarkers for Bladder Cancer Based on DNA Methylation Profile.
Frontiers in Cell and Developmental Biology, 2021, 9, 817086. 1.8 8

24972 Hyperthermia promotes exosome secretion by regulating Rab7b while increasing drug sensitivity in
adriamycin-resistant breast cancer. International Journal of Hyperthermia, 2022, 39, 246-257. 1.1 10



1304

Citation Report

# Article IF Citations

24973 NRSF- <i>GNAO1</i> Pathway Contributes to the Regulation of Cardiac Ca <sup>2+</sup> Homeostasis.
Circulation Research, 2022, 130, 234-248. 2.0 6

24974 Heroin Regulates Orbitofrontal Circular RNAs. International Journal of Molecular Sciences, 2022, 23,
1453. 1.8 7

24975 m6A Regulators Mediated Methylation Modification Patterns and Tumor Microenvironment
Infiltration Characterization In Nasopharyngeal Carcinoma. Frontiers in Immunology, 2021, 12, 762243. 2.2 11

24976 Comparative analysis of histone H3K27me3 modifications between blastocysts and somatic tissues in
cattle. Animal Science Journal, 2022, 93, e13684. 0.6 6

24977 Mechanistic insights into the use of rhubarb in diabetic kidney disease treatment using network
pharmacology. Medicine (United States), 2022, 101, e28465. 0.4 2

24978
A New Strategy to Identify ceRNA-Based CCDC144NL-AS1/SERPINE1 Regulatory Axis as a Novel Prognostic
Biomarker for Stomach Adenocarcinoma via High Throughput Transcriptome Data Mining and
Computational Verification. Frontiers in Oncology, 2021, 11, 802727.

1.3 4

24979 CD169-positive macrophages enhance abscopal effect of radiofrequency ablation therapy in liver
cancer. Translational Oncology, 2022, 15, 101306. 1.7 8

24981 Screening and Identification of Survival-Associated Splicing Factors in Lung Squamous Cell
Carcinoma. Frontiers in Genetics, 2021, 12, 803606. 1.1 1

24982 Sexâ€•specific transcriptome of spinal microglia in neuropathic pain due to peripheral nerve injury. Glia,
2022, 70, 675-696. 2.5 25

24983 Discovery of the interfamily grafting capacity of<i>Petunia</i>, a floricultural species. Horticulture
Research, 2022, 9, . 2.9 11

24984 Lung tumor MHCII immunity depends on in situ antigen presentation by fibroblasts. Journal of
Experimental Medicine, 2022, 219, . 4.2 71

24985
Study on the Multitarget Mechanism and Active Compounds of Essential Oil from Artemisia argyi
Treating Pressure Injuries Based on Network Pharmacology. Evidence-based Complementary and
Alternative Medicine, 2022, 2022, 1-15.

0.5 1

24986 Identification of Constituents and Exploring the Mechanism for Toutongning Capsule in the
Treatment of Migraine. Evidence-based Complementary and Alternative Medicine, 2022, 2022, 1-13. 0.5 0

24988 HERV-W Envelope Triggers Abnormal Dopaminergic Neuron Process through DRD2/PP2A/AKT1/GSK3 for
Schizophrenia Risk. Viruses, 2022, 14, 145. 1.5 11

24989 The novel anti-inflammatory activity of mcIRBP from <i>Momordica charantia</i> is associated with
the improvement of diabetic nephropathy. Food and Function, 2022, 13, 1268-1279. 2.1 6

24990 TMC5 is Highly Expressed in Human Cancers and Corelates to Prognosis and Immune Cell Infiltration: A
Comprehensive Bioinformatics Analysis. Frontiers in Molecular Biosciences, 2021, 8, 810864. 1.6 2

24991 Retinoblastoma protein regulates carcinogen susceptibility at heterochromatic cancer driver loci.
Life Science Alliance, 2022, 5, e202101134. 1.3 4

24992 Caenorhabditis elegans ETR-1/CELF has broad effects on the muscle cell transcriptome, including
genes that regulate translation and neuroblast migration. BMC Genomics, 2022, 23, 13. 1.2 1



1305

Citation Report

# Article IF Citations

24994 Alteration of ribosome function upon 5-fluorouracil treatment favors cancer cell drug-tolerance.
Nature Communications, 2022, 13, 173. 5.8 23

24995 Dual role of <i>Ovol2</i> on the germ cell lineage segregation during gastrulation in mouse
embryogenesis. Development (Cambridge), 2022, 149, . 1.2 6

24996 Transcriptome Analyses Reveal Systematic Molecular Pathology After Optic Nerve Crush. Frontiers in
Cellular Neuroscience, 2021, 15, 800154. 1.8 5

24997 Systematic Screening of Penetratinâ€™s Protein Targets by Yeast Proteome Microarrays. International
Journal of Molecular Sciences, 2022, 23, 712. 1.8 4

24998 Selective loss of kisspeptin signaling in oocytes causes progressive premature ovulatory failure.
Human Reproduction, 2022, 37, 806-821. 0.4 12

24999 Vimentin binds to G-quadruplex repeats found at telomeres and gene promoters. Nucleic Acids
Research, 2022, 50, 1370-1381. 6.5 13

25000
Identification of a Schistosoma japonicum MicroRNA That Suppresses Hepatoma Cell Growth and
Migration by Targeting Host FZD4 Gene. Frontiers in Cellular and Infection Microbiology, 2022, 12,
786543.

1.8 7

25001 FibroDB: Expression Analysis of Protein-Coding and Long Non-Coding RNA Genes in Fibrosis.
Non-coding RNA, 2022, 8, 13. 1.3 8

25002 Iron metabolism protein transferrin receptor 1 involves in cervical cancer progression by affecting
gene expression and alternative splicing in HeLa cells. Genes and Genomics, 2022, 44, 637-650. 0.5 9

25003 Testing lncRNAs signature as clinical stageâ€“related prognostic markers in gastric cancer progression
using TCGA database. Experimental Biology and Medicine, 2022, 247, 658-671. 1.1 3

25004 Quantitative Proteome Analysis in Response to Glucose Concentration in C2C12 Myotubes. Applied
Sciences (Switzerland), 2022, 12, 1553. 1.3 0

25005 Systematically Displaying the Pathogenesis of Keratoconus via Multi-Level Related Gene
Enrichment-Based Review. Frontiers in Medicine, 2021, 8, 770138. 1.2 6

25006 Targeting Refractory Mantle Cell Lymphoma for Imaging and Therapy Using C-X-C Chemokine Receptor
Type 4 Radioligands. Clinical Cancer Research, 2022, 28, 1628-1639. 3.2 6

25007 Early fish domestication affects methylation of key genes involved in the rapid onset of the farmed
phenotype. Epigenetics, 2022, 17, 1281-1298. 1.3 10

25008 A Systematic Review of Circulatory microRNAs in Major Depressive Disorder: Potential Biomarkers for
Disease Prognosis. International Journal of Molecular Sciences, 2022, 23, 1294. 1.8 16

25009 Microbiota of the prostate tumor environment investigated by whole-transcriptome profiling.
Genome Medicine, 2022, 14, 9. 3.6 14

25010 Multiple Molecular Pathways Are Influenced by Progranulin in a Neuronal Cell Modelâ€“A Parallel
Omics Approach. Frontiers in Neuroscience, 2021, 15, 775391. 1.4 3

25011 SARS-CoV-2 and the Host Cell: A Tale of Interactions. Frontiers in Virology, 2022, 1, . 0.7 37



1306

Citation Report

# Article IF Citations

25012 Antioxidant Effects and Potential Molecular Mechanism of Action of Limonium aureum Extract Based
on Systematic Network Pharmacology. Frontiers in Veterinary Science, 2021, 8, 775490. 0.9 4

25013 ICP22 of Herpes Simplex Virus 1 Decreases RNA Polymerase Processivity. Journal of Virology, 2022, 96,
jvi0219121. 1.5 8

25014 Chromatin topology defines estradiol-primed progesterone receptor and PAX2 binding in endometrial
cancer cells. ELife, 2022, 11, . 2.8 10

25015 CD73 induces GM-CSF/MDSC-mediated suppression of T cells to accelerate pancreatic cancer
pathogenesis. Oncogene, 2022, 41, 971-982. 2.6 29

25016 The genes for sensory perception of sound should be considered in gene diagnosis of congenital
sensorineural hearing loss and microtia. Journal of Applied Genetics, 2022, 63, 327. 1.0 0

25018
Screening of Important Markers in Peripheral Blood Mononuclear Cells to Predict Female
Osteoporosis Risk Using LASSO Regression Algorithm and SVM Method. Evolutionary Bioinformatics,
2022, 18, 117693432210750.

0.6 1

25019 The functions and prognostic value of KrÃ¼ppelâ€•like factors in breast cancer. Cancer Cell
International, 2022, 22, 23. 1.8 13

25020 Network models of prostate cancer immune microenvironments identify ROMO1 as heterogeneity and
prognostic marker. Scientific Reports, 2022, 12, 192. 1.6 8

25021 Novel Immune-Related Gene-Based Signature Characterizing an Inflamed Microenvironment Predicts
Prognosis and Radiotherapy Efficacy in Glioblastoma. Frontiers in Genetics, 2021, 12, 736187. 1.1 3

25023
Exploring the Mechanism of Edaravone for Oxidative Stress in Rats with Cerebral Infarction Based on
Quantitative Proteomics Technology. Evidence-based Complementary and Alternative Medicine, 2022,
2022, 1-21.

0.5 1

25024 Sonic Hedgehog Pathway Modulation Normalizes Expression of Olig2 in Rostrally Patterned NPCs
With Trisomy 21. Frontiers in Cellular Neuroscience, 2021, 15, 794675. 1.8 12

25026 Integrative analysis of the 3D genome structure reveals that CTCF maintains the properties of mouse
female germline stem cells. Cellular and Molecular Life Sciences, 2022, 79, 22. 2.4 7

25027 Genome-Wide Prediction, Functional Divergence, and Characterization of Stress-Responsive BZR
Transcription Factors in B. napus. Frontiers in Plant Science, 2021, 12, 790655. 1.7 12

25028
Elucidation of Potential Targets of San-Miao-San in the Treatment of Osteoarthritis Based on
Network Pharmacology and Molecular Docking Analysis. Evidence-based Complementary and
Alternative Medicine, 2022, 2022, 1-13.

0.5 6

25029 Optimization of Long-Term Human iPSC-Derived Spinal Motor Neuron Culture Using a Dendritic
Polyglycerol Amine-Based Substrate. ASN Neuro, 2022, 14, 175909142110733. 1.5 8

25030 Enrichment of Newly Synthesized Proteins following treatment of C2C12 Myotubes with Endotoxin
and Interferon-Î³. Inflammation, 2022, , 1. 1.7 1

25031 Comprehensive Analyses of Glucose Metabolism in Glioma Reveal the Glioma-Promoting Effect of
GALM. Frontiers in Cell and Developmental Biology, 2021, 9, 717182. 1.8 1

25032 Sorting nexin 24 is required for Î±-granule biogenesis and cargo delivery in megakaryocytes.
Haematologica, 2022, 107, 1902-1913. 1.7 2



1307

Citation Report

# Article IF Citations

25033 Proteomic analysis identifies ZMYM2 as endogenous binding partner of TBX18 protein in 293 and A549
cells. Biochemical Journal, 2022, 479, 91-109. 1.7 6

25034 Transmural pressure signals through retinoic acid to regulate lung branching. Development
(Cambridge), 2022, 149, . 1.2 10

25035 Integrative epigenomic profiling reveal AP-1 is a key regulator in intrahepatic cholangiocarcinoma.
Genomics, 2022, 114, 241-252. 1.3 5

25036 TP53 inhibitor PFTÎ± increases the sensitivity of arsenic trioxide in TP53 wildtype tumor cells. FEBS Open
Bio, 2022, 12, 616-626. 1.0 2

25037
A gastro-resistant peptide from <i>Momordica charantia</i> improves diabetic nephropathy in
<i>db</i>/<i>db</i> mice <i>via</i> its novel reno-protective and anti-inflammatory activities. Food and
Function, 2022, 13, 1822-1833.

2.1 8

25038 A Pan-Cancer Analysis of the Oncogenic Role of Nuclear Transport Factor 2 in Human Cancers.
Frontiers in Oncology, 2022, 12, 829389. 1.3 6

25039 ASpediaFI: Functional Interaction Analysis of Alternative Splicing Events. Genomics, Proteomics and
Bioinformatics, 2022, 20, 466-482. 3.0 1

25040 Differential roles for DNAJ isoforms in HTT-polyQ and FUS aggregation modulation revealed by
chaperone screens. Nature Communications, 2022, 13, 516. 5.8 17

25041 Pathogen infection and cholesterol deficiency activate the C. elegans p38 immune pathway through a
TIR-1/SARM1 phase transition. ELife, 2022, 11, . 2.8 31

25042 IQGAP1 scaffolding links phosphoinositide kinases to cytoskeletal reorganization. Biophysical
Journal, 2022, , . 0.2 3

25043 Identification of key genes and biological pathways in Chinese lung cancer population using
bioinformatics analysis. PeerJ, 2022, 10, e12731. 0.9 2

25044 Notch signaling is a novel regulator of visceral smooth muscle cell differentiation in the murine
ureter. Development (Cambridge), 2022, , . 1.2 1

25045 Interaction with mammalian enteric viruses alters outer membrane vesicle production and content by
commensal bacteria. Journal of Extracellular Vesicles, 2022, 11, e12172. 5.5 16

25046 Overview of Gene Expression Analysis in Gastric Disease Infected with Helicobacter pylori: CLDN1 and
MMP9 Could Be Biomarkers for Early Diagnosis of Gastric Cancer. Processes, 2022, 10, 196. 1.3 2

25047 Diosgenin From Dioscorea Nipponica Rhizoma Against Gravesâ€™ Diseaseâ€”On Network Pharmacology and
Experimental Evaluation. Frontiers in Pharmacology, 2021, 12, 806829. 1.6 4

25048 Membrane tension sensing molecule-FNBP1 is a prognostic biomarker related to immune infiltration in
BRCA, LUAD and STAD. BMC Immunology, 2022, 23, 1. 0.9 13

25049 Integrated bioinformatics and experiments reveal the roles and driving forces for HSF1 in colorectal
cancer. Bioengineered, 2022, 13, 2536-2552. 1.4 5

25050 Novel ratio-metric features enable the identification of new driver genes across cancer types.
Scientific Reports, 2022, 12, 5. 1.6 10



1308

Citation Report

# Article IF Citations

25051
Circ_0004354 might compete with circ_0040039 to induce NPCs death and inflammatory response by
targeting miR-345-3p-FAF1/TP73 axis in intervertebral disc degeneration. Oxidative Medicine and Cellular
Longevity, 2022, 2022, 1-21.

1.9 9

25052 Pre-transplant Transcriptional Signature in Peripheral Blood Mononuclear Cells of Acute Renal
Allograft Rejection. Frontiers in Medicine, 2021, 8, 799051. 1.2 0

25053 Neural transcriptomic signature of chronic wasting disease in white-tailed deer. BMC Genomics, 2022,
23, 69. 1.2 5

25054
Graphene oxide activates B cells with upregulation of granzyme B expression: evidence at the
single-cell level for its immune-modulatory properties and anticancer activity. Nanoscale, 2022, 14,
333-349.

2.8 9

25055 Integrated weighted gene coexpression network analysis identifies Frizzled 2 (FZD2) as a key gene in
invasive malignant pleomorphic adenoma. Journal of Translational Medicine, 2022, 20, 15. 1.8 3

25057 Riskâ€•Based Prioritization of Organic Chemicals and Locations of Ecological Concern in Sediment From
Great Lakes Tributaries. Environmental Toxicology and Chemistry, 2022, 41, 1016-1041. 2.2 9

25058 Proteomics and Transcriptomics Uncover Key Processes for Elasnin Tolerance in Methicillin-Resistant
Staphylococcus aureus. MSystems, 2022, 7, e0139321. 1.7 4

25059 Bioinformatics analysis of recurrent deletion regions in neuroblastoma. Medical Oncology, 2022, 39,
31. 1.2 1

25060 Phosphorylation-dependent proteome of Marcks in ependyma during aging and behavioral homeostasis
in the mouse forebrain. GeroScience, 2022, 44, 2077-2094. 2.1 1

25061 Simple But Efficacious Enrichment of Integral Membrane Proteins and Their Interactions for In-Depth
Membrane Proteomics. Molecular and Cellular Proteomics, 2022, 21, 100206. 2.5 20

25062 Study on diverse pathological characteristics of heart failure in different stages based on
proteomics. Journal of Cellular and Molecular Medicine, 2022, 26, 1169-1182. 1.6 3

25063 Circulating ACE2-expressing extracellular vesicles block broad strains of SARS-CoV-2. Nature
Communications, 2022, 13, 405. 5.8 92

25064 An evolutionarily conserved mechanism that amplifies the effect of deleterious mutations in
osteosarcoma. Molecular Genetics and Genomics, 2022, 297, 373-385. 1.0 2

25065 FOXO1 cooperates with C/EBPÎ´ and ATF4 to regulate skeletal muscle atrophy transcriptional program
during fasting. FASEB Journal, 2022, 36, e22152. 0.2 22

25066 Nanobugs as Drugs: Bacterial Derived Nanomagnets Enhance Tumor Targeting and Oncolytic Activity
of HSVâ€•1 Virus. Small, 2022, 18, e2104763. 5.2 12

25067 Identification of Key Genes and Pathways Involved in Circulating Tumor Cells in Colorectal Cancer.
Analytical Cellular Pathology, 2022, 2022, 1-11. 0.7 3

25068 Trophectoderm differentiation to invasive syncytiotrophoblast is promoted by endometrial epithelial
cells during human embryo implantation. Human Reproduction, 2022, 37, 777-792. 0.4 28

25069 Population Genomics of Megalobrama Provides Insights into Evolutionary History and Dietary
Adaptation. Biology, 2022, 11, 186. 1.3 3



1309

Citation Report

# Article IF Citations

25070
Constructing a Cancer Patient-Specific Network Based on Second-Order Partial Correlations of Gene
Expression and DNA Methylation. IEEE/ACM Transactions on Computational Biology and
Bioinformatics, 2022, PP, 1-1.

1.9 1

25072 Ageing exacerbates ribosome pausing to disrupt cotranslational proteostasis. Nature, 2022, 601,
637-642. 13.7 91

25073 Rv1258c acts as a drug efflux pump and growth controlling factor in Mycobacterium tuberculosis.
Tuberculosis, 2022, 133, 102172. 0.8 4

25074
Overexpressed PAQR4 predicts poor overall survival and construction of a prognostic nomogram
based on PAQR family for hepatocellular carcinoma. Mathematical Biosciences and Engineering, 2022,
19, 3069-3090.

1.0 3

25075 The Expression Quantitative Trait Loci in Immune Response Genes Impact the Characteristics and
Survival of Colorectal Cancer. Diagnostics, 2022, 12, 315. 1.3 1

25077 High complement protein C1q levels in pulmonary fibrosis and non-small cell lung cancer associated
with poor prognosis. BMC Cancer, 2022, 22, 110. 1.1 12

25078 Mechanism of Rhubarb for Diabetic Kidney Disease through the AMPK/NFâ€•ÎºB Signaling Pathway Based on
Network Pharmacology. ChemistrySelect, 2022, 7, . 0.7 2

25079 Crossâ€•hierarchical plasticity of corticofugal projections to dLGN after neonatal monocular
enucleation. Journal of Comparative Neurology, 2022, 530, 978-997. 0.9 9

25081 Over-Expression and Prognostic Significance of FATP5, as a New Biomarker, in Colorectal Carcinoma.
Frontiers in Molecular Biosciences, 2021, 8, 770624. 1.6 4

25083 Sex-dependent deterioration of cardiac function and molecular alterations in age- and
disease-associated RAGE overexpression. Mechanisms of Ageing and Development, 2022, 203, 111635. 2.2 1

25084 ASF1B: A Possible Prognostic Marker, Therapeutic Target, and Predictor of Immunotherapy in Male
Thyroid Carcinoma. Frontiers in Oncology, 2022, 12, 678025. 1.3 6

25085 Integration of Transcriptome and Exome Genotyping Identifies Significant Variants with Autism
Spectrum Disorder. Pharmaceuticals, 2022, 15, 158. 1.7 3

25086 Estradiol-dependent gene expression profile in the amygdala of young ovariectomized spontaneously
hypertensive rats. Physiological Genomics, 2022, 54, 99-114. 1.0 1

25088 Motif-centric phosphoproteomics to target kinase-mediated signaling pathways. Cell Reports
Methods, 2022, 2, 100138. 1.4 10

25089 A clinical and in-silico study of MicroRNA-21 and growth differentiation factor-15 expression in
pre-diabetes, type 2 diabetes and diabetic nephropathy. Minerva Endocrinology, 2022, , . 0.6 4

25090 Transcriptome analysis of molecular response to UVC irradiation in zebrafish embryos. Ecotoxicology
and Environmental Safety, 2022, 231, 113211. 2.9 3

25091 Cycloastragenol Inhibits Experimental Abdominal Aortic Aneurysm Progression. Biomedicines, 2022, 10,
359. 1.4 4

25092 MEK/ERKâ€•mediated oncogenic signals promote secretion of extracellular vesicles by controlling
lysosome function. Cancer Science, 2022, 113, 1264-1276. 1.7 11



1310

Citation Report

# Article IF Citations

25093 <i>Drosophila</i> female reproductive glands contribute to mating plug composition and the timing
of sperm ejection. Proceedings of the Royal Society B: Biological Sciences, 2022, 289, 20212213. 1.2 10

25094 Characterization of Cell Cycle-Related Competing Endogenous RNAs Using Robust Rank Aggregation as
Prognostic Biomarker in Lung Adenocarcinoma. Frontiers in Oncology, 2022, 12, 807367. 1.3 3

25095 Dichotomous Responses to Chronic Fetal Hypoxia Lead to a Predetermined Aging Phenotype. Molecular
and Cellular Proteomics, 2022, 21, 100190. 2.5 4

25096 Hinokiflavone Inhibits Growth of Esophageal Squamous Cancer By Inducing Apoptosis via Regulation
of the PI3K/AKT/mTOR Signaling Pathway. Frontiers in Oncology, 2022, 12, 833719. 1.3 6

25097 Identification of Immune Subtypes of Lung Squamous Cell Carcinoma by Integrative Genome-Scale
Analysis. Frontiers in Oncology, 2021, 11, 778549. 1.3 2

25099 Detecting geneâ€“gene interactions from GWAS using diffusion kernel principal components. BMC
Bioinformatics, 2022, 23, 57. 1.2 3

25100 BIRC5 promotes cancer progression and predicts prognosis in laryngeal squamous cell carcinoma.
PeerJ, 2022, 10, e12871. 0.9 6

25101 Zrsr2 and functional U12-dependent spliceosome are necessary for follicular development. IScience,
2022, 25, 103860. 1.9 3

25102 Inhibition of LSD1 Attenuates Oral Cancer Development and Promotes Therapeutic Efficacy of Immune
Checkpoint Blockade and YAP/TAZ Inhibition. Molecular Cancer Research, 2022, 20, 712-721. 1.5 12

25103 A Data Mining Approach Reveals Chemicals Detected at Higher Levels in Non-Hispanic Black Women
Target Preterm Birth Genes and Pathways. Reproductive Sciences, 2022, 29, 2001-2012. 1.1 3

25104 Kidney cell type-specific changes in the chromatin and transcriptome landscapes following epithelial
<i>Hdac1</i> and <i>Hdac2</i> knockdown. Physiological Genomics, 2022, 54, 45-57. 1.0 3

25105
Whole transcriptome profiling of prospective endomyocardial biopsies reveals prognostic and
diagnostic signatures of cardiac allograft rejection. Journal of Heart and Lung Transplantation, 2022,
41, 840-848.

0.3 9

25106 RNA-seq of nine canine prostate cancer cell lines reveals diverse therapeutic target signatures.
Cancer Cell International, 2022, 22, 54. 1.8 2

25107 Diversity of satellite glia in sympathetic and sensory ganglia. Cell Reports, 2022, 38, 110328. 2.9 33

25108 A mucin-responsive hybrid two-component system controls Bacteroides thetaiotaomicron
colonization and gut homeostasis. Journal of Microbiology, 2022, 60, 215-223. 1.3 4

25109 Single-cell RNA sequencing uncovers the individual alteration of intestinal mucosal immunocytes in
Dusp6 knockout mice. IScience, 2022, 25, 103738. 1.9 1

25110 KR-31831 improves survival and protects hematopoietic cells and radiosensitive tissues against
radiation-induced injuries in mice. Biomedicine and Pharmacotherapy, 2022, 146, 112350. 2.5 2

25111 Prediction the Molecular Mechanism of Shengmai Injection in Acute Treatment of COVID-19 Based on
Network Pharmacology. Natural Product Communications, 2022, 17, 1934578X2210750. 0.2 7



1311

Citation Report

# Article IF Citations

25112 Innate Immune Pathways Promote Oligodendrocyte Progenitor Cell Recruitment to the Injury Site in
Adult Zebrafish Brain. Cells, 2022, 11, 520. 1.8 4

25113 Brusatol has therapeutic efficacy in non-small cell lung cancer by targeting Skp1 to inhibit cancer
growth and metastasis. Pharmacological Research, 2022, 176, 106059. 3.1 11

25114 Developmental alterations in DNA methylation during gametogenesis from primordial germ cells to
sperm. IScience, 2022, 25, 103786. 1.9 17

25115
UDPâ€•glucose dehydrogenase expression is upregulated following EMT and differentially affects
intracellular glycerophosphocholine and acetylaspartate levels in breast mesenchymal cell lines.
Molecular Oncology, 2022, 16, 1816-1840.

2.1 4

25116 Screening and identification of novel candidate biomarkers of focal cortical dysplasia type II via
bioinformatics analysis. Child's Nervous System, 2022, , 1. 0.6 1

25117 Aberrant Expression of ADARB1 Facilitates Temozolomide Chemoresistance and Immune Infiltration in
Glioblastoma. Frontiers in Pharmacology, 2022, 13, 768743. 1.6 3

25118 Retinoic acid promotes formation of chicken (Gallus gallus) spermatogonial stem cells by regulating
the ECM-receptor interaction signaling pathway. Gene, 2022, 820, 146227. 1.0 7

25119 <i>MYC</i> overexpression leads to increased chromatin interactions at super-enhancers and MYC
binding sites. Genome Research, 2022, 32, 629-642. 2.4 24

25120 Proteomic landscape of SARS-CoV-2â€“ and MERS-CoVâ€“infected primary human renal epithelial cells. Life
Science Alliance, 2022, 5, e202201371. 1.3 5

25121
Synergistic synthesis of hydrophilic hollow zirconium organic frameworks for simultaneous
recognition and capture of phosphorylated and glycosylated peptides. Analytica Chimica Acta, 2022,
1198, 339552.

2.6 23

25122 Pre/post-natal exposure to microplastic as a potential risk factor for autism spectrum disorder.
Environment International, 2022, 161, 107121. 4.8 38

25123 Commonly expressed key transcriptomic profiles of sepsis in the human circulation and brain via
integrated analysis. International Immunopharmacology, 2022, 104, 108518. 1.7 6

25124 G3bp1 â€“ microRNA-1 axis regulates cardiomyocyte hypertrophy. Cellular Signalling, 2022, 91, 110245. 1.7 2

25125 The Alzheimerâ€™s disease drug candidate J147 decreases blood plasma fatty acid levels via modulation of
AMPK/ACC1 signaling in the liver. Biomedicine and Pharmacotherapy, 2022, 147, 112648. 2.5 8

25126 Identification of prognostic signature with seven LncRNAs for papillary thyroid carcinoma. Advances
in Medical Sciences, 2022, 67, 103-113. 0.9 3

25127 Extracellular matrix modulates T cell clearance of malignant cells in vitro. Biomaterials, 2022, 282,
121378. 5.7 8

25128 Unraveling virus-induced cellular signaling cascades by label-free quantitative phosphoproteomics.
STAR Protocols, 2022, 3, 101089. 0.5 0

25129 Developmental nicotine exposure and masculinization of the rat preoptic area. NeuroToxicology,
2022, 89, 41-54. 1.4 2



1312

Citation Report

# Article IF Citations

25130 The menaquinone pathway is important for susceptibility of Staphylococcus aureus to the antibiotic
adjuvant, cannabidiol. Microbiological Research, 2022, 257, 126974. 2.5 13

25131
De novo phosphatidylcholine synthesis in the small intestinal epithelium is required for normal
dietary lipid handling and maintenance of the mucosal barrier. Biochimica Et Biophysica Acta -
Molecular and Cell Biology of Lipids, 2022, 1867, 159109.

1.2 1

25132 Micro RNA differential expression profile in canine mammary gland tumor by next generation
sequencing. Gene, 2022, 818, 146237. 1.0 7

25133 Inhibition of BCL2A1 by STAT5 inactivation overcomes resistance to targeted therapies of FLT3-ITD/D835
mutant AML. Translational Oncology, 2022, 18, 101354. 1.7 9

25134
Study on the action mechanism of the peptide compounds of Wuguchong on diabetic ulcers, based on
UHPLC-Q-TOF-MS, network pharmacology and experimental validation. Journal of Ethnopharmacology,
2022, 288, 114974.

2.0 6

25135
Combination of mouse prion protein with detoxified lipopolysaccharide triggers colon genes related
to inflammatory, antibacterial, and apoptotic responses. Research in Veterinary Science, 2022, 144,
98-107.

0.9 1

25136 A chemical method for genome- and proteome-wide enrichment and O-GlcNAcylation profiling of
chromatin-associated proteins. Talanta, 2022, 241, 123167. 2.9 5

25137 OUP accepted manuscript. Journal of Insect Science, 2022, 22, . 0.6 2

25138 CRESSP: a comprehensive pipeline for prediction of immunopathogenic SARS-CoV-2 epitopes using
structural properties of proteins. Briefings in Bioinformatics, 2022, 23, . 3.2 7

25139
Developmental Transcriptome Profiling of the Tibial Reveals the Underlying Molecular Basis for Why
Newly Hatched Quails Can Walk While Newly Hatched Pigeons Cannot. Frontiers in Cell and
Developmental Biology, 2022, 10, 745129.

1.8 1

25140 Species-dependent in vivo mRNA delivery and cellular responses to nanoparticles. Nature
Nanotechnology, 2022, 17, 310-318. 15.6 56

25141 Target Gene Diversity of the Nrf1-MafG Transcription Factor Revealed by a Tethered Heterodimer.
Molecular and Cellular Biology, 2022, 42, mcb0052021. 1.1 8

25142
Identification Prognostic Value and Correlation with Tumor-Infiltrating Immune Cells of
Tripartite-Motif Family Genes in Hepatocellular Carcinoma. International Journal of General Medicine,
2022, Volume 15, 1349-1363.

0.8 5

25145 Human transcription factor protein interaction networks. Nature Communications, 2022, 13, 766. 5.8 59

25146 Pseudomonas aeruginosa modulates alginate biosynthesis and type VI secretion system in two
critically ill COVID-19 patients. Cell and Bioscience, 2022, 12, 14. 2.1 8

25147
Construction of the miRNA-mRNA regulatory network and analysis of hub genes in oral squamous
cell carcinoma. Biomedical Papers of the Medical Faculty of the University Palacky&amp;#x0301;,
Olomouc, Czechoslovakia, 2022, 166, 280-289.

0.2 1

25148 S-Nitrosation of E3 Ubiquitin Ligase Complex Components Regulates Hormonal Signalings in
Arabidopsis. Frontiers in Plant Science, 2021, 12, 794582. 1.7 6

25149
Identification of circular RNAs and functional competing endogenous RNA networks in human
proximal tubular epithelial cells treated with sodium-glucose cotransporter 2 inhibitor dapagliflozin
in diabetic kidney disease. Bioengineered, 2022, 13, 3911-3929.

1.4 8



1313

Citation Report

# Article IF Citations

25150 SARS-CoV-2 RNA elements share human sequence identity and upregulate hyaluronan via
NamiRNA-enhancer network. EBioMedicine, 2022, 76, 103861. 2.7 24

25151 The Toggle Switch Model for Gene Expression Change during the Prenatal-to-Postnatal Transition in
Mammals. Molecular Biology and Evolution, 2022, 39, . 3.5 2

25152 Degradation of the Escherichia coli Essential Proteins DapB and Dxr Results in Oxidative Stress,
which Contributes to Lethality through Incomplete Base Excision Repair. MBio, 2022, 13, e0375621. 1.8 8

25153 Repurposing Ayush-64 for COVID-19: A Computational Study Based on Network Pharmacology and
Molecular Docking. Combinatorial Chemistry and High Throughput Screening, 2022, 25, 2089-2102. 0.6 1

25154 Increased IRF9â€“STAT2 Signaling Leads to Adaptive Resistance toward Targeted Therapy in Melanoma by
Restraining GSDME-Dependent Pyroptosis. Journal of Investigative Dermatology, 2022, 142, 2476-2487.e9. 0.3 15

25155 Robust meta-analysis for large-scale genomic experiments based on an empirical approach. BMC
Medical Research Methodology, 2022, 22, 43. 1.4 1

25156 Pluripotency factors determine gene expression repertoire at zygotic genome activation. Nature
Communications, 2022, 13, 788. 5.8 9

25157 Genome-wide analysis of cervical secretions obtained during embryo transfer reveals the association
between deoxyribonucleic acid methylation and pregnancy outcomes. F&S Science, 2022, 3, 74-83. 0.5 3

25158 Transcriptome-Wide Identification of Coding and Noncoding RNA-Binding Proteins Defines the
Comprehensive RNA Interactome of Leishmania mexicana. Microbiology Spectrum, 2022, 10, e0242221. 1.2 8

25160 Necrotizing Enterocolitis: Clinical Features, Histopathological Characteristics, and Genetic
Associations. Current Pediatric Reviews, 2022, 18, 210-225. 0.4 2

25161 Investigating the development of diarrhoea through gene expression analysis in sheep genetically
resistant to gastrointestinal helminth infection. Scientific Reports, 2022, 12, 2207. 1.6 4

25162 Single-Cell Differential Network Analysis with Sparse Bayesian Factor Models. Frontiers in Genetics,
2021, 12, 810816. 1.1 0

25163 Lamina-associated polypeptide 2Î± is required for intranuclear MRTF-A activity. Scientific Reports, 2022,
12, 2306. 1.6 3

25164 Clinical utility of cerebrospinal fluid-derived circular RNAs in lung adenocarcinoma patients with
brain metastases. Journal of Translational Medicine, 2022, 20, 74. 1.8 6

25165 Multi-Omics Profiling Specifies Involvement of Alternative Ribosomal Proteins in Response to Zinc
Limitation in Mycobacterium smegmatis. Frontiers in Microbiology, 2022, 13, 811774. 1.5 3

25166 Characterization of a small molecule inhibitor of disulfide reductases that induces oxidative stress
and lethality in lung cancer cells. Cell Reports, 2022, 38, 110343. 2.9 14

25167 Inhibition of integrin Î±vÎ²6 sparks T-cell antitumor response and enhances immune checkpoint blockade
therapy in colorectal cancer. , 2022, 10, e003465. 15

25168 Genomic architecture of phenotypic extremes in a wild cervid. BMC Genomics, 2022, 23, 126. 1.2 59



1314

Citation Report

# Article IF Citations

25169
Molecular evidence for suppression of swimming behavior and reproduction in the estuarine rotifer
Brachionus koreanus in response to COVID-19 disinfectants. Marine Pollution Bulletin, 2022, 175,
113396.

2.3 14

25170 Forgetting generates a novel state that is reactivatable. Science Advances, 2022, 8, eabi9071. 4.7 9

25171
Brain Regeneration Resembles Brain Cancer at Its Early Wound Healing Stage and Diverges From
Cancer Later at Its Proliferation and Differentiation Stages. Frontiers in Cell and Developmental
Biology, 2022, 10, 813314.

1.8 6

25172 Proteomic Analysis of Protective Effects of Epimedium Flavonoids against Ethanol-Induced Toxicity in
Retinoic Acid-Treated SH-SY5Y Cells. Molecules, 2022, 27, 1026. 1.7 3

25173 Strain-level fitness in the gut microbiome is an emergent property of glycans and a single metabolite.
Cell, 2022, 185, 513-529.e21. 13.5 36

25177 Role of mitochondrial genetic interactions in determining adaptation to high altitude human
population. Scientific Reports, 2022, 12, 2046. 1.6 4

25178
Analysis of Upstream Regulators, Networks, and Pathways Associated With the Expression Patterns of
Polycystic Ovary Syndrome Candidate Genes During Fetal Ovary Development. Frontiers in Genetics,
2021, 12, 762177.

1.1 5

25179 Deleterious variants in <i>CRLS1</i> lead to cardiolipin deficiency and cause an autosomal recessive
multi-system mitochondrial disease. Human Molecular Genetics, 2022, 31, 3597-3612. 1.4 11

25181 Integrated proteomics and metabolomics reveal the variations in the physiological state of spotted
seal (Phoca largha) pups following artificial rescue. Genomics, 2022, , 110282. 1.3 0

25182 Suppression of premature transcription termination leads to reduced mRNA isoform diversity and
neurodegeneration. Neuron, 2022, 110, 1340-1357.e7. 3.8 12

25183 ILF2 enhances the DNA cytosine deaminase activity of tumor mutator APOBEC3B in multiple myeloma
cells. Scientific Reports, 2022, 12, 2278. 1.6 3

25184 Nanoparticle Internalization Promotes the Survival of Primary Macrophages. Advanced NanoBiomed
Research, 2022, 2, . 1.7 5

25185 Interaction of circulating TGFÎ² regulatory miRNAs in different severity of diabetic kidney disease.
Archives of Physiology and Biochemistry, 2022, , 1-15. 1.0 2

25188 Simultaneously Identifying and Distinguishing Glycoproteins with O-GlcNAc and O-GalNAc (the Tn) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 222 Td (Antigen) in Human Cancer Cells. Analytical Chemistry, 2022, 94, 3343-3351.3.2 10

25189 In silico bioinformatics analysis for identification of differentially expressed genes and therapeutic
drug molecules in Glucocorticoid-resistant Multiple myeloma. Medical Oncology, 2022, 39, 53. 1.2 3

25190 CCN2 (Cellular Communication Network Factor 2) Deletion Alters Vascular Integrity and Function
Predisposing to Aneurysm Formation. Hypertension, 2022, 79, e42-e55. 1.3 9

25191 Oxidative stress induces inflammation of lens cells and triggers immune surveillance of ocular
tissues. Chemico-Biological Interactions, 2022, 355, 109804. 1.7 7

25192 Signatures of selection in Nelore cattle revealed by whole-genome sequencing data. Genomics, 2022,
114, 110304. 1.3 8



1315

Citation Report

# Article IF Citations

25193 Zinc finger C3H1-type containing serves as a novel prognostic biomarker in human pan-cancer. Gene,
2022, 820, 146251. 1.0 3

25194 Identification of differentially expressed genes in early-postmortem Semimembranosus muscle of
Italian Large White heavy pigs divergent for glycolytic potential. Meat Science, 2022, 187, 108754. 2.7 3

25195 Microspheres powder as potential clinical auxiliary materials for combining with platelet-rich plasma
to prepare cream gel towards wound treatment. Applied Materials Today, 2022, 27, 101408. 2.3 11

25196 Cpxm2 as a novel candidate for cardiac hypertrophy and failure in hypertension. Hypertension
Research, 2022, 45, 292-307. 1.5 12

25197 Bioinformatics-Based Analysis of lncRNA-mRNA Interaction Network of Mild Hepatic Encephalopathy in
Cirrhosis. Computational and Mathematical Methods in Medicine, 2021, 2021, 1-10. 0.7 3

25198 A Novel Immune Classification for Predicting Immunotherapy Responsiveness in Patients With
Adamantinomatous Craniopharyngioma. Frontiers in Neurology, 2021, 12, 704130. 1.1 4

25199
Interactions between phenolic constituents of <i>Scutellaria salviifolia</i> and key targets
associated with inflammation: network pharmacology, molecular docking analysis and <i>in vitro</i>
assays. Journal of Biomolecular Structure and Dynamics, 2023, 41, 1281-1294.

2.0 2

25200 Autism risk gene POGZ promotes chromatin accessibility and expression of clustered synaptic genes.
Cell Reports, 2021, 37, 110089. 2.9 38

25201 Gut microbiotaâ€“driven brain AÎ² amyloidosis in mice requires microglia. Journal of Experimental
Medicine, 2022, 219, . 4.2 44

25202 Catecholamines are key modulators of ventricular repolarization patterns in the ball python (Python) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 382 Td (regius). Journal of General Physiology, 2022, 154, .0.9 2

25204 Immunological tolerance in the evolution of male pregnancy. Molecular Ecology, 2023, 32, 819-840. 2.0 13

25205 Mouse and human share conserved transcriptional programs for interneuron development. Science,
2021, 374, eabj6641. 6.0 75

25206 The microRNA miR-202 prevents precocious spermatogonial differentiation and meiotic initiation
during mouse spermatogenesis. Development (Cambridge), 2021, 148, . 1.2 14

25210 Association of a potential functional mir-520f rs75598818 G>A polymorphism with breast cancer.
Journal of Genetics, 2018, 97, 1307-1313. 0.4 3

25211 Whole-genome resequencing reveals genetic indels of feathered-leg traits in domestic chickens.
Journal of Genetics, 2019, 98, . 0.4 3

25212 Hypermethylation of gene correlates with the presence of heart defects in Down's syndrome. Journal
of Genetics, 2019, 98, . 0.4 3

25213 A novel role of tumor suppressor ZMYND8 in inducing differentiation of breast cancer cells through
its dual-histone binding function. Journal of Biosciences, 2020, 45, . 0.5 1

25215 The transcription co-factor JAB1/COPS5, serves as a potential oncogenic hub of human
chondrosarcoma cells. American Journal of Cancer Research, 2021, 11, 5063-5075. 1.4 0



1316

Citation Report

# Article IF Citations

25216 All You Need is Color: Image Based Spatial Gene Expression Prediction Using Neural Stain Learning.
Communications in Computer and Information Science, 2021, , 437-450. 0.4 11

25217 Profiling transcription factor sub-networks in type I interferon signaling and in response to
SARS-CoV-2 infection. Computational and Mathematical Biophysics, 2021, 9, 273-288. 0.6 2

25218
Sequential Grade Evaluation Method Exploration of Exocarpium Citri Grandis (Huajuhong) Decoction
Pieces Based on "Network Prediction â†’ Grading Quantization â†’ Efficacy Validation". SSRN Electronic
Journal, 0, , .

0.4 0

25219 Molecular network analysis of RNA viral infection pathway in diffuse- and intestinal-type gastric
cancer. Fundamental Toxicological Sciences, 2022, 9, 37-46. 0.2 1

25220 Exploration of Combinational Therapeutic Strategies for HCC Based on TCGA HCC Database.
Oncologie, 2022, 24, 101-111. 0.2 5

25221 Discovery of Virus-Host interactions using bioinformatic tools. Methods in Cell Biology, 2022, , . 0.5 2

25222 Neuronal Differentiation Pathways and Compound-Induced Developmental Neurotoxicity in the Human
Neural Progenitor Cell Test (Hnpt) Revealed by Rna-Seq. SSRN Electronic Journal, 0, , . 0.4 0

25223 &lt;i&gt;De novo&lt;/i&gt; Human Brain Enhancers Created by Single Nucleotide Mutations. SSRN
Electronic Journal, 0, , . 0.4 0

25225 Urinary Exosomal MicroRNAs as New Noninvasive Biomarkers of IgA Nephropathy. Tohoku Journal of
Experimental Medicine, 2022, 256, 215-223. 0.5 4

25226 Genome-wide alteration of histone methylation profiles associated with cognitive changes in
response to developmental arsenic exposure in mice. Toxicology Reports, 2022, 9, 393-403. 1.6 3

25227 Transcriptome Profiling Reveals Novel Radiosensitivity Predictors by Integrating Molecular Subtype
and Radiosensitivity Signature in Triple-Negative Breast Cancer. SSRN Electronic Journal, 0, , . 0.4 0

25228
Bioinformatics Analysis of Differential Gene and MicroRNA Expression in Lung Adenocarcinoma:
Genetic Effects on Patient Prognosis, as Indicated by the TCGA Database. Cancer Informatics, 2022, 21,
117693512210820.

0.9 1

25229 Differential Proteomic Analysis of Complex Mixtures by Label-Free nLC MS/MS. Methods in Molecular
Biology, 2022, 2471, 111-121. 0.4 1

25230 Relation of serum IL-32 levels and gene polymorphism rs45499297 with obesity in Mexican patients: a
laboratory and in silico analysis. Nutricion Hospitalaria, 2022, , . 0.2 0

25231 Identification of Bioactive Ingredients from Babaodan by Uplc-Qtof-Ms Analysis Combined with
Network Pharmacology Guided Bioassays. SSRN Electronic Journal, 0, , . 0.4 0

25232 Nutrigenomics in livestock: potential role in physiological regulation and practical applications.
Animal Production Science, 2022, 62, 901-912. 0.6 4

25233 Transcriptomic analysis of asymptomatic and symptomatic severe Turkish patients in SARS-CoV-2
infection. Ä°stanbul Kuzey Klinikleri, 2022, 9, 122-130. 0.1 0

25235 Molecular characterization of ethyl carbamate toxicity in Caenorhabditis elegans. Toxicology
Reports, 2022, 9, 619-627. 1.6 2



1317

Citation Report

# Article IF Citations

25236 OmicsView: Omics data analysis through interactive visual analytics. Computational and Structural
Biotechnology Journal, 2022, 20, 1277-1285. 1.9 2

25237 Computational approaches to identify biomarkers, enzymes, and pathways of hepatocellular
carcinoma. , 2022, , 21-34. 0

25238 Coordinated Regulation of Membrane Homeostasis and Drug Accumulation by Novel Kinase STK-17 in
Response to Antifungal Azole Treatment. Microbiology Spectrum, 2022, 10, e0012722. 1.2 1

25239 The Role of Intestinal Microbiota in Regulating the Metabolism of Bile Acids Is Conserved Across
Vertebrates. Frontiers in Microbiology, 2022, 13, 824611. 1.5 3

25240
Coupling suspension trappingâ€“based sample preparation and data-independent acquisition mass
spectrometry for sensitive exosomal proteomic analysis. Analytical and Bioanalytical Chemistry, 2022,
414, 2585-2595.

1.9 8

25241 Adipose Mitochondrial Complex I Deficiency Modulates Inflammation and Glucose Homeostasis in a
Sex-Dependent Manner. Endocrinology, 2022, 163, . 1.4 6

25244 Functional Genomic Analysis of Amphetamine Sensitivity in Drosophila. Frontiers in Psychiatry, 2022,
13, 831597. 1.3 1

25245 Distance correlation application to gene co-expression network analysis. BMC Bioinformatics, 2022,
23, 81. 1.2 17

25246 EZH2 noncanonically binds cMyc and p300 through a cryptic transactivation domain to mediate gene
activation and promote oncogenesis. Nature Cell Biology, 2022, 24, 384-399. 4.6 88

25247 TP53 promotes lineage commitment of human embryonic stem cells through ciliogenesis and sonic
hedgehog signaling. Cell Reports, 2022, 38, 110395. 2.9 17

25248 CHERP Regulates the Alternative Splicing of pre-mRNAs in the Nucleus. International Journal of
Molecular Sciences, 2022, 23, 2555. 1.8 2

25249 Elasnin Effectively Eradicates Daptomycin-Resistant Methicillin-Resistant Staphylococcus aureus
Biofilms. Microbiology Spectrum, 2022, 10, e0232021. 1.2 2

25250 Fine-Scale Analysis of Runs of Homozygosity Islands Affecting Fertility in Mares. Frontiers in
Veterinary Science, 2022, 9, 754028. 0.9 7

25251 Comprehensive Analysis of Potential Correlation Between Solute Carrier 1A (SLC1A) Family and Lung
Adenocarcinoma. International Journal of General Medicine, 2022, Volume 15, 2101-2117. 0.8 1

25252 Mechanism of Huoluo Xiaoling Dan in the Treatment of Psoriasis Based on Network Pharmacology and
Molecular Docking. Evidence-based Complementary and Alternative Medicine, 2022, 2022, 1-12. 0.5 1

25254
Exploring the Mechanism of Danshensu in the Treatment of Doxorubicin-Induced Cardiotoxicity Based
on Network Pharmacology and Experimental Evaluation. Frontiers in Cardiovascular Medicine, 2022,
9, 827975.

1.1 9

25255 The association between regional transcriptome profiles and lung volumes in response to mechanical
ventilation and lung injury. Respiratory Research, 2022, 23, 35. 1.4 3

25257 Ribbon boosts ribosomal protein gene expression to coordinate organ form and function. Journal of
Cell Biology, 2022, 221, . 2.3 3



1318

Citation Report

# Article IF Citations

25258 Profiling of exosomal microRNAs expression in umbilical cord blood from normal and preeclampsia
patients. BMC Pregnancy and Childbirth, 2022, 22, 124. 0.9 5

25259 Pan-cancer analysis of oncogenic role of Programmed Cell Death 2 Like (PDCD2L) and validation in
colorectal cancer. Cancer Cell International, 2022, 22, 100. 1.8 5

25260 Single-cell eQTL analysis of activated T cell subsets reveals activation and cell typeâ€“dependent effects
of disease-risk variants. Science Immunology, 2022, 7, eabm2508. 5.6 32

25261 Shed CNTNAP2 ectodomain is detectable in CSF and regulates Ca2+ homeostasis and network
synchrony via PMCA2/ATP2B2. Neuron, 2022, 110, 627-643.e9. 3.8 17

25262
Exploring the Communal Pathogenesis, Ferroptosis Mechanism, and Potential Therapeutic Targets of
Dilated Cardiomyopathy and Hypertrophic Cardiomyopathy via a Microarray Data Analysis. Frontiers in
Cardiovascular Medicine, 2022, 9, 824756.

1.1 10

25263 The Antarctic Weddell seal genome reveals evidence of selection on cardiovascular phenotype and
lipid handling. Communications Biology, 2022, 5, 140. 2.0 5

25264 C10orf99/GPR15L Regulates Proinflammatory Response of Keratinocytes and Barrier Formation of the
Skin. Frontiers in Immunology, 2022, 13, 825032. 2.2 6

25265
Host Genomeâ€“Metagenome Analyses Using Combinatorial Network Methods Reveal Key Metagenomic
and Host Genetic Features for Methane Emission and Feed Efficiency in Cattle. Frontiers in Genetics,
2022, 13, 795717.

1.1 4

25266 The lung microbiome regulates brain autoimmunity. Nature, 2022, 603, 138-144. 13.7 91

25267 HOTTIP-dependent R-loop formation regulates CTCF boundary activity and TAD integrity in leukemia.
Molecular Cell, 2022, 82, 833-851.e11. 4.5 48

25268 Zinc ions negatively regulate proapoptotic signaling in cells expressing oncogenic mutant Ras.
BioMetals, 2022, 35, 349-362. 1.8 1

25269
Downregulation of Three Immune-Specific Core Genes and the Regulatory Pathways in Children and
Adult Friedreich's Ataxia: A Comprehensive Analysis Based on Microarray. Frontiers in Neurology,
2021, 12, 816393.

1.1 0

25270 Identification of key genes associated with polycystic ovary syndrome (PCOS) and ovarian cancer
using an integrated bioinformatics analysis. Journal of Ovarian Research, 2022, 15, 30. 1.3 29

25271 SENP2 suppresses browning of white adipose tissues by de-conjugating SUMO from C/EBPÎ². Cell Reports,
2022, 38, 110408. 2.9 7

25272 Systemic inflammation and metabolic disturbances underlie inpatient mortality among ill children
with severe malnutrition. Science Advances, 2022, 8, eabj6779. 4.7 14

25273 Immunosuppression Induced by Brain-Specific HDAC6 Knockdown Improves Aging Performance in
Drosophila melanogaster. Phenomics, 0, , 1. 0.9 0

25274 Genetic reprogramming of remnant duodenum may contribute to type 2 diabetes improvement after
Roux-en-Y gastric bypass. Nutrition, 2022, 99-100, 111631. 1.1 2

25275 Long-Term Hepatitis B Virus Infection Induces Cytopathic Effects in Primary Human Hepatocytes, and
Can Be Partially Reversed by Antiviral Therapy. Microbiology Spectrum, 2022, 10, e0132821. 1.2 9



1319

Citation Report

# Article IF Citations

25276 Metabolomic and transcriptomic responses of ticks during recovery from cold shock reveal
mechanisms of survival. Journal of Experimental Biology, 2022, 225, . 0.8 10

25277 Sesquiterpene Lactones Attenuate Paclitaxel Resistance Via Inhibiting MALAT1/STAT3/ FUT4 Axis and
P-Glycoprotein Transporters in Lung Cancer Cells. Frontiers in Pharmacology, 2022, 13, 795613. 1.6 12

25278 Targeted Re-Sequencing of the 2p21 Locus Identifies Non-Syndromic Cleft Lip Only Novel Susceptibility
Gene ZFP36L2. Frontiers in Genetics, 2022, 13, 802229. 1.1 2

25279 Proteogenomic Study of the Effect of an Improved Mixed Diet of Live Preys on the Aquaculture of
Octopus vulgaris Paralarvae. Frontiers in Marine Science, 2022, 8, . 1.2 3

25280 Changes in the Mitochondrial Dynamics and Functions Together with the mRNA/miRNA Network in the
Heart Tissue Contribute to Hypoxia Adaptation in Tibetan Sheep. Animals, 2022, 12, 583. 1.0 8

25281 Comprehensive Transcriptome Profiling of NAFLD- and NASH-Induced Skeletal Muscle Dysfunction.
Frontiers in Endocrinology, 2022, 13, 851520. 1.5 2

25282
Integrating network pharmacology and experimental validation to decipher the mechanism of the
Chinese herbal prescription JieZe-1 in protecting against HSV-2 infection. Pharmaceutical Biology, 2022,
60, 451-466.

1.3 4

25283 Characterization of the Gene Repertoire and Environmentally Driven Expression Patterns in Tanner
Crab (Chionoecetes bairdi). Marine Biotechnology, 2022, 24, 216-225. 1.1 4

25285
Fibrinogen and Complement Factor H Are Promising CSF Protein Biomarkers for Parkinsonâ€™s Disease
with Cognitive Impairmentâ”€A Proteomicsâ€“ELISA-Based Study. ACS Chemical Neuroscience, 2022, 13,
1030-1045.

1.7 5

25286 Novel Molecular Networks and Regulatory MicroRNAs in Type 2 Diabetes Mellitus: Multiomics
Integration and Interactomics Study. JMIR Bioinformatics and Biotechnology, 2022, 3, e32437. 0.4 4

25287 The antiâ€•aging protein Klotho affects early postnatal myogenesis by downregulating Jmjd3 and the
canonical Wnt pathway. FASEB Journal, 2022, 36, e22192. 0.2 5

25288 Detection of tumor-specific DNA methylation markers in the blood of patients with pituitary
neuroendocrine tumors. Neuro-Oncology, 2022, 24, 1126-1139. 0.6 9

25289 The endothelial Dll4â€“muscular Notch2 axis regulates skeletal muscle mass. Nature Metabolism, 2022,
4, 180-189. 5.1 15

25290
Overexpression of c-Myc-dependent heterogeneous nuclear ribonucleoprotein A1 promotes
proliferation and inhibits apoptosis in NOTCH1-mutated chronic lymphocytic leukemia cells. Chinese
Medical Journal, 2022, Publish Ahead of Print, .

0.9 2

25291
Novel boronâ€•containing compound, halogenated boroxine, induces selective cytotoxicity through
apoptosis triggering in UTâ€•7 leukemia. Journal of Biochemical and Molecular Toxicology, 2022, 36,
e23005.

1.4 5

25292 Proteome-defined changes in cellular pathways for decidua and trophoblast tissues associated with
location and viability of early-stage pregnancy. Reproductive Biology and Endocrinology, 2022, 20, 36. 1.4 2

25294 ETV2 regulates PARP-1 binding protein to induce ER stressâ€“mediated death in tuberin-deficient cells.
Life Science Alliance, 2022, 5, e202201369. 1.3 2

25295 Genome variation in tick infestation and cryptic divergence in Tunisian indigenous sheep. BMC
Genomics, 2022, 23, 167. 1.2 1



1320

Citation Report

# Article IF Citations

25297 Dynamic Control Balancing Cell Proliferation and Inflammation is Crucial for an Effective Immune
Response to Malaria. Frontiers in Molecular Biosciences, 2021, 8, 800721. 1.6 8

25299 Missense mutation of MAL causes a rare leukodystrophy similar to Pelizaeus-Merzbacher disease.
European Journal of Human Genetics, 2022, 30, 860-864. 1.4 4

25301 Extracellular vesicles released by steatotic hepatocytes alter adipocyte metabolism. , 2022, 1, . 1

25302 Multi-Omic Analysis in a Metabolic Syndrome Porcine Model Implicates Arachidonic Acid Metabolism
Disorder as a Risk Factor for Atherosclerosis. Frontiers in Nutrition, 2022, 9, 807118. 1.6 5

25304 Novel feature selection method via kernel tensor decomposition for improved multi-omics data
analysis. BMC Medical Genomics, 2022, 15, 37. 0.7 4

25305 ADAD2 regulates heterochromatin in meiotic and post-meiotic male germ cells via translation of
MDC1. Journal of Cell Science, 2022, 135, . 1.2 5

25306 Loss of Slc38a4 imprinting is a major cause of mouse placenta hyperplasia in somatic cell nuclear
transferred embryos at late gestation. Cell Reports, 2022, 38, 110407. 2.9 15

25307 Neuronal mitochondria transport Pink1 mRNA via synaptojanin 2 to support local mitophagy. Neuron,
2022, 110, 1516-1531.e9. 3.8 55

25308 IL7R Is Correlated With Immune Cell Infiltration in the Tumor Microenvironment of Lung
Adenocarcinoma. Frontiers in Pharmacology, 2022, 13, 857289. 1.6 10

25309 Streptococcus pneumoniae and Influenza A Virus Co-Infection Induces Altered Polyubiquitination in
A549 Cells. Frontiers in Cellular and Infection Microbiology, 2022, 12, 817532. 1.8 2

25310
IL-12RB1: a novel immune prognostic biomarker for oral squamous cell carcinoma and linked to
PD-1/PD-L1 expression in the tumor immune microenvironment. Annals of Translational Medicine, 2022,
10, 144-144.

0.7 0

25311 Physiological and Molecular Characterization of an Oxidative Stress-Resistant Saccharomyces
cerevisiae Strain Obtained by Evolutionary Engineering. Frontiers in Microbiology, 2022, 13, 822864. 1.5 17

25312 N7-methylguanosine tRNA modification promotes tumorigenesis and chemoresistance through
WNT/Î²-catenin pathway in nasopharyngeal carcinoma. Oncogene, 2022, 41, 2239-2253. 2.6 44

25313 Network Pharmacology-Based Strategy to Investigate the Anti-Breast Cancer Mechanisms of
<i>Spatholobus suberectus</i> Dunn. Natural Product Communications, 2022, 17, 1934578X2210778. 0.2 1

25314 Dual Transcriptomics To Determine Gamma Interferon-Independent Host Response to Intestinal
Cryptosporidium parvum Infection. Infection and Immunity, 2022, 90, iai0063821. 1.0 5

25315 Pantao Pill Improves the Learning and Memory Abilities of APP/PS1 Mice by Multiple Mechanisms.
Frontiers in Pharmacology, 2022, 13, 729605. 1.6 0

25316 Age-Dependent Reduction in Asthmatic Pathology through Reprogramming of Postviral Inflammatory
Responses. Journal of Immunology, 2022, 208, 1467-1482. 0.4 6

25317 Activation of PDGFRA signaling contributes to filamin Câ€“related arrhythmogenic cardiomyopathy.
Science Advances, 2022, 8, eabk0052. 4.7 12



1321

Citation Report

# Article IF Citations

25318
Proteome profiling of phosphatidylinositol-5-phosphate 4-kinase type 2A and 2B knockdown cells
identify modifications in key regulators involved in cell homeostasis and genome integrity. Genome
Instability & Disease, 2022, 3, 88-107.

0.5 1

25319 Ruxolitinib inhibits IFNÎ³-stimulated SjÃ¶grenâ€™s salivary gland MSC HLA-DR expression and
chemokine-dependent T cell migration. Rheumatology, 2022, 61, 4207-4218. 0.9 5

25320 Alterations in blood proteins in the prodromal stage of bipolar II disorders. Scientific Reports, 2022,
12, 3174. 1.6 4

25321 Fetal Liverâ€“Derived Alveolar-like Macrophages: A Self-Replicating Ex Vivo Model of Alveolar
Macrophages for Functional Genetic Studies. ImmunoHorizons, 2022, 6, 156-169. 0.8 8

25322
An association of <i>CEP78</i>, <i>MEF2C</i>, <i>VPS13A</i> and <i>ARRDC3</i> genes with survivability
to heat stress in an F<sub>2</sub> chicken population. Journal of Animal Breeding and Genetics, 2022,
139, 574-582.

0.8 10

25323 Vitamin D Activates Various Gene Expressions, Including Lipid Metabolism, in C2C12 Cells. Journal of
Nutritional Science and Vitaminology, 2022, 68, 65-72. 0.2 1

25324 Ribosome profiling of porcine reproductive and respiratory syndrome virus reveals novel features of
viral gene expression. ELife, 2022, 11, . 2.8 14

25325 DrGA: cancer driver gene analysis in a simpler manner. BMC Bioinformatics, 2022, 23, 86. 1.2 1

25326 Gene architecture directs splicing outcome in separate nuclear spatial regions. Molecular Cell, 2022,
82, 1021-1034.e8. 4.5 26

25327 <scp>RNA</scp> meets toxicology: efficacy indicators from the experimental design of
<scp>RNAi</scp> studies for insect pest management. Pest Management Science, 2022, 78, 3215-3225. 1.7 10

25328
Environmental Phenol and Paraben Exposure Risks and Their Potential Influence on the Gene
Expression Involved in the Prognosis of Prostate Cancer. International Journal of Molecular
Sciences, 2022, 23, 3679.

1.8 9

25330 ADH1C inhibits progression of colorectal cancer through the ADH1C/PHGDH /PSAT1/serine metabolic
pathway. Acta Pharmacologica Sinica, 2022, 43, 2709-2722. 2.8 14

25332 Pharmacological Perturbation of Mechanical Contractility Enables Robust Transdifferentiation of
Human Fibroblasts into Neurons. Advanced Science, 2022, 9, e2104682. 5.6 7

25333 Analysis of the expression and prognosis for leukocyte immunoglobulin-like receptor subfamily B in
human liver cancer. World Journal of Surgical Oncology, 2022, 20, 92. 0.8 7

25334 Pulmonary Inflammatory Response in Lethal COVID-19 Reveals Potential Therapeutic Targets and Drugs
in Phases III/IV Clinical Trials. Frontiers in Pharmacology, 2022, 13, 833174. 1.6 6

25335 Early-Life Pb Exposure Might Exert Synapse-Toxic Effects Via Inhibiting Synapse-Associated Membrane
Protein 2 (VAMP2) Mediated by Upregulation of miR-34b. Journal of Alzheimer's Disease, 2022, 87, 619-633. 1.2 3

25337 A hotspot mutation targeting the R-RAS2 GTPase acts as a potent oncogenic driver in a wide spectrum
of tumors. Cell Reports, 2022, 38, 110522. 2.9 7

25338 PathwAX II: network-based pathway analysis with interactive visualization of network crosstalk.
Bioinformatics, 2022, 38, 2659-2660. 1.8 7



1322

Citation Report

# Article IF Citations

25339
Destabilization of Î² Cell FIT2 by saturated fatty acids alter lipid droplet numbers and contribute to ER
stress and diabetes. Proceedings of the National Academy of Sciences of the United States of America,
2022, 119, e2113074119.

3.3 15

25340 Transcriptional response of murine microglia in Alzheimerâ€™s disease and inflammation. BMC Genomics,
2022, 23, 183. 1.2 11

25341 Bioinformatics for plant and agricultural discoveries in the age of multiomics: A review and case
study of maize nodal root growth under water deficit. Physiologia Plantarum, 2022, 174, . 2.6 3

25342 Exploring the Contribution of Autophagy to the Excess-Sucrose Response in Arabidopsis thaliana.
International Journal of Molecular Sciences, 2022, 23, 3891. 1.8 2

25343 Identification of Potential Core Genes for the Rupture of Intracranial Aneurysms by a Bioinformatics
Analysis. Frontiers in Genetics, 2022, 13, 875007. 1.1 3

25345 Development of a prognostic metabolic signature in stomach adenocarcinoma. Clinical and
Translational Oncology, 2022, , 1. 1.2 3

25346
Non-Apoptotic Caspase Activity Preferentially Targets a Novel Consensus Sequence Associated With
Cytoskeletal Proteins in the Developing Auditory Brainstem. Frontiers in Cell and Developmental
Biology, 2022, 10, 844844.

1.8 0

25347 Circular RNA detection and effect of sequence homology. ACM SIGAPP Applied Computing Review: A
Publication of the Special Interest Group on Applied Computing, 2022, 22, 24-30. 0.5 0

25349 Nuclear translocation of vitellogenin in the honey bee (Apis mellifera). Apidologie, 2022, 53, 13. 0.9 11

25350 Merkel Cell Carcinoma Sensitivity to EZH2 Inhibition Is Mediated by SIX1 Derepression. Journal of
Investigative Dermatology, 2022, 142, 2783-2792.e15. 0.3 10

25351 Systematic Survey of the Regulatory Networks of the Long Noncoding RNA BANCR in Cervical Cancer
Cells. Journal of Proteome Research, 2022, 21, 1137-1152. 1.8 5

25352
Exploration of the Immuno-Inflammatory Potential Targets of Xinfeng Capsule in Patients with
Ankylosing Spondylitis Based on Data Mining, Network Pharmacology, and Molecular Docking.
Evidence-based Complementary and Alternative Medicine, 2022, 2022, 1-10.

0.5 6

25354 A Novel Allosteric Inhibitor Targets PLK1 in Triple Negative Breast Cancer Cells. Biomolecules, 2022, 12,
531. 1.8 3

25355 Combined Analysis of RRBS DNA Methylome and Transcriptome Reveal Novel Candidate Genes Related
to Porcine Clostridium perfringens Type C-Induced Diarrhea. Frontiers in Genetics, 2022, 13, 803477. 1.1 0

25358 Slc6a20a Heterozygous and Homozygous Mutant Mice Display Differential Behavioral and
Transcriptomic Changes. Frontiers in Molecular Neuroscience, 2022, 15, 857820. 1.4 1

25359 Genome-wide maps of nucleolus interactions reveal distinct layers of repressive chromatin domains.
Nature Communications, 2022, 13, 1483. 5.8 32

25360
Comprehensive Analyses of Bone and Cartilage Transcriptomes Evince Ion Transport, Inflammation and
Cartilage Development-Related Genes Involved in Chickensâ€™ Femoral Head Separation. Animals, 2022, 12,
788.

1.0 1

25361 RNA sequencing analysis of hepatocellular carcinoma identified oxidative phosphorylation as a major
pathologic feature. Hepatology Communications, 2022, 6, 2170-2181. 2.0 9



1323

Citation Report

# Article IF Citations

25362 Diagnostic Value, Prognostic Value, and Immune Infiltration of LOX Family Members in Liver Cancer:
Bioinformatic Analysis. Frontiers in Oncology, 2022, 12, 843880. 1.3 12

25363 Blood-Based miRNA Biomarkers as Correlates of Brain-Based miRNA Expression. Frontiers in Molecular
Neuroscience, 2022, 15, 817290. 1.4 11

25364 The transcription factor HLH-26 controls probiotic-mediated protection against intestinal infection
through up-regulation of the Wnt/BAR-1 pathway. PLoS Biology, 2022, 20, e3001581. 2.6 7

25365 A Link Between Mitochondrial Dysfunction and the Immune Microenvironment of Salivary Glands in
Primary Sjogrenâ€™s Syndrome. Frontiers in Immunology, 2022, 13, 845209. 2.2 23

25366 The aryl hydrocarbon receptor contributes to tissue adaptation of intestinal eosinophils in mice.
Journal of Experimental Medicine, 2022, 219, . 4.2 22

25367
Nicotinamide (niacin) supplement increases lipid metabolism and ROSâ€•induced energy disruption in
tripleâ€•negative breast cancer: potential for drug repositioning as an antiâ€•tumor agent. Molecular
Oncology, 2022, 16, 1795-1815.

2.1 10

25368 Mitigation of Gastric Damage Using Cinnamomum cassia Extract: Network Pharmacological Analysis
of Active Compounds and Protection Effects in Rats. Plants, 2022, 11, 716. 1.6 13

25369
CSF-1 maintains pathogenic but not homeostatic myeloid cells in the central nervous system during
autoimmune neuroinflammation. Proceedings of the National Academy of Sciences of the United
States of America, 2022, 119, e2111804119.

3.3 10

25370 The functional insight into the genetics of cardiovascular disease: results from the post-GWAS study.
Vavilovskii Zhurnal Genetiki I Selektsii, 2022, 26, 65-73. 0.4 1

25371 ZFP541 maintains the repression of pre-pachytene transcriptional programs and promotes male meiosis
progression. Cell Reports, 2022, 38, 110540. 2.9 11

25372 Comparative Study of Classification Algorithms for Various DNA Microarray Data. Genes, 2022, 13, 494. 1.0 7

25373 Oxidative Stress in Intervertebral Disc Degeneration: New Insights from Bioinformatic Strategies.
Oxidative Medicine and Cellular Longevity, 2022, 2022, 1-27. 1.9 6

25374 <i>Anopheles gambiae</i> strain (Ag55) cultured cells originated from <i>Anopheles coluzzii</i> and
are phagocytic with hemocyteâ€•like gene expression. Insect Science, 2022, , . 1.5 2

25375 Quantitative Volumetric CT Analysis of COVID-19 Pneumonia and Correlation with
Neutrophillymphocyte Ratio. Bagcilar Medical Bulletin, 2022, 7, 56-62. 0.0 0

25376 A comprehensive temporal patterning gene network in Drosophila medulla neuroblasts revealed by
single-cell RNA sequencing. Nature Communications, 2022, 13, 1247. 5.8 30

25377 Salt stress alters membrane lipid content and lipid biosynthesis pathways in the plasma membrane and
tonoplast. Plant Physiology, 2022, 189, 805-826. 2.3 25

25378 Overexpressing PLOD Family Genes Predict Poor Prognosis in Pancreatic Cancer. International Journal
of General Medicine, 2022, Volume 15, 3077-3096. 0.8 9

25380 Network Theoretical Approach to Explore Factors Affecting Signal Propagation and Stability in
Dementiaâ€™s Protein-Protein Interaction Network. Biomolecules, 2022, 12, 451. 1.8 11



1324

Citation Report

# Article IF Citations

25381 Sequencing Reveals Population Structure and Selection Signatures for Reproductive Traits in Yunnan
Semi-Fine Wool Sheep (Ovis aries). Frontiers in Genetics, 2022, 13, 812753. 1.1 5

25382 SNRPD1/E/F/G Serve as Potential Prognostic Biomarkers in Lung Adenocarcinoma. Frontiers in Genetics,
2022, 13, 813285. 1.1 5

25383 Transcriptomic Profiling of Circular RNAs in the Goat Rumen During Fetal and Prepubertal Period.
Frontiers in Physiology, 2022, 13, 858991. 1.3 2

25384 Tumorigenic circulating tumor cells from xenograft mouse models of non-metastatic NSCLC patients
reveal distinct single cell heterogeneity and drug responses. Molecular Cancer, 2022, 21, 73. 7.9 16

25386 Upregulation of Yin-Yang-1 Associates with Proliferation and Glutamine Metabolism in Esophageal
Carcinoma. International Journal of Genomics, 2022, 2022, 1-27. 0.8 1

25387 Systematic Characterization of the Clinical Relevance of KPNA4 in Pancreatic Ductal Adenocarcinoma.
Frontiers in Oncology, 2022, 12, 834728. 1.3 0

25388 Subcellular progression of mesenchymal transition identified by two discrete synchronous cell lines
derived from the same glioblastoma. Cellular and Molecular Life Sciences, 2022, 79, 181. 2.4 1

25390 Cerebrospinal fluid of progressive multiple sclerosis patients reduces differentiation and immune
functions of oligodendrocyte progenitor cells. Glia, 2022, 70, 1191-1209. 2.5 17

25391 Summarizing internal dynamics boosts differential analysis and functional interpretation of super
enhancers. Nucleic Acids Research, 2022, 50, 3115-3127. 6.5 4

25393 Potential Therapeutic Targets of Rehmannia Formulations on Diabetic Nephropathy: A Comparative
Network Pharmacology Analysis. Frontiers in Pharmacology, 2022, 13, 794139. 1.6 8

25394 Genomic patterns of homozygosity and inbreeding depression in Murciano-Granadina goats. Journal
of Animal Science and Biotechnology, 2022, 13, 35. 2.1 5

25395 A novel high throughput screen to identify candidate molecular networks that regulate
spermatogenic stem cell functions. Biology of Reproduction, 2022, 106, 1175-1190. 1.2 4

25397 Identification of Prostate Cancer Risk Genetics Biomarkers Based on Intergraded Bioinformatics
Analysis. Frontiers in Surgery, 2022, 9, 856446. 0.6 3

25398
Comparative Transcriptome Analysis between Two Potato Cultivars in Tuber Induction to Reveal
Associated Genes with Anthocyanin Accumulation. International Journal of Molecular Sciences, 2022,
23, 3681.

1.8 7

25399 Identification of Down-Regulated ADH1C is Associated With Poor Prognosis in Colorectal Cancer
Using Bioinformatics Analysis. Frontiers in Molecular Biosciences, 2022, 9, 791249. 1.6 8

25401 Blocking UBE2N abrogates oncogenic immune signaling in acute myeloid leukemia. Science
Translational Medicine, 2022, 14, eabb7695. 5.8 13

25404 Cytosolic Sensing of Intracellular <i>Staphylococcus aureus</i> by Mast Cells Elicits a Type I IFN
Response That Enhances Cell-Autonomous Immunity. Journal of Immunology, 2022, 208, 1675-1685. 0.4 3

25405 Transcriptome and metabolome analyses revealed that narrowband 280 and 310Â nm UV-B induce
distinctive responses in Arabidopsis. Scientific Reports, 2022, 12, 4319. 1.6 2



1325

Citation Report

# Article IF Citations

25406
Identification and New Indication of Melanin-Concentrating Hormone Receptor 1 (MCHR1) Antagonist
Derived from Machine Learning and Transcriptome-Based Drug Repositioning Approaches.
International Journal of Molecular Sciences, 2022, 23, 3807.

1.8 4

25407 An evaluation of maternal serum dynamic thiol-disulfide homeostasis and ischemia modified albumin
changes in pregnant women with COVID-19. TâˆšÂºrk Jinekoloji Ve Obstetrik Dernei Dergisi, 2022, 19, 21-27. 0.3 4

25408 Checkpoint protein expression in the tumor microenvironment defines the outcome of classical
Hodgkin lymphoma patients. Blood Advances, 2022, 6, 1919-1931. 2.5 7

25409 Data mining of bulk and single-cell RNA sequencing introduces OBI1-AS1 as an astrocyte marker with
possible role in glioma recurrence and progression. Clinical Epigenetics, 2022, 14, 35. 1.8 5

25410 Changes in the liver transcriptome and physiological parameters of Japanese Black steers during the
fattening period. Scientific Reports, 2022, 12, 4029. 1.6 7

25411 Gypenoside L and Gypenoside LI Inhibit Proliferation in Renal Cell Carcinoma via Regulation of the
MAPK and Arachidonic Acid Metabolism Pathways. Frontiers in Pharmacology, 2022, 13, 820639. 1.6 1

25412 Sorting and packaging of RNA into extracellular vesicles shape intracellular transcript levels. BMC
Biology, 2022, 20, 72. 1.7 33

25413 Study on the Mechanism of Astragalus Polysaccharide in Treating Pulmonary Fibrosis Based on
â€œDrug-Target-Pathwayâ€• Network. Frontiers in Pharmacology, 2022, 13, 865065. 1.6 13

25414 Integrative analysis of DNA methylation and gene expression reveals key molecular signatures in acute
myocardial infarction. Clinical Epigenetics, 2022, 14, 46. 1.8 13

25415 Proteomic Analysis of Methylglyoxal Modifications Reveals Susceptibility of Glycolytic Enzymes to
Dicarbonyl Stress. International Journal of Molecular Sciences, 2022, 23, 3689. 1.8 12

25416 Genomic signatures for latitudinal selection in the tropical eel <i>Anguilla marmorata</i>. Journal of
Evolutionary Biology, 2022, 35, 763-771. 0.8 1

25417
An advanced network pharmacology study to explore the novel molecular mechanism of Compound
Kushen Injection for treating hepatocellular carcinoma by bioinformatics and experimental
verification. BMC Complementary Medicine and Therapies, 2022, 22, 54.

1.2 3

25418 Identification of Key microRNAs and Genes in Infantile Hemangiomas. Frontiers in Genetics, 2022, 13,
766561. 1.1 1

25419
Uncovering the Neuroprotective Effect of Hedysarum multijugum Maxim-Chuanxiong Rhizoma
Compound on Cerebral Infarction through Quantitative Proteomics. Evidence-based Complementary
and Alternative Medicine, 2022, 2022, 1-13.

0.5 0

25420 LDHA Desuccinylase Sirtuin 5 as A Novel Cancer Metastatic Stimulator in Aggressive Prostate Cancer.
Genomics, Proteomics and Bioinformatics, 2023, 21, 177-189. 3.0 16

25421
Activation of cryptic xylose metabolism by a transcriptional activator Znf1 boosts up xylitol
production in the engineered Saccharomyces cerevisiae lacking xylose suppressor BUD21 gene.
Microbial Cell Factories, 2022, 21, 32.

1.9 3

25422 Screening the Significant Hub Genes by Comparing Tumor Cells, Normoxic and Hypoxic Glioblastoma
Stem-like Cell Lines Using Co-Expression Analysis in Glioblastoma. Genes, 2022, 13, 518. 1.0 4

25423 Zebrafish as a Vertebrate Model for Studying Nodavirus Infections. Frontiers in Immunology, 2022, 13,
863096. 2.2 5



1326

Citation Report

# Article IF Citations

25424
AMPA receptor and RNA processing gene dysregulation are early determinants of selective motor
neuron vulnerability in a mouse model of amyotrophic lateral sclerosis. Brain Communications, 2022,
4, fcac081.

1.5 1

25425
Genome-wide analysis of AAAG and ACGT <i>cis-</i>elements in <i>Arabidopsis thaliana</i> reveals
their involvement with genes downregulated under jasmonic acid response in an orientation
independent manner. G3: Genes, Genomes, Genetics, 2022, , .

0.8 0

25426 Genome-Wide Association Studies and Haplotype-Sharing Analysis Targeting the Egg Production Traits
in Shaoxing Duck. Frontiers in Genetics, 2022, 13, 828884. 1.1 1

25427
The Involvement of Long Non-coding RNA and Messenger RNA Based Molecular Networks and Pathways
in the Subacute Phase of Traumatic Brain Injury in Adult Mice. Frontiers in Neuroinformatics, 2022, 16,
794342.

1.3 3

25428
Identification of a five-gene signature deriving from the vacuolar ATPase (V-ATPase) sub-classifies
gliomas and decides prognoses and immune microenvironment alterations. Cell Cycle, 2022, 21,
1294-1315.

1.3 5

25429 Spatial transcriptomic profiles of mouse uterine microenvironments at pregnancy day 7.5. Biology of
Reproduction, 2022, 107, 529-545. 1.2 10

25430 Integrin Î±6A (ITGA6A)-type Splice Variant in Extracellular Vesicles Has a Potential as a Novel Marker of
the Early Recurrence of Pancreatic Cancer. Anticancer Research, 2022, 42, 1763-1775. 0.5 6

25431
The profile of expression of the scaffold protein SG2NA(s) differs between cancer types and its
interactome in normal vis-a-vis breast tumor tissues suggests its wide roles in regulating multiple
cellular pathways. Molecular and Cellular Biochemistry, 2022, 477, 1653-1668.

1.4 3

25433 RACK1 Associates with RNA-Binding Proteins Vigilin and SERBP1 to Facilitate Dengue Virus Replication.
Journal of Virology, 2022, , e0196221. 1.5 13

25434 Tissue-Specific Methylation Biosignatures for Monitoring Diseases: An In Silico Approach.
International Journal of Molecular Sciences, 2022, 23, 2959. 1.8 6

25435 Curcumin Prevents the Glycation of Tricarboxylic Acid Cycle and Cell Respiration Proteins in the
Heart of Mice Fed with a High-Fructose Diet. Current Pharmaceutical Design, 2022, 28, . 0.9 2

25436 Analyzing Prognostic Hub Genes in the Microenvironment of Cutaneous Melanoma by Computer
Integrated Bioinformatics. Computational Intelligence and Neuroscience, 2022, 2022, 1-14. 1.1 0

25437 6-Methoxyflavone induces S-phase arrest through the CCNA2/CDK2/p21CIP1 signaling pathway in HeLa
cells. Bioengineered, 2022, 13, 7277-7292. 1.4 1

25438 Whole-Genome Analyses Reveal Genomic Characteristics and Selection Signatures of Lincang Humped
Cattle at the Chinaâ€“Myanmar Border. Frontiers in Genetics, 2022, 13, 833503. 1.1 5

25439 Tanshinone Ameliorates Glucocorticoid-Induced Bone Loss via Activation of AKT1 Signaling Pathway.
Frontiers in Cell and Developmental Biology, 2022, 10, 878433. 1.8 7

25440 The Shared Mechanism and Candidate Drugs of Multiple Sclerosis and SjÃ¶grenâ€™s Syndrome Analyzed by
Bioinformatics Based on GWAS and Transcriptome Data. Frontiers in Immunology, 2022, 13, 857014. 2.2 8

25442
Analysis of lung cancer-related genetic changes in long-term and low-dose polyhexamethylene
guanidine phosphate (PHMG-p) treated human pulmonary alveolar epithelial cells. BMC Pharmacology
&amp; Toxicology, 2022, 23, 19.

1.0 4

25443 Reduced ech-6 expression attenuates fat-induced lifespan shortening in C. elegans. Scientific Reports,
2022, 12, 3350. 1.6 4



1327

Citation Report

# Article IF Citations

25444
The early embryonic transcriptome of a Hawaiian <i>Drosophila</i> pictureâ€•wing fly shows evidence of
altered gene expression and novel gene evolution. Journal of Experimental Zoology Part B: Molecular
and Developmental Evolution, 2022, 338, 277-291.

0.6 0

25445 E2F4 may be a core transcription factor in the lncRNAâ€•TF regulatory network in cervical cancer.
Journal of Clinical Laboratory Analysis, 2022, 36, e24322. 0.9 2

25446 Signal transducer and activator of transcription family is a prognostic marker associated with
immune infiltration in endometrial cancer. Journal of Clinical Laboratory Analysis, 2022, 36, e24315. 0.9 6

25447
Spineâ€‘specific downregulation of LAPTM5 expression promotes the progression and spinal metastasis
of estrogen receptorâ€‘positive breast cancer by activating glutamineâ€‘dependent mTOR signaling.
International Journal of Oncology, 2022, 60, .

1.4 4

25449 Loss of TAF8 causes TFIID dysfunction and p53-mediated apoptotic neuronal cell death. Cell Death and
Differentiation, 2022, 29, 1013-1027. 5.0 6

25450 Microarray analysis of breast cancer gene expression profiling in response to 2-deoxyglucose,
metformin, and glucose starvation. Cancer Cell International, 2022, 22, 123. 1.8 3

25451 Molecular Modeling is an Enabling Approach to Complement and Enhance Channelopathy Research. ,
2022, 12, 3141-3166. 0

25452 Systematic Analysis of the Expression Profile and Prognostic Significance of the IGF2BP Family in Lung
Adenocarcinoma. Current Cancer Drug Targets, 2022, 22, 340-350. 0.8 6

25453 Oviducal gland transcriptomics of <i>Octopus maya</i> through physiological stages and the
negative effects of temperature on fertilization. PeerJ, 2022, 10, e12895. 0.9 2

25454 <scp>mRNA</scp> sequencing analysis and growth inhibitory effects of palbociclib on cell lines from
canine histiocytic proliferative disorders. Veterinary and Comparative Oncology, 2022, 20, 587-601. 0.8 1

25456 Monocarboxylate Transporters Are Involved in Extracellular Matrix Remodelling in Pancreatic
Ductal Adenocarcinoma. Cancers, 2022, 14, 1298. 1.7 2

25459 Comparative toxicity study of waterborne two booster biocides (CuPT and ZnPT) on embryonic
flounder (Paralichthys olivaceus). Ecotoxicology and Environmental Safety, 2022, 233, 113337. 2.9 7

25461
Hyperphosphorylated Human Tau Accumulates at the Synapse, Localizing on Synaptic Mitochondrial
Outer Membranes and Disrupting Respiration in a Mouse Model of Tauopathy. Frontiers in Molecular
Neuroscience, 2022, 15, 852368.

1.4 10

25462 Transcriptomic Biomarker Signatures for Discrimination of Oral Cancer Surgical Margins.
Biomolecules, 2022, 12, 464. 1.8 6

25463 Mycobacterium tuberculosis Affects Protein and Lipid Content of Circulating Exosomes in Infected
Patients Depending on Tuberculosis Disease State. Biomedicines, 2022, 10, 783. 1.4 10

25464 miR-873 and miR-105-2 May Affect the Tumour Microenvironment and are Potential Biomarkers for Lung
Adenocarcinoma. International Journal of General Medicine, 2022, Volume 15, 3433-3445. 0.8 4

25465
Inhibitory effects of temozolomide on glioma cells is sensitized by RSL3-induced ferroptosis but
negatively correlated with expression of ferritin heavy chain 1 and ferritin light chain. Laboratory
Investigation, 2022, 102, 741-752.

1.7 8

25466 Cell cycle arrest is an important mechanism of action of compound Kushen injection in the prevention
of colorectal cancer. Scientific Reports, 2022, 12, 4384. 1.6 9



1328

Citation Report

# Article IF Citations

25467 Coronavirus Host Genetics South Africa (COHG-SA) databaseâ€”a variant database for gene regions
associated with SARS-CoV-2 outcomes. European Journal of Human Genetics, 2022, 30, 880-888. 1.4 6

25468 Host-microbiome protein-protein interactions capture disease-relevant pathways. Genome Biology,
2022, 23, 72. 3.8 10

25469 Association of Circulating Cathepsin B Levels With Blood Pressure and Aortic Dilation. Frontiers in
Cardiovascular Medicine, 2022, 9, 762468. 1.1 7

25470 Gene expression study in monocytes: evidence of inflammatory dysregulation in early-onset
obsessive-compulsive disorder. Translational Psychiatry, 2022, 12, 134. 2.4 1

25471 Autophagy-Related Genes Predict the Progression of Periodontitis Through the ceRNA Network.
Journal of Inflammation Research, 2022, Volume 15, 1811-1824. 1.6 16

25472 RhoA/ROCK signaling antagonizes bovine trophoblast stem cell self-renewal and regulates
preimplantation embryo size and differentiation. Development (Cambridge), 2022, 149, . 1.2 4

25473 Revealing key lncRNAs in cytogenetically normal acute myeloid leukemia by reconstruction of the
lncRNAâ€“miRNAâ€“mRNA network. Scientific Reports, 2022, 12, 4973. 1.6 3

25474 Cell cycle regulation: p53-p21-RB signaling. Cell Death and Differentiation, 2022, 29, 946-960. 5.0 293

25475 Pericyte Loss Leads to Capillary Stalling Through Increased Leukocyte-Endothelial Cell Interaction in
the Brain. Frontiers in Cellular Neuroscience, 2022, 16, 848764. 1.8 15

25476 Clinical significance of mitogen-activated protein kinase kinase kinases in hepatitis B virus -related
hepatocellular carcinoma and underlying mechanism exploration. Bioengineered, 2022, 13, 6819-6838. 1.4 0

25478 Long noncoding RNA signatures involved in the genomic instability of papillary thyroid carcinoma.
International Journal of Transgender Health, 2022, 15, 358-370. 1.1 0

25479 Gene Expression over Time during Cell Transformation Due to Non-Genotoxic Carcinogen Treatment
of Bhas 42 Cells. International Journal of Molecular Sciences, 2022, 23, 3216. 1.8 9

25480 Rora Regulates Neutrophil Migration and Activation in Zebrafish. Frontiers in Immunology, 2022, 13,
756034. 2.2 5

25482 Waterâ€•soluble dietary fiber alleviates cancerâ€•induced muscle wasting through changes in gut
microenvironment in mice. Cancer Science, 2022, 113, 1789-1800. 1.7 18

25484 Transcriptional coactivator PGC-1Î± contributes to decidualization by forming a histone-modifying
complex with C/EBPÎ² and p300. Journal of Biological Chemistry, 2022, , 101874. 1.6 4

25485 Telomerase RNA TERC and the PI3K-AKT pathway form a positive feedback loop to regulate cell
proliferation independent of telomerase activity. Nucleic Acids Research, 2022, 50, 3764-3776. 6.5 10

25486 An investigation of 6-Shogaol effects on MCF7 cell lines through a systems biology approach. Egyptian
Journal of Medical Human Genetics, 2022, 23, . 0.5 3

25487 Three-dimensional feature matching improves coverage for single-cell proteomics based on ion
mobility filtering. Cell Systems, 2022, 13, 426-434.e4. 2.9 49



1329

Citation Report

# Article IF Citations

25488 KDM5-mediated redistribution of H3K4me3 is required for oocyte-to-embryonic transition in cattle.
Biology of Reproduction, 2022, , . 1.2 1

25489
A prognostic model based on 10 gene signatures associated with intestinal microbiota predicts
survival prognosis of esophageal squamous cell adenocarcinoma. International Journal of
Transgender Health, 2022, 15, 302-313.

1.1 0

25491 Exploring Genomic Variations in Nematode-Resistant Mutant Rice Lines. Frontiers in Plant Science,
2022, 13, 823372. 1.7 2

25492 MiR-141-3p Expression Profiling in MPP Treated Differentiated SH-SY5Y Cells: A Model of Parkinsonâ€™s
Disease. Neurochemical Journal, 2022, 16, 92-98. 0.2 0

25494
Mechanical Stimulation Protects Against Chondrocyte Pyroptosis Through Irisin-Induced Suppression
of PI3K/Akt/NF-ÎºB Signal Pathway in Osteoarthritis. Frontiers in Cell and Developmental Biology, 2022,
10, 797855.

1.8 32

25495 Improved Precision-Cut Liver Slice Cultures for Testing Drug-Induced Liver Fibrosis. Frontiers in
Medicine, 2022, 9, 862185. 1.2 4

25496 Potential Blood DNA Methylation Biomarker Genes for Diagnosis of Liver Fibrosis in Patients With
Biopsy-Proven Non-alcoholic Fatty Liver Disease. Frontiers in Medicine, 2022, 9, 864570. 1.2 5

25497 BTG2 as a tumor target for the treatment of luminalÂ A breast cancer. Experimental and Therapeutic
Medicine, 2022, 23, 339. 0.8 3

25498 Differential vulnerability of adult neurogenic niches to dosage of the neurodevelopmental-disorder
linked gene Foxg1. Molecular Psychiatry, 2023, 28, 497-514. 4.1 6

25499 SARS-CoV-2 3CLpro whole human proteome cleavage prediction and enrichment/depletion analysis.
Computational Biology and Chemistry, 2022, 98, 107671. 1.1 5

25500 A network pharmacologyâ€•based study of the potential targets and mechanisms of action of Qibao
Meiran Dan in delaying skin aging. Journal of Cosmetic Dermatology, 2022, , . 0.8 0

25502 Potential Biomarkers and the Molecular Mechanism Associated With DLL4 During Renal Cell
Carcinoma Progression. American Journal of the Medical Sciences, 2022, , . 0.4 1

25504 DFNA5 regulates immune cells infiltration and exhaustion. Cancer Cell International, 2022, 22, 107. 1.8 13

25505
Differential expression of genes in C. elegans reveals transcriptional responses to indirect-acting
xenobiotic compounds and insensitivity to 2,3,7,8-tetrachlorodibenzodioxin. Ecotoxicology and
Environmental Safety, 2022, 233, 113344.

2.9 5

25506 UPF1 Inhibits Hepatocellular Carcinoma Growth through DUSP1/p53 Signal Pathway. Biomedicines,
2022, 10, 793. 1.4 4

25507
Comprehensive analyses of prognostic biomarkers and immune infiltrates among histone lysine
demethylases (KDMs) in hepatocellular carcinoma. Cancer Immunology, Immunotherapy, 2022, 71,
2449-2467.

2.0 8

25510 Improving the repopulation capacity of elderly human hepatocytes by decoding agingâ€•associated
hepatocyte plasticity. Hepatology, 2022, 76, 1030-1045. 3.6 3

25511 Predicted mouse interactome and network-based interpretation of differentially expressed genes.
PLoS ONE, 2022, 17, e0264174. 1.1 0



1330

Citation Report

# Article IF Citations

25512 Genetic loci and metabolic states associated with murine epigenetic aging. ELife, 2022, 11, . 2.8 26

25514 CDKN2C expression in adipose tissue is reduced in type II diabetes and central obesity: impact on
adipocyte differentiation and lipid storage?. Translational Research, 2022, 242, 105-121. 2.2 10

25515
Peptide identification of hepatocyte growth-promoting factor and its function in cytoprotection and
promotion of liver cell proliferation through the JAK2/STAT3/c-MYC pathway. European Journal of
Pharmacology, 2022, 920, 174832.

1.7 3

25516 Analysis of ceRNA crosstalk in eosinophilic chronic rhinosinusitis with nasal polyps. International
Forum of Allergy and Rhinology, 2022, , . 1.5 3

25517
Modulation of RNA stability regulates gene expression in two opposite ways: through buffering of
RNA levels upon global perturbations and by supporting adapted differential expression. Nucleic Acids
Research, 2022, 50, 4372-4388.

6.5 5

25518 Global proteomic analysis of preâ€•implantational ovine embryos produced <i>inâ€•vitro</i>. Reproduction
in Domestic Animals, 2022, , . 0.6 3

25519 Development and Validation of Ferroptosis- and Immune-Related lncRNAs Signatures for Breast
Infiltrating Duct and Lobular Carcinoma. Frontiers in Oncology, 2022, 12, 844642. 1.3 4

25520 Proteomic profiling of postmortem prefrontal cortex tissue of suicide completers. Translational
Psychiatry, 2022, 12, 142. 2.4 3

25521 In silico analysis highlighting the prevalence of BCL2L1 gene and its correlation to miRNA in human
coronavirus (HCoV) genetic makeup. Infection, Genetics and Evolution, 2022, 99, 105260. 1.0 5

25523 A review on methods for predicting miRNAâ€“mRNA regulatory modules. Journal of Integrative
Bioinformatics, 2022, 19, . 1.0 5

25524 Comprehensive proteomic profiling of plasma and serum phosphatidylserine-positive extracellular
vesicles reveals tissue-specific proteins. IScience, 2022, 25, 104012. 1.9 24

25525 Biological Effects of Transforming Growth Factor Beta in Human Cholangiocytes. Biology, 2022, 11,
566. 1.3 1

25526 Bioinformatic Analysis Reveals Hub Immune-Related Genes of Diabetic Foot Ulcers. Frontiers in
Surgery, 2022, 9, 878965. 0.6 8

25527 PRC1 and RACGAP1 are Diagnostic Biomarkers of Early HCC and PRC1 Drives Self-Renewal of Liver
Cancer Stem Cells. Frontiers in Cell and Developmental Biology, 2022, 10, 864051. 1.8 6

25528 FGF21 modulates mitochondrial stress response in cardiomyocytes only under mild mitochondrial
dysfunction. Science Advances, 2022, 8, eabn7105. 4.7 23

25529 Label-Free Profiling of up to 200 Single-Cell Proteomes per Day Using a Dual-Column Nanoflow Liquid
Chromatography Platform. Analytical Chemistry, 2022, 94, 6017-6025. 3.2 39

25530 The neuropeptide Substance P facilitates the transition from an inflammatory to proliferation
phaseâ€•associated responses in dermal fibroblasts. Experimental Dermatology, 2022, , . 1.4 1

25531 Foamy macrophages potentially inhibit tuberculous wound healing by inhibiting the <scp>TLRs</scp> /
<scp>NFâ€•ÎºB</scp> signalling pathway. Wound Repair and Regeneration, 2022, , . 1.5 1



1331

Citation Report

# Article IF Citations

25532 Characterization of differential gene expression of broiler chicken to thermal stress in discrete
developmental stages. Animal Cells and Systems, 2022, 26, 62-69. 0.8 2

25533 SHORT-ROOT Controls Cell Elongation in the Etiolated Arabidopsis Hypocotyl. Molecules and Cells,
2022, 45, 243-256. 1.0 13

25534
m6A-mediated modulation coupled with transcriptional regulation shapes long noncoding RNA
repertoire of the cGAS-STING signaling. Computational and Structural Biotechnology Journal, 2022,
20, 1785-1797.

1.9 3

25535 Transcriptional states and chromatin accessibility during bovine myoblasts proliferation and
myogenic differentiation. Cell Proliferation, 2022, 55, e13219. 2.4 8

25537 Application of OpenArray RT-qPCR for identification of microRNA expression signatures of lower
extremity artery disease. Journal of Applied Genetics, 2022, 63, 497-512. 1.0 1

25538 Transcriptome analysis of blastoderms exposed to prolonged egg storage and short periods of
incubation during egg storage. BMC Genomics, 2022, 23, 262. 1.2 4

25539 Identification of key candidate genes and biological pathways in the synovial tissue of patients with
rheumatoid arthritis. Experimental and Therapeutic Medicine, 2022, 23, 368. 0.8 5

25540 Methylglyoxal Impairs Sister Chromatid Separation in Lymphocytes. International Journal of
Molecular Sciences, 2022, 23, 4139. 1.8 2

25541 Phosphoproteomic analysis of thrombin- and p38 MAPK-regulated signaling networks in endothelial
cells. Journal of Biological Chemistry, 2022, 298, 101801. 1.6 8

25542 Analysis of the miRNA expression profile involved in the tomato spotted wilt orthotospovirusâ€“pepper
interaction. Virus Research, 2022, 312, 198710. 1.1 5

25543 Analysis of the Mechanism of RAD18 in Glioma. NeuroImmunoModulation, 2022, 29, 327-337. 0.9 1

25544 A scRNA-seq Approach to Identifying Changes in Spermatogonial Stem Cell Gene Expression Following
in vitro Culture. Frontiers in Cell and Developmental Biology, 2022, 10, 782996. 1.8 2

25545
Comprehensive Analysis on Prognosis and Immune Infiltration of Lysyl Oxidase Family Members in
Pancreatic Adenocarcinoma With Experimental Verification. Frontiers in Molecular Biosciences, 2022,
9, 778857.

1.6 2

25546 Transcriptomic profile of <i>longissimus thoracis</i> associated with fatty acid content in Nellore
beef cattle. Animal Genetics, 2022, 53, 264-280. 0.6 1

25547
A systems biology study unveils the association between a melatonin biosynthesis gene, O-methyl
transferase 1 (OMT1) and wheat (Triticum aestivum L.) combined drought and salinity stress tolerance.
Planta, 2022, 255, 99.

1.6 9

25548 Narciclasine suppresses esophageal cancer cell proliferation and migration by inhibiting the FAK
signaling pathway. European Journal of Pharmacology, 2022, 921, 174669. 1.7 9

25549 Functional Protein Composition in Femoral Glands of Sand Lizards (Lacerta agilis). Molecules, 2022,
27, 2371. 1.7 5

25550
Transcriptome Architecture of Osteoblastic Cells Infected With Staphylococcus aureus Reveals
Strong Inflammatory Responses and Signatures of Metabolic and Epigenetic Dysregulation. Frontiers
in Cellular and Infection Microbiology, 2022, 12, 854242.

1.8 7



1332

Citation Report

# Article IF Citations

25551 Linking erythropoietin to Treg-dependent allograft survival through myeloid cells. JCI Insight, 2022, 7,
. 2.3 3

25552 Mechanical control of innate immune responses against viral infection revealed in a human lung
alveolus chip. Nature Communications, 2022, 13, 1928. 5.8 53

25553 Precision Glycoproteomics Reveals Distinctive N-Glycosylation in Human Spermatozoa. Molecular and
Cellular Proteomics, 2022, 21, 100214. 2.5 14

25554 Melanoma-Secreted Amyloid Beta Suppresses Neuroinflammation and Promotes Brain Metastasis.
Cancer Discovery, 2022, 12, 1314-1335. 7.7 31

25555 Identification of Potential Key Genes in Prostate Cancer with Gene Expression, Pivotal Pathways and
Regulatory Networks Analysis Using Integrated Bioinformatics Methods. Genes, 2022, 13, 655. 1.0 10

25556 A network pharmacology technique used to investigate the potential mechanism of Ligustilide's effect
on atherosclerosis. Journal of Food Biochemistry, 2022, 46, e14146. 1.2 2

25557 Integrative Single-Cell RNA-Seq and ATAC-Seq Analysis of Mesenchymal Stem/Stromal Cells Derived
from Human Placenta. Frontiers in Cell and Developmental Biology, 2022, 10, 836887. 1.8 4

25558 RBM20 phosphorylation and its role in nucleocytoplasmic transport and cardiac pathogenesis. FASEB
Journal, 2022, 36, e22302. 0.2 10

25559 Trophectoderm Transcriptome Analysis in LIN28 Knockdown Ovine Conceptuses Suggests Diverse
Roles of the LIN28-let-7 Axis in Placental and Fetal Development. Cells, 2022, 11, 1234. 1.8 2

25560 Pancreatic ductal adenocarcinoma cells employ integrin Î±6Î²4 to form hemidesmosomes and regulate
cell proliferation. Matrix Biology, 2022, 110, 16-39. 1.5 5

25561 HEXOKINASE1 forms a nuclear complex with the PRC2 subunits CURLY LEAF and SWINGER to regulate
glucose signaling. Journal of Integrative Plant Biology, 2022, 64, 1168-1180. 4.1 10

25562 The metabolomic profiling identifies N, Nâ€•dimethylglycine as a facilitator of dorsal root ganglia
neuron axon regeneration after injury. FASEB Journal, 2022, 36, e22305. 0.2 5

25563 A genome-scale gain-of-function CRISPR screen in CD8 TÂ cells identifies proline metabolism as a means
to enhance CAR-T therapy. Cell Metabolism, 2022, 34, 595-614.e14. 7.2 70

25564 Driver gene detection through Bayesian network integration of mutation and expression profiles.
Bioinformatics, 2022, 38, 2781-2790. 1.8 2

25565 RNA sequencing reveals perivascular adipose tissue plasticity in response to angiotensin II.
Pharmacological Research, 2022, 178, 106183. 3.1 7

25566 NUP133 Controls Nuclear Pore Assembly, Transcriptome Composition, and Cytoskeleton Regulation in
Podocytes. Cells, 2022, 11, 1259. 1.8 4

25567 Progenitor cells derived from geneâ€•engineered human induced pluripotent stem cells as synthetic
cancer cell alternatives for in vitro pharmacology. Biotechnology Journal, 2022, , 2100693. 1.8 2

25568 Arabidopsis mediator subunitâ€‰17 connects transcription with <scp>DNA</scp> repair after
<scp>UVâ€•B</scp> exposure. Plant Journal, 2022, 110, 1047-1067. 2.8 9



1333

Citation Report

# Article IF Citations

25569 Differential transcriptomic landscapes of multiple organs from SARS-CoV-2 early infected rhesus
macaques. Protein and Cell, 2022, 13, 920-939. 4.8 9

25570
Exploration of the Potential Mechanisms of Lingqihuangban Granule for Treating Diabetic
Retinopathy Based on Network Pharmacology. Combinatorial Chemistry and High Throughput
Screening, 2023, 26, 14-29.

0.6 0

25571 Repeat expression is linked to patient survival and exhibits single nucleotide variation in pancreatic
cancer revealing LTR70:r.879A&gt;G. Gene, 2022, 822, 146344. 1.0 0

25572 Eukaryotic Initiation Factor 5A2 Regulates Expression of Antiviral Genes. Journal of Molecular
Biology, 2022, 434, 167564. 2.0 5

25573 TGR5 Agonist INT-777 Alleviates Inflammatory Neurodegeneration in Parkinsonâ€™s Disease Mouse Model
by Modulating Mitochondrial Dynamics in Microglia. Neuroscience, 2022, 490, 100-119. 1.1 13

25574
Potential efficacious materials investigation of Yi-Yi Mixture based on Metabolome-oriented network
pharmacology strategy. Journal of Chromatography B: Analytical Technologies in the Biomedical and
Life Sciences, 2022, 1197, 123199.

1.2 5

25575 Label-free plasma proteomics for the identification of the putative biomarkers of oral squamous cell
carcinoma. Journal of Proteomics, 2022, 259, 104541. 1.2 10

25576 Bioinformatics role of the WGCNA analysis and co-expression network identifies of prognostic
marker in lung cancer. Saudi Journal of Biological Sciences, 2022, 29, 3519-3527. 1.8 9

25577
Network pharmacology prediction and molecular docking-based strategy to explore the potential
mechanism of Huanglian Jiedu Decoction against sepsis. Computers in Biology and Medicine, 2022, 144,
105389.

3.9 137

25578 Proteomic analyses identify differences between bovine epididymal and ejaculated spermatozoa that
contribute to longevity. Theriogenology, 2022, 184, 51-60. 0.9 6

25579 Dynamic EGFR interactomes reveal differential association of signaling modules with wildtype and
Exon19-del EGFR in NSCLC cell lines. Journal of Proteomics, 2022, 260, 104555. 1.2 0

25580 Transcriptomic investigation of the effects of TDCPP on PC12 and GC2 cells with experimental
validation. Gene, 2022, 822, 146349. 1.0 2

25581
A transcriptomics and molecular biology based investigation reveals the protective effect and
mechanism of carnosol on t-BHP induced HRMECs via Nrf2 signaling pathway. European Journal of
Pharmacology, 2022, 923, 174933.

1.7 3

25582 Transcriptomic characterisation of a common skin lesion in farmed chinook salmon. Fish and
Shellfish Immunology, 2022, 124, 28-38. 1.6 4

25583 Genomic analysis of paired IDHwt glioblastomas reveals recurrent alterations of MPDZ at relapse
after radiotherapy and chemotherapy. Journal of the Neurological Sciences, 2022, 436, 120207. 0.3 6

25584 Tumor-derived PD1 and PD-L1 could promote hepatocellular carcinoma growth through autophagy
induction inÂ vitro. Biochemical and Biophysical Research Communications, 2022, 605, 82-89. 1.0 11

25585 Deficiency of autism-related Scn2a gene in mice disrupts sleep patterns and circadian rhythms.
Neurobiology of Disease, 2022, 168, 105690. 2.1 14

25586 Antifibrotic activities of Scutellariae Radix extracts and flavonoids: Comparative proteomics reveals
distinct and shared mechanisms. Phytomedicine, 2022, 100, 154049. 2.3 5



1334

Citation Report

# Article IF Citations

25587
Mechanisms underlying the therapeutic effects of Qingfeiyin in treating acute lung injury based on
GEO datasets, network pharmacology and molecular docking. Computers in Biology and Medicine,
2022, 145, 105454.

3.9 42

25588
Dataset describing the genome wide effects on transcription resulting from alterations in the
relative levels of the bZIP transcription factors Atf1 and Pcr1 in Schizosaccharomyces pombe. Data in
Brief, 2022, 42, 108034.

0.5 0

25589
Pilot study in human healthy volunteers on the mechanisms underlying remote ischemic conditioning
(RIC) â€“ Targeting circulating immune cells and immune-related proteins. Journal of Neuroimmunology,
2022, 367, 577847.

1.1 3

25590 Redox proteome analysis of auranofin exposed ovarian cancer cells (A2780). Redox Biology, 2022, 52,
102294. 3.9 20

25591 End-to-end computational approach to the design of RNA biosensors for detecting miRNA biomarkers
of cervical cancer. Synthetic and Systems Biotechnology, 2022, 7, 802-814. 1.8 5

25592
Sequential grade evaluation method exploration of Exocarpium Citri Grandis (Huajuhong) decoction
pieces based on â€œnetwork prediction â†’ grading quantization â†’ efficacy validation". Journal of
Ethnopharmacology, 2022, 291, 115149.

2.0 4

25593 Variation in the co-expression profile highlights a loss of miRNA-mRNA regulation in multiple cancer
types. Non-coding RNA Research, 2022, 7, 98-105. 2.4 2

25594 Cordycepin enhances anti-tumor immunity in colon cancer by inhibiting phagocytosis immune
checkpoint CD47 expression. International Immunopharmacology, 2022, 107, 108695. 1.7 16

25595
High concentration of sodium fluoride in drinking water induce hypertrophy versus atrophy in
mouse skeletal muscle via modulation of sarcomeric proteins. Journal of Hazardous Materials, 2022,
432, 128654.

6.5 9

25596 An improved graph Laplacian regularization method for identifying biomarkers of Alzheimer's disease.
Journal of Theoretical Biology, 2022, 543, 111121. 0.8 1

25597 Multivariate genome-wide association study models to improve prediction of Crohnâ€™s disease risk and
identification of potential novel variants. Computers in Biology and Medicine, 2022, 145, 105398. 3.9 4

25598
PIMREG expression level predicts glioblastoma patient survival and affects temozolomide resistance
and DNA damage response. Biochimica Et Biophysica Acta - Molecular Basis of Disease, 2022, 1868,
166382.

1.8 3

25599 Generation of a CHIP isogenic human iPSC-derived cortical neuron model for functional proteomics.
STAR Protocols, 2022, 3, 101247. 0.5 0

25600 Transcriptome analysis alk-SMase knockout mice reveals the effect of alkaline sphingomyelinase on
liver. Biochemistry and Biophysics Reports, 2022, 30, 101240. 0.7 0

25602 Network Biology of KEGG Enriched Viral Comorbidities in Psoriasis Subjects. , 2021, , . 1

25603 HCNM: Heterogeneous Correlation Network Model for Multi-level Integrative Study of Multi-omics
Data for Cancer Subtype Prediction. , 2021, 2021, 1880-1886. 2

25604 Interactions of Both Pathogenic and Nonpathogenic CUG Clade <i>Candida</i> Species with
Macrophages Share a Conserved Transcriptional Landscape. MBio, 2021, 12, e0331721. 1.8 11

25605 Exploration of the mechanism of luteolin against ischemic stroke based on network pharmacology,
molecular docking and experimental verification. Bioengineered, 2021, 12, 12274-12293. 1.4 13



1335

Citation Report

# Article IF Citations

25607 Genomic Insights Into the Genetic Structure and Natural Selection of Mongolians. Frontiers in
Genetics, 2021, 12, 735786. 1.1 5

25609 Bioinformatic Analysis Reveals the Distinct Role of 5â€²UTR-Specific m6A RNA Modification in Mice
Developing Cerebral Cortices. Developmental Neuroscience, 2022, 44, 67-79. 1.0 1

25610 Exploring the Mechanism of Baicalin Intervention in Breast Cancer Based on MicroRNA Microarrays
and Bioinformatics Strategies. Evidence-based Complementary and Alternative Medicine, 2021, 2021, 1-10. 0.5 4

25611 Network-based cancer genomic data integration for pattern discovery. BMC Genomic Data, 2021, 22, 54. 0.7 2

25612
The Tongue Squamous Carcinoma Cell Line Cal27 Primarily Employs Integrin Î±6Î²4-Containing Type II
Hemidesmosomes for Adhesion Which Contribute to Anticancer Drug Sensitivity. Frontiers in Cell and
Developmental Biology, 2021, 9, 786758.

1.8 6

25614 Prognostic Significance of SATB1, SMAD3, Ezrin and Î²-Catenin in Patients with Pancreatic
Adenocarcinoma. Applied Sciences (Switzerland), 2022, 12, 306. 1.3 0

25616 tRNAGlyGCC-Derived Internal Fragment (i-tRF-GlyGCC) in Ovarian Cancer Treatment Outcome and
Progression. Cancers, 2022, 14, 24. 1.7 25

25617
Proteomic Analysis Reveals Low-Dose PARP Inhibitor-Induced Differential Protein Expression in
BRCA1-Mutated High-Grade Serous Ovarian Cancer Cells. Journal of the American Society for Mass
Spectrometry, 2022, 33, 242-250.

1.2 5

25618
Network Pharmacology-Based Study on the Active Component and Mechanism of the Anti-Non-Invasive
and Invasive Bladder Urothelial Carcinoma Effects of Zhuling Jisheng Decoction. Computational and
Mathematical Methods in Medicine, 2021, 2021, 1-21.

0.7 6

25619 Transcriptional and Histochemical Signatures of Bone Marrow Mononuclear Cell-Mediated
Resolution of Synovitis. Frontiers in Immunology, 2021, 12, 734322. 2.2 6

25620 Genome-wide identification of microRNA targets reveals positive regulation of the Hippo pathway by
miR-122 during liver development. Cell Death and Disease, 2021, 12, 1161. 2.7 7

25621 ECMâ€“Receptor Regulatory Network and Its Prognostic Role in Colorectal Cancer. Frontiers in
Genetics, 2021, 12, 782699. 1.1 29

25622
Identification of Therapeutic Targets and Prognostic Biomarkers Among Chemokine (C-C Motif)
Ligands in the Liver Hepatocellular Carcinoma Microenvironment. Frontiers in Cell and
Developmental Biology, 2021, 9, 748269.

1.8 5

25623 Effects of Serum Metabolites on the Pancreatic Transcriptome in Acute Acalculous Cholecystitis.
Gastroenterology Research and Practice, 2021, 2021, 1-15. 0.7 1

25624 Shared Gene Expression and Immune Pathway Changes Associated with Progression from Nevi to
Melanoma. Cancers, 2022, 14, 3. 1.7 13

25625 MYCL promotes iPSC-like colony formation via MYC Box 0 and 2 domains. Scientific Reports, 2021, 11,
24254. 1.6 1

25626 Col6a1+/CD201+ mesenchymal cells regulate intestinal morphogenesis and homeostasis. Cellular and
Molecular Life Sciences, 2022, 79, 1. 2.4 12

25628 Singleâ€•cell RNA sequencing predicts motility networks in purified human gastric interstitial cells of
Cajal. Neurogastroenterology and Motility, 2022, 34, e14303. 1.6 5



1336

Citation Report

# Article IF Citations

25629 DNA methylation mediates the association between breastfeeding and early-life growth trajectories.
Clinical Epigenetics, 2021, 13, 231. 1.8 18

25630 Connecting the dots: The boons and banes of network modeling. Patterns, 2021, 2, 100374. 3.1 3

25631 Integrated Metabolic Profiling and Transcriptional Analysis Reveals Therapeutic Modalities for
Targeting Rapidly Proliferating Breast Cancers. Cancer Research, 2022, 82, 665-680. 0.4 5

25632
Network Analyses Based on Machine Learning Methods to Quantify Effects of Peptideâ€“Protein
Complexes as Drug Targets Using Cinnamon in Cardiovascular Diseases and Metabolic Syndrome as a
Case Study. Frontiers in Genetics, 2021, 12, 816131.

1.1 1

25633 COX-2/sEH Dual Inhibitor PTUPB Alleviates CCl4-Induced Liver Fibrosis and Portal Hypertension.
Frontiers in Medicine, 2021, 8, 761517. 1.2 5

25634 GeneTonic: an R/Bioconductor package for streamlining the interpretation of RNA-seq data. BMC
Bioinformatics, 2021, 22, 610. 1.2 21

25635 Comparative Transcriptome Profiling of Young and Old Brown Adipose Tissue Thermogenesis.
International Journal of Molecular Sciences, 2021, 22, 13143. 1.8 8

25637 Identification of a novel pyroptosis-related gene signature correlated with the prognosis of diffuse
glioma patients. Annals of Translational Medicine, 2021, 9, 1766-1766. 0.7 5

25639 BoxCar and shotgun proteomic analyses reveal molecular networks regulated by UBR5 in prostate
cancer. Proteomics, 2022, 22, e2100172. 1.3 2

25640 Suitability of GWAS as a Tool to Discover SNPs Associated with Tick Resistance in Cattle: A Review.
Pathogens, 2021, 10, 1604. 1.2 5

25641 Total Flavonoids of Chuju Decrease Oxidative Stress and Cell Apoptosis in Ischemic Stroke Rats:
Network and Experimental Analyses. Frontiers in Neuroscience, 2021, 15, 772401. 1.4 6

25642 Renal Tissue miRNA Expression Profiles in ANCA-Associated Vasculitisâ€”A Comparative Analysis.
International Journal of Molecular Sciences, 2022, 23, 105. 1.8 2

25644 Reinvestigation of Classic T Cell Subsets and Identification of Novel Cell Subpopulations by
Single-Cell RNA Sequencing. Journal of Immunology, 2022, 208, 396-406. 0.4 34

25646
Transcriptome Analysis of Large to Giant Congenital Melanocytic Nevus Reveals Cell Cycle Arrest and
Immune Evasion: Identifying Potential Targets for Treatment. Journal of Immunology Research, 2021,
2021, 1-16.

0.9 1

25647 TiMEG: an integrative statistical method for partially missing multi-omics data. Scientific Reports,
2021, 11, 24077. 1.6 6

25648 WGCNA-Based Identification of Hub Genes and Key Pathways Involved in Nonalcoholic Fatty Liver
Disease. BioMed Research International, 2021, 2021, 1-16. 0.9 17

25650 Modulation of TCR signalling components occurs prior to positive selection and lineage commitment
in iNKT cells. Scientific Reports, 2021, 11, 23650. 1.6 2

25651 Oxicam-type non-steroidal anti-inflammatory drugs inhibit NPR1-mediated salicylic acid pathway.
Nature Communications, 2021, 12, 7303. 5.8 16



1337

Citation Report

# Article IF Citations

25652 Identifying the hub genes and immune infiltration related to pyroptosis in rheumatoid arthritis.
Medicine (United States), 2021, 100, e28321. 0.4 2

25653 Using a chemical genetic screen to enhance our understanding of the antimicrobial properties of
copper. Metallomics, 2022, 14, . 1.0 4

25654
Predicting the Molecular Mechanism of Sini Jia Renshen Decoction in Treating Severe COVID-19
Patients Based on Network Pharmacology and Molecular Docking. Natural Product Communications,
2021, 16, 1934578X2110592.

0.2 2

25655 Assessing the Genetic Background and Selection Signatures of Huaxi Cattle Using High-Density SNP
Array. Animals, 2021, 11, 3469. 1.0 5

25656 Transcription Regulation and Genome Rewiring Governing Sensitivity and Resistance to FOXM1
Inhibition in Breast Cancer. Cancers, 2021, 13, 6282. 1.7 7

25657
Integrating Network Pharmacology and Molecular Docking to Analyse the Potential Mechanism of
action of Macleaya cordata (Willd.) R. Br. in the Treatment of Bovine Hoof Disease. Veterinary
Sciences, 2022, 9, 11.

0.6 5

25658
Discovery of Novel Dual-Target Inhibitor of Bromodomain-Containing Protein 4/Casein Kinase 2
Inducing Apoptosis and Autophagy-Associated Cell Death for Triple-Negative Breast Cancer Therapy.
Journal of Medicinal Chemistry, 2021, 64, 18025-18053.

2.9 19

25659 Dynamic immune response characteristics of piglets infected with Actinobacillus pleuropneumoniae
through omic. AMB Express, 2021, 11, 175. 1.4 1

25660 HLA Allele-Specific Quantitative Profiling of Type 1 Diabetic B Lymphocyte Immunopeptidome. Journal of
Proteome Research, 2022, 21, 250-264. 1.8 7

25661
Antimicrobial Peptide BCp12 Inhibits <i>Staphylococcus aureus</i> Growth by Altering Lysine
Malonylation Levels in the Arginine Synthesis Pathway. Journal of Agricultural and Food Chemistry,
2022, 70, 403-414.

2.4 11

25662 5-Hydroxymethylcytosine-mediated active demethylation is required for mammalian neuronal
differentiation and function. ELife, 2021, 10, . 2.8 21

25663 NAD kinase sustains lipogenesis and mitochondrial metabolismthrough fatty acid synthesis. Cell
Reports, 2021, 37, 110157. 2.9 14

25664 The parapoxvirus Orf virus ORF116 gene encodes an antagonist of the interferon response. Journal of
General Virology, 2021, 102, . 1.3 1

25665
Cinnamic Aldehyde, the main monomer component of <i>Cinnamon</i>, exhibits antiâ€•inflammatory
property in OA synovial fibroblasts via TLR4/MyD88 pathway. Journal of Cellular and Molecular
Medicine, 2022, 26, 913-924.

1.6 17

25666 Identifying functional evolution processes of cancer according to regression residuals network. ,
2021, , . 0

25667 Differentially Expressed Mutant Genes Reveal Potential Prognostic Markers For Lung
Adenocarcinoma. , 2021, , . 2

25668 Treatment of microglia with Anti-PrP monoclonal antibodies induces neuronal apoptosis in vitro.
Heliyon, 2021, 7, e08644. 1.4 2

25669
Transcriptional profiling and network pharmacology analysis identify the potential biomarkers from
Chinese herbal formula Huosu Yangwei Formula treated gastric cancer in vivo. Chinese Journal of
Natural Medicines, 2021, 19, 944-953.

0.7 2



1338

Citation Report

# Article IF Citations

25671 Systems biology and machine learning approaches identify drug targets in diabetic nephropathy.
Scientific Reports, 2021, 11, 23452. 1.6 6

25673 High expression of eIF4E is associated with tumor macrophage infiltration and leads to poor
prognosis in breast cancer. BMC Cancer, 2021, 21, 1305. 1.1 12

25674 Copy number variants in genomes of local sheep breeds from Russia. Animal Genetics, 2022, 53, 119-132. 0.6 8

25675 Identification and verification of the molecular mechanisms and prognostic values of the cadherin
gene family in gastric cancer. Scientific Reports, 2021, 11, 23674. 1.6 8

25676 Trophoblast glycoprotein is a new candidate gene for Parkinsonâ€™s disease. Npj Parkinson's Disease,
2021, 7, 110. 2.5 2

25677 Bioinformatics analysis of miRNAs identifies enrichment of axon guidance pathway genes in ovarian
cancer stem cells. , 2021, , . 0

25678 A glomerular transcriptomic landscape of apolipoprotein L1 in Black patients with focal segmental
glomerulosclerosis. Kidney International, 2021, , . 2.6 8

25679 Tributyrin, a Butyrate Pro-Drug, Primes Satellite Cells for Differentiation by Altering the Epigenetic
Landscape. Cells, 2021, 10, 3475. 1.8 4

25681 Tetramerization of STAT5 promotes autoimmune-mediated neuroinflammation. Proceedings of the
National Academy of Sciences of the United States of America, 2021, 118, . 3.3 13

25682 Investigating changes of proteome in the bovine milk serum after retort processing using proteomics
techniques. Food Science and Nutrition, 2022, 10, 307-316. 1.5 1

25683 A population based expression atlas provides insights into disease resistance and other physiological
traits in cassava (Manihot esculenta Crantz). Scientific Reports, 2021, 11, 23520. 1.6 5

25684 Comparison of urine proteome among rat models by intraperitoneal injection with single bacteria and
co-injection with two bacteria. PLoS ONE, 2021, 16, e0261488. 1.1 3

25685 Liraglutide Inhibits Osteoclastogenesis and Improves Bone Loss by Downregulating Trem2 in Female
Type 1 Diabetic Mice: Findings From Transcriptomics. Frontiers in Endocrinology, 2021, 12, 763646. 1.5 7

25686
Proteomic Response of Deinococcus radiodurans to Short-Term Real Microgravity during Parabolic
Flight Reveals Altered Abundance of Proteins Involved in Stress Response and Cell Envelope
Functions. Life, 2022, 12, 23.

1.1 1

25687 CYP1B1-AS1 Is a Novel Biomarker in Glioblastoma by Comprehensive Analysis. Disease Markers, 2021, 2021,
1-8. 0.6 3

25688 Integrated analysis of DNA methylome and transcriptome reveals the differences in biological
characteristics of porcine mesenchymal stem cells. BMC Genomic Data, 2021, 22, 56. 0.7 5

25689 sRNARFTarget: a fast machine-learning-based approach for transcriptome-wide sRNA target prediction.
RNA Biology, 2022, 19, 44-54. 1.5 9

25690
The <i>de novo</i> Purine Biosynthesis Pathway Is the Only Commonly Regulated Cellular Pathway
during Biofilm Formation in TSB-Based Medium in Staphylococcus aureus and Enterococcus faecalis.
Microbiology Spectrum, 2021, 9, e0080421.

1.2 10



1339

Citation Report

# Article IF Citations

25691 A Combination of Synthetic Molecules Acts as Antifreeze for the Protection of Skin against
Cold-Induced Injuries. ACS Applied Bio Materials, 2022, 5, 252-264. 2.3 2

25692 Promising novel biomarkers and candidate small-molecule drugs for lung adenocarcinoma: Evidence
from bioinformatics analysis of high-throughput data. Open Medicine (Poland), 2021, 17, 96-112. 0.6 1

25693 Mechanism and Role of the Neuropeptide LGI1 Receptor ADAM23 in Regulating Biomarkers of
Ferroptosis and Progression of Esophageal Cancer. Disease Markers, 2021, 2021, 1-15. 0.6 16

25694 The Cellular and Viral circRNAome Induced by Respiratory Syncytial Virus Infection. MBio, 2021, 12,
e0307521. 1.8 15

25695 Crosstalk with keratinocytes causes GNAQ oncogene specificity in melanoma. ELife, 2021, 10, . 2.8 5

25696 Whole-Genome DNA Methylation Dynamics of Sheep Preimplantation Embryo Investigated by Single-Cell
DNA Methylome Sequencing. Frontiers in Genetics, 2021, 12, 753144. 1.1 6

25697 Proteogenomic Analysis Reveals Proteins Involved in the First Step of Adipogenesis in Human
Adipose-Derived Stem Cells. Stem Cells International, 2021, 2021, 1-14. 1.2 5

25698 Combination of Genomic and Transcriptomic Approaches Highlights Vascular and Circadian Clock
Components in Multiple Sclerosis. International Journal of Molecular Sciences, 2022, 23, 310. 1.8 9

25699 reString: an open-source Python software to perform automatic functional enrichment retrieval,
results aggregation and data visualization. Scientific Reports, 2021, 11, 23458. 1.6 6

25700 Small molecules for cell reprogramming: a systems biology analysis. Aging, 2021, 13, 25739-25762. 1.4 8

25701 SIRT5 Directly Inhibits the PI3K/AKT Pathway in Prostate Cancer Cell Lines. Cancer Genomics and
Proteomics, 2022, 19, 50-59. 1.0 9

25702 Costimulation of Î³Î´TCR and TLR7/8 promotes VÎ´2 T-cell antitumor activity by modulating mTOR pathway
and APC function. , 2021, 9, e003339. 14

25703
De novo pathogenic variant in SETX causes a rapidly progressive neurodegenerative disorder of early
childhood-onset with severe axonal polyneuropathy. Acta Neuropathologica Communications, 2021, 9,
194.

2.4 5

25704
Mechanism of Elian granules in the treatment of precancerous lesions of gastric cancer in rats
through the MAPK signalling pathway based on network pharmacology. Pharmaceutical Biology, 2022,
60, 87-95.

1.3 12

25705 Comprehensive analysis of prognostic value and immune infiltration of calpains in pancreatic cancer.
Journal of Gastrointestinal Oncology, 2021, 12, 2600-2621. 0.6 1

25707
N6-Methyladenosine Methyltransferase METTL3 Promotes Angiogenesis and Atherosclerosis by
Upregulating the JAK2/STAT3 Pathway via m6A Reader IGF2BP1. Frontiers in Cell and Developmental
Biology, 2021, 9, 731810.

1.8 40

25708 Computational Prediction of Biological Signatures for Candidate Driver Genes Associated with
Ovarian Cancer. , 2021, , . 0

25709 Dynamics of Known Long Non-Coding RNAs during the Maternal-to-Zygotic Transition in Rabbit.
Animals, 2021, 11, 3592. 1.0 3



1340

Citation Report

# Article IF Citations

25710 Identification and characterization of novel proteins associated with CHD4. Genes To Cells, 2022, 27,
61-71. 0.5 0

25711 Assessing target engagement using proteome-wide solvent shift assays. ELife, 2021, 10, . 2.8 22

25712 Transcriptomic analysis reveals that non-forage or forage fiber source promotes rumen development
through different metabolic processes in lambs. Animal Biotechnology, 2023, 34, 1058-1071. 0.7 2

25713
Shu-Di-Huang and Gan-Cao Herb Pair Restored the Differentiation Potentials of Mesenchymal Stem
Progenitors in Treating Osteoporosis via Downregulation of NF-ÎºB Signaling Pathway. Evidence-based
Complementary and Alternative Medicine, 2021, 2021, 1-23.

0.5 5

25714 Bioinformatic Analysis of Potential Biomarker for hsa-miR-196b-5p in Mesothelioma. Genetic Testing
and Molecular Biomarkers, 2021, 25, 772-780. 0.3 2

25716 Unique Transcriptomic Changes Underlie Hormonal Interactions During Mammary
Histomorphogenesis in Female Pigs. Endocrinology, 2022, 163, . 1.4 2

25717 Influence of Risk Factors for Male Infertility on Sperm Protein Composition. International Journal of
Molecular Sciences, 2021, 22, 13164. 1.8 17

25718
Whole-Genome Sequencing Highlights Conservative Genomic Strategies of a Stress-Tolerant,
Long-Lived Scleractinian Coral, <i>Porites australiensis</i> Vaughan, 1918. Genome Biology and
Evolution, 2021, 13, .

1.1 16

25719 Searching beyond the streetlight: Neonicotinoid exposure alters the neurogenomic state of worker
honey bees. Ecology and Evolution, 2021, 11, 18733-18742. 0.8 6

25720 Higher order genetic interactions switch cancer genes from two-hit to one-hit drivers. Nature
Communications, 2021, 12, 7051. 5.8 5

25721 Multimodal bioinformatic analyses of the neurodegenerative disease-associated <i>TECPR2</i> gene
reveal its diverse roles. Journal of Medical Genetics, 2021, , jmedgenet-2021-108193. 1.5 0

25722 Evidence of Antitumor and Antimetastatic Potential of Induced Pluripotent Stem Cell-Based Vaccines
in Cancer Immunotherapy. Frontiers in Medicine, 2021, 8, 729018. 1.2 8

25724 Slow-wave sleep affects synucleinopathy and regulates proteostatic processes in mouse models of
Parkinsonâ€™s disease. Science Translational Medicine, 2021, 13, eabe7099. 5.8 29

25725 Identification of Genes Associated with Nitrogen Stress Responses in Apple Leaves. Plants, 2021, 10,
2649. 1.6 2

25726 A hybrid systems biology and systems pharmacology investigation of Zingeroneâ€™s effects on
reconstructed human epidermal tissues. Egyptian Journal of Medical Human Genetics, 2021, 22, . 0.5 1

25727
Integrated Gene Expression Profiling Analysis Reveals Potential Molecular Mechanisms and Candidate
Biomarkers for Early Risk Stratification and Prediction of STEMI and Post-STEMI Heart Failure Patients.
Frontiers in Cardiovascular Medicine, 2021, 8, 736497.

1.1 9

25728 EWSR1-WT1 Target Genes and Therapeutic Options Identified in a Novel DSRCT In Vitro Model. Cancers,
2021, 13, 6072. 1.7 7

25729 The Placental Innate Immune System Is Altered in Early-Onset Preeclampsia, but Not in Late-Onset
Preeclampsia. Frontiers in Immunology, 2021, 12, 780043. 2.2 13



1341

Citation Report

# Article IF Citations

25730 The <i>Chlamydomonas</i> bZIP transcription factor BLZ8 confers oxidative stress tolerance by
inducing the carbon-concentrating mechanism. Plant Cell, 2022, 34, 910-926. 3.1 20

25731 A pathogenic role for histone H3 copper reductase activity in a yeast model of Friedreichâ€™s ataxia.
Science Advances, 2021, 7, eabj9889. 4.7 6

25732 Thrice out of Asia and the adaptive radiation of the western honey bee. Science Advances, 2021, 7,
eabj2151. 4.7 33

25733 The Genetic Association Identified Between Intervertebral Disc Degeneration and Associated Risk
Factors Based on a Systems Biology Approach. Spine, 2022, 47, E370-E384. 1.0 2

25734 Impact of Qi-Invigorating Traditional Chinese Medicines on Diffuse Large B Cell Lymphoma Based on
Network Pharmacology and Experimental Validation. Frontiers in Pharmacology, 2021, 12, 787816. 1.6 5

25735
ADAMTS8 Expression is a Potential Prognostic Biomarker for Postoperative Metastasis in Lymph
Node-Negative Early-Stage Invasive Breast Carcinoma Patients. Pharmacogenomics and Personalized
Medicine, 2021, Volume 14, 1701-1713.

0.4 0

25736 Proteomic Analysis of Subchronic Furan Exposure in the Liver of Male Fischer F344 Rats. Toxicologic
Pathology, 2022, 50, 47-59. 0.9 3

25737
Network Pharmacology and Molecular Docking Analyses of Mechanisms Underlying Effects of the
Cyperi Rhizoma-Chuanxiong Rhizoma Herb Pair on Depression. Evidence-based Complementary and
Alternative Medicine, 2021, 2021, 1-17.

0.5 7

25738 Anti-Inflammatory Effects and Mechanisms of Pudilan Antiphlogistic Oral Liquid. ACS Omega, 2021, 6,
34512-34524. 1.6 8

25739 SH2D4A downregulation due to loss of chromosome 8p is associated with poor prognosis and low T
cell infiltration in colorectal cancer. British Journal of Cancer, 2022, 126, 917-926. 2.9 3

25740 Anticancer Action of Xiaoxianxiong Tang in Non-Small Cell Lung Cancer by Pharmacological Analysis
and Experimental Validation. Evidence-based Complementary and Alternative Medicine, 2021, 2021, 1-20. 0.5 2

25741 Developing metabolic gene signatures to predict intrahepatic cholangiocarcinoma prognosis and
mining a miRNA regulatory network. Journal of Clinical Laboratory Analysis, 2022, 36, e24107. 0.9 5

25742 Bioinformatics analysis of candidate genes and potential therapeutic drugs targeting adipose tissue in
obesity. Adipocyte, 2022, 11, 1-10. 1.3 5

25744 Transcriptomic profiling and pathway analysis of cultured human lung microvascular endothelial
cells following ionizing radiation exposure. Scientific Reports, 2021, 11, 24214. 1.6 11

25745 MON-2, a Golgi protein, mediates autophagy-dependent longevity in <i>Caenorhabditis elegans</i>.
Science Advances, 2021, 7, eabj8156. 4.7 11

25748
Transcriptomics and Functional Analysis of Graphene-Guided Osteogenic Differentiation of
Mesenchymal Stem Cells. Chinese journal of dental research: the official journal of the Scientific
Section of the Chinese Stomatological Association (CSA), The, 2018, 21, 101-111.

0.1 6

25749 miRModuleNet: Detecting miRNA-mRNA Regulatory Modules. Frontiers in Genetics, 2022, 13, 767455. 1.1 16

25750 Identification of significant genes with a poor prognosis in skin cutaneous malignant melanoma based
on a bioinformatics analysis. Annals of Translational Medicine, 2022, 10, 448-448. 0.7 4



1342

Citation Report

# Article IF Citations

25751
Integrated gene expression profiling analysis reveals SERPINA3, FCN3, FREM1, MNS1 as candidate
biomarkers in heart failure and their correlation with immune infiltration. Journal of Thoracic
Disease, 2021, 14, 0-0.

0.6 5

25752 On the influence of several factors on pathway enrichment analysis. Briefings in Bioinformatics, 2022,
23, . 3.2 17

25753 Dan-Shen-Yin Granules Prevent Hypoxia-Induced Pulmonary Hypertension via STAT3/HIF-1Î±/VEGF and
FAK/AKT Signaling Pathways. Frontiers in Pharmacology, 2022, 13, 844400. 1.6 9

25754 Activated endothelial cells induce a distinct type of astrocytic reactivity. Communications Biology,
2022, 5, 282. 2.0 19

25755
Exploring the Mechanism through which Phyllanthus emblica L. Extract Exerts Protective Effects
against Acute Gouty Arthritis: A Network Pharmacology Study and Experimental Validation.
Evidence-based Complementary and Alternative Medicine, 2022, 2022, 1-16.

0.5 5

25756 EP3 enhances adhesion and cytotoxicity of NK cells toward hepatic stellate cells in a murine liver
fibrosis model. Journal of Experimental Medicine, 2022, 219, . 4.2 13

25757 Modular and mechanistic changes across stages of colorectal cancer. BMC Cancer, 2022, 22, 436. 1.1 3

25758 Distinct and additive effects of calorie restriction and rapamycin in aging skeletal muscle. Nature
Communications, 2022, 13, 2025. 5.8 30

25759 Sequential enhancer state remodelling defines human germline competence and specification. Nature
Cell Biology, 2022, 24, 448-460. 4.6 27

25760 Suboptimal folic acid exposure rewires oncogenic metabolism and proteomics signatures to mediate
human breast cancer malignancy. Journal of Nutritional Biochemistry, 2022, , 109000. 1.9 1

25761 Interindividual variability in transgene mRNA and protein production following adeno-associated
virus gene therapy for hemophilia A. Nature Medicine, 2022, 28, 789-797. 15.2 48

25762 Biochemical changes in cancer cells induced by photoactive nanosystem based on carbon dots loaded
with Ru-complex. Chemico-Biological Interactions, 2022, 360, 109950. 1.7 4

25763 Molecular Approaches for the Validation of the Baboon as a Nonhuman Primate Model for the Study
of Zika Virus Infection. Frontiers in Cellular and Infection Microbiology, 2022, 12, 880860. 1.8 1

25764 Population-scale long-read sequencing uncovers transposable elements associated with gene
expression variation and adaptive signatures in Drosophila. Nature Communications, 2022, 13, 1948. 5.8 53

25765 Stochastic Variation in DNA Methylation Modulates Nucleosome Occupancy and Alternative Splicing
in Arabidopsis thaliana. Plants, 2022, 11, 1105. 1.6 2

25766 Molecular mechanisms underlying plasticity in a thermally varying environment. Molecular Ecology,
2022, , . 2.0 3

25767 A 2-Gene Signature Related to Interferon-Gamma Predicts Prognosis and Responsiveness to Immune
Checkpoint Blockade of Glioma. Frontiers in Medicine, 2022, 9, 846847. 1.2 0

25768 Genome-wide elucidation of CNV regions and their association with production and reproduction
traits in composite Vrindavani cattle. Gene, 2022, 830, 146510. 1.0 5



1343

Citation Report

# Article IF Citations

25769 A systematic review and functional bioinformatics analysis of genes associated with Crohnâ€™s disease
identify more than 120 related genes. BMC Genomics, 2022, 23, 302. 1.2 7

25770
Combined Alcohol Exposure and KRAS Mutation in Human Pancreatic Ductal Epithelial Cells Induces
Proliferation and Alters Subtype Signatures Determined by Multi-Omics Analysis. Cancers, 2022, 14,
1968.

1.7 2

25771 Establishment of DNA Methylation Profile Associated with TCM Syndrome in Endometriosis.
Evidence-based Complementary and Alternative Medicine, 2022, 2022, 1-8. 0.5 1

25772 Tumor suppressor PALB2 maintains redox and mitochondrial homeostasis in the brain and cooperates
with ATG7/autophagy to suppress neurodegeneration. PLoS Genetics, 2022, 18, e1010138. 1.5 2

25774 Genetic Polymorphisms in microRNA Genes Targeting PI3K/Akt Signal Pathway Modulate Cervical
Cancer Susceptibility in a Chinese Population. Frontiers in Genetics, 2022, 13, 856505. 1.1 4

25775
E3 ligase BRUTUS Is a Negative Regulator for the Cellular Energy Level and the Expression of Energy
Metabolism-Related Genes Encoded by Two Organellar Genomes in Leaf Tissues. Molecules and Cells,
2022, 45, 294-305.

1.0 1

25776 An alternative UPF1 isoform drives conditional remodeling of nonsenseâ€•mediated mRNA decay. EMBO
Journal, 2022, 41, e108898. 3.5 15

25777 Induction of Genes Implicated in Stress Response and Autophagy by a Novel Quinolin-8-yl-nicotinamide
QN523 in Pancreatic Cancer. Journal of Medicinal Chemistry, 2022, , . 2.9 1

25778 Open reading frame dominance indicates proteinâ€•coding potential of RNAs. EMBO Reports, 2022, 23,
e54321. 2.0 7

25781
Unveiling the effect of <i>Withania somnifera</i> on neuronal cytoarchitecture and synaptogenesis:
A combined <i>in vitro</i> and network pharmacology approach. Phytotherapy Research, 2022, 36,
2524-2541.

2.8 3

25782 Dual RNA-Seq of H5N1 Avian Influenza Virus and Host Cell Transcriptomes Reveals Novel Insights Into
Host-Pathogen Cross Talk. Frontiers in Microbiology, 2022, 13, 828277. 1.5 2

25783 Metatranscriptomic Analysis of Corals Inoculated With Tolerant and Non-Tolerant Symbiont Exposed
to High Temperature and Light Stress. Frontiers in Physiology, 2022, 13, 806171. 1.3 3

25784 Recurrent <i>WWTR1</i><scp>S89W</scp> mutations and Hippo pathway deregulation in clear cell
carcinomas of the cervix. Journal of Pathology, 2022, 257, 635-649. 2.1 2

25785 Sea Cucumber Body Vesicular Syndrome Is Driven by the Pond Water Microbiome via an Altered Gut
Microbiota. MSystems, 2022, 7, e0135721. 1.7 6

25786 Identifying the shared genes and KEGG pathways of Resolvin D1-targeted network and osteoarthritis
using bioinformatics. Bioengineered, 2022, 13, 9839-9854. 1.4 3

25787
Selective sorting and secretion of hY4 RNA fragments into extracellular vesicles mediated by
methylated YBX1 to promote lung cancer progression. Journal of Experimental and Clinical Cancer
Research, 2022, 41, 136.

3.5 9

25788 Systematic identification and characterization of long noncoding RNAs (lncRNAs) during Aedes
albopictus development. PLoS Neglected Tropical Diseases, 2022, 16, e0010245. 1.3 6

25789 Pancreas Whole Tissue Transcriptomics Highlights the Role of the Exocrine Pancreas in Patients With
Recently Diagnosed Type 1 Diabetes. Frontiers in Endocrinology, 2022, 13, 861985. 1.5 0



1344

Citation Report

# Article IF Citations

25790 Chemoproteomic Profiling of Protein Substrates of a Major Lysine Acetyltransferase in the Native
Cellular Context. ACS Chemical Biology, 2022, 17, 1092-1102. 1.6 2

25791 Allele-specific aberration of imprinted domain chromosome architecture associates with large
offspring syndrome. IScience, 2022, 25, 104269. 1.9 6

25793 A53T mutant Î±-synuclein fibrils formed in macrophage are spread to neurons. Cellular and Molecular
Life Sciences, 2022, 79, 234. 2.4 1

25794 Genomeâ€•wide survey on three local horse populations with a focus on runs of homozygosity pattern.
Journal of Animal Breeding and Genetics, 2022, 139, 540-555. 0.8 7

25795 Salt-Inducible Kinase 1 is a potential therapeutic target in Desmoplastic Small Round Cell Tumor.
Oncogenesis, 2022, 11, 18. 2.1 7

25796
Network Pharmacology and Comparative Transcriptome Reveals Biotargets and Mechanisms of
Curcumol Treating Lung Adenocarcinoma Patients With COVID-19. Frontiers in Nutrition, 2022, 9,
870370.

1.6 13

25798
The Ameliorative Effect of Mahuang Fuzi and Shenzhuo Decoction on Membranous Nephropathy of
Rodent Model is Associated With Autophagy and Wnt/Î²-Catenin Pathway. Frontiers in Pharmacology,
2022, 13, 820130.

1.6 7

25799 Proteomics dataset of epididymal fluid, seminal plasma, and proteins loosely attached to epididymal
and ejaculated sperm from Angus bulls. Data in Brief, 2022, 42, 108150. 0.5 5

25800 Association of heat shock protein 8 with atopic march in a murine experimental model. PeerJ, 2022, 10,
e13247. 0.9 0

25801 A proteogenomic analysis of clear cell renal cell carcinoma in a Chinese population. Nature
Communications, 2022, 13, 2052. 5.8 48

25802 Functional stratification of cancer drugs through integrated network similarity. Npj Systems Biology
and Applications, 2022, 8, 11. 1.4 3

25803 Hepatocellular carcinoma organoid co-cultures mimic angiocrine crosstalk to generate
inflammatory tumor microenvironment. Biomaterials, 2022, 284, 121527. 5.7 30

25804 The caspase-2 substrate p54nrb exhibits a multifaceted role in tumor cell death susceptibility via gene
regulatory functions. Cell Death and Disease, 2022, 13, 386. 2.7 4

25805 Construction and Comprehensive Analysis of ceRNA Networks and Tumor-Infiltrating Immune Cells in
Hepatocellular Carcinoma With Vascular Invasion. Frontiers in Bioinformatics, 2022, 2, . 1.0 2

25806
Network Pharmacology Deciphers the Action of Bioactive Polypeptide in Attenuating Inflammatory
Osteolysis via the Suppression of Oxidative Stress and Restoration of Bone Remodeling Balance.
Oxidative Medicine and Cellular Longevity, 2022, 2022, 1-17.

1.9 3

25807 Potential Pleiotropic Genes and Shared Biological Pathways in Epilepsy and Depression Based on GWAS
Summary Statistics. Computational Intelligence and Neuroscience, 2022, 2022, 1-16. 1.1 4

25808 Selection Signature Analyses Revealed Genes Associated With Adaptation, Production, and
Reproduction in Selected Goat Breeds in Kenya. Frontiers in Genetics, 2022, 13, 858923. 1.1 4

25809 MicroRNA-7 Regulates Insulin Signaling Pathway by Targeting IRS1, IRS2, and RAF1 Genes in Gestational
Diabetes Mellitus. MicroRNA (Shariqah, United Arab Emirates), 2022, 11, 57-72. 0.6 6



1345

Citation Report

# Article IF Citations

25810 Cdk5 phosphorylation-induced SIRT2 nuclear translocation promotes the death of dopaminergic
neurons in Parkinsonâ€™s disease. Npj Parkinson's Disease, 2022, 8, 46. 2.5 12

25811 Large-Scale Protein and Phosphoprotein Profiling to Explore Potato Resistance Mechanisms to
Spongospora subterranea Infection. Frontiers in Plant Science, 2022, 13, 872901. 1.7 3

25812 RNAâ€“Chromatin Interactome: What? Where? When?. Molecular Biology, 2022, 56, 210-228. 0.4 4

25814 Jasmonates and Histone deacetylase 6 activate Arabidopsis genome-wide histone acetylation and
methylation during the early acute stress response. BMC Biology, 2022, 20, 83. 1.7 5

25815 A Whole-Genome CRISPR Screen Identifies AHR Loss as a Mechanism of Resistance to a PARP7 Inhibitor.
Molecular Cancer Therapeutics, 2022, 21, 1076-1089. 1.9 8

25816 Identification of novel prognostic targets in glioblastoma using bioinformatics analysis. BioMedical
Engineering OnLine, 2022, 21, 26. 1.3 19

25817 Proteomic Profiling and Functional Analysis of B Cell-Derived Exosomes upon Pneumocystis Infection.
Journal of Immunology Research, 2022, 2022, 1-15. 0.9 4

25819 Multilayered omics reveal sex- and depot-dependent adipose progenitor cell heterogeneity. Cell
Metabolism, 2022, 34, 783-799.e7. 7.2 24

25820 Efficient and Easy Conversion of Human iPSCs into Functional Induced Microglia-like Cells.
International Journal of Molecular Sciences, 2022, 23, 4526. 1.8 4

25821 RNA Microarray-Based Comparison of Innate Immune Phenotypes between Human THP-1 Macrophages
Stimulated with Two BCG Strains. International Journal of Molecular Sciences, 2022, 23, 4525. 1.8 4

25822 RNA sequence analysis identified bone morphogenetic protein-2 (BMP2) as a biomarker underlying form
deprivation myopia. Biochemistry and Biophysics Reports, 2022, 30, 101261. 0.7 1

25823 PFT-Î± inhibits gallid alpha herpesvirus 1 replication by repressing host nucleotide metabolism and ATP
synthesis. Veterinary Microbiology, 2022, 269, 109435. 0.8 5

25824 Transcriptional Repressor. , 2005, , 1894-1894. 0

27731 <scp>PRDM16</scp> expression and function in mammalian cochlear development. Developmental
Dynamics, 2022, 251, 1666-1683. 0.8 4

27732 Characterization of the Myometrial Transcriptome of Long Non-coding RNA Genes in Human Labor by
High-Throughput RNA-seq. Reproductive Sciences, 2022, 29, 2885-2893. 1.1 3

27733
Metabolomic profile and computational analysis for the identification of the potential
anti-inflammatory mechanisms of action of the traditional medicinal plants Ocimum basilicum and
Ocimum tenuiflorum. Food and Chemical Toxicology, 2022, 164, 113039.

1.8 10

27734 Worker bees (Apis mellifera) deprived of pollen in the first week of adulthood exhibit signs of
premature aging. Insect Biochemistry and Molecular Biology, 2022, 146, 103774. 1.2 3

27735 Selective Enrichment of Sialylglycopeptides Enabled by Click Chemistry and Dynamic Covalent
Exchange. Analytical Chemistry, 2022, 94, 6681-6688. 3.2 9



1346

Citation Report

# Article IF Citations

27736
A single intranasal dose of human parainfluenza virus type 3-vectored vaccine induces effective
antibody and memory T cell response in the lungs and protects hamsters against SARS-CoV-2. Npj
Vaccines, 2022, 7, 47.

2.9 6

27737 Comparative analysis of long noncoding RNA and mRNA expression provides insights into adaptation
to hypoxia in Tibetan sheep. Scientific Reports, 2022, 12, 6597. 1.6 3

27738 Capsaicin directly promotes adipocyte browning in the chemical compound-induced brown adipocytes
converted from human dermal fibroblasts. Scientific Reports, 2022, 12, 6612. 1.6 10

27739
Multiomics Data Integration Identifies New Molecular Signatures for Abdominal Aortic Aneurysm and
Aortic Occlusive Disease: Implications for Early Diagnosis, Prognosis, and Therapeutic Targets. OMICS
A Journal of Integrative Biology, 2022, 26, 290-304.

1.0 3

27740
Human pluripotent stem cell-derived cells endogenously expressing follicle-stimulating hormone
receptors: modeling the function of an inactivating receptor mutation. Molecular Human
Reproduction, 2022, 28, .

1.3 1

27741
Nonâ€•invasive transcriptomic analysis using <scp>mRNAs</scp> in skin surface lipids obtained from
children with mildâ€•toâ€•moderate atopic dermatitis. Journal of the European Academy of Dermatology
and Venereology, 2022, 36, 1477-1485.

1.3 9

27742 Circadian regulation of protein cargo in extracellular vesicles. Science Advances, 2022, 8, eabc9061. 4.7 26

27743 NGF-p75 signaling coordinates skeletal cell migration during bone repair. Science Advances, 2022, 8,
eabl5716. 4.7 29

27744 Distinct Potentially Adaptive Accumulation of Truncation Mutations in Salmonella enterica serovar
Typhi and Salmonella enterica serovar Paratyphi A. Microbiology Spectrum, 2022, 10, e0196921. 1.2 2

27749 Cellular responses to halofuginone reveal a vulnerability of the GCN2 branch of the integrated
stress response. EMBO Journal, 2022, 41, e109985. 3.5 7

27750 Dynamic expression changes between non-muscle-invasive bladder cancer and muscle-invasive bladder
cancer. Tumori, 2014, 100, e273-81. 0.6 1

27757
Quantitative Proteomic Analysis of Rat Condylar Chondrocytes during Postnatal Development.
Chinese journal of dental research: the official journal of the Scientific Section of the Chinese
Stomatological Association (CSA), The, 2016, 19, 133-43.

0.1 0

27758 Potential Clinical Value of Biomarker-Guided Emergency Triage for Thoracic Aortic Dissection.
Frontiers in Cardiovascular Medicine, 2021, 8, 777327. 1.1 3

27759
Divergence in the Regulation of the Salt Tolerant Response Between Arabidopsis thaliana and Its
Halophytic Relative Eutrema salsugineum by mRNA Alternative Polyadenylation. Frontiers in Plant
Science, 2022, 13, 866054.

1.7 9

27761 Peak identification for ChIP-seq data with no controls. Zoological Research, 2012, 33, E121-8. 0.6 3

27762
Deleted in Colorectal Cancer (DCC) gene polymorphism is associated with H. pylori infection among
susceptible Malays from the north-eastern region of Peninsular Malaysia. Hepato-Gastroenterology,
2013, 60, 124-8.

0.5 18

27764 Abnormal 5-methylcytosine lncRNA methylome is involved in human high-grade serous ovarian
cancer.. American Journal of Translational Research (discontinued), 2021, 13, 13625-13639. 0.0 1

27765
Identification of key candidate genes and pathways associated with colorectal aberrant crypt
foci-to-adenoma-to-carcinoma progression.. Gastroenterology and Hepatology From Bed To Bench,
2021, 14, S41-S50.

0.6 0



1347

Citation Report

# Article IF Citations

27766
Integrated analysis of differentially expressed genes and a ceRNA network to identify hub lncRNAs and
potential drugs for multiple sclerosis.. American Journal of Translational Research (discontinued),
2022, 14, 772-787.

0.0 0

27767 SOX18-associated gene signature predicts sepsis outcome.. American Journal of Translational Research
(discontinued), 2022, 14, 1807-1817. 0.0 0

27768 Analysis of Hypoxia Inducible Factor-1a Expression and its Effects on Glycolysis of Esophageal
carcinoma. Critical Reviews in Eukaryotic Gene Expression, 2022, , . 0.4 1

27769 Chimonanthus salicifolius attenuated vascular remodeling by alleviating endoplasmic reticulum
stress in spontaneously hypertensive rat. Food and Function, 0, , . 2.1 1

27770 Singleâ€•cell profiling of transcriptomic changes during <i>in vitro</i> maturation of human oocytes.
Reproductive Medicine and Biology, 2022, 21, e12464. 1.0 8

27771 Placental Macrophage (Hofbauer Cell) Response to Viral and Bacterial Ligands is Influenced by Fetal
Sex. SSRN Electronic Journal, 0, , . 0.4 0

27772 A convergent mechanism of high risk factors <i>ADNP</i> and <i>POGZ</i> in neurodevelopmental
disorders. Brain, 2022, 145, 3250-3263. 3.7 9

27773 Bioinformatic Analysis Identifying PSMB 1/2/3/4/6/8/9/10 as Prognostic Indicators in Clear Cell Renal
Cell Carcinoma. International Journal of Medical Sciences, 2022, 19, 796-812. 1.1 5

27774 FastViFi: Fast and accurate detection of (Hybrid) Viral DNA and RNA. NAR Genomics and Bioinformatics,
2022, 4, lqac032. 1.5 2

27776 Mechanism of Abelmoschus manihot L. in the Treatment of Contrast-Induced Nephropathy on the Basis
of Network Pharmacology Analysis. , 2022, 2, . 1

27777 Comprehensive transcriptome profiling of BET inhibitor-treated HepG2 cells. PLoS ONE, 2022, 17,
e0266966. 1.1 3

27781
A Comprehensive Review on the Chemical Properties, Plant Sources, Pharmacological Activities,
Pharmacokinetic and Toxicological Characteristics of Tetrahydropalmatine. Frontiers in
Pharmacology, 2022, 13, 890078.

1.6 11

27783 Priming Treatments with Biostimulants to Cope the Short-Term Heat Stress Response: A
Transcriptomic Profile Evaluation. Plants, 2022, 11, 1130. 1.6 9

27785 Glucose-Dependent miR-125b Is a Negative Regulator of Î²-Cell Function. Diabetes, 2022, 71, 1525-1545. 0.3 10

27786 Integrative analysis of TCGA data identifies miRNAs as drug-specific survival biomarkers. Scientific
Reports, 2022, 12, 6785. 1.6 1

27787 Photoperiod-Dependent Expression of MicroRNA in Drosophila. International Journal of Molecular
Sciences, 2022, 23, 4935. 1.8 1

27788 Epigenetic regulator UHRF1 orchestrates proinflammatory gene expression in rheumatoid arthritis in
a suppressive manner. Journal of Clinical Investigation, 2022, 132, . 3.9 10

27789 Gene Expression Changes Implicate Specific Peripheral Immune Responses to Deep and Lobar
Intracerebral Hemorrhages in Humans. Brain Hemorrhages, 2022, , . 0.4 1



1348

Citation Report

# Article IF Citations

27790 Wuzi Yanzong pill attenuates MPTP-induced Parkinsonâ€™s Disease via PI3K/Akt signaling pathway.
Metabolic Brain Disease, 2022, 37, 1435-1450. 1.4 7

27791 Metformin Attenuates Inflammatory Responses and Enhances Antibody Production in an Acute
Pneumonia Model of Streptococcus pneumoniae. Frontiers in Aging, 2022, 3, . 1.2 3

27792
Deciphering the Underlying Mechanisms of Formula Le-Cao-Shi Against Liver Injuries by Integrating
Network Pharmacology, Metabonomics, and Experimental Validation. Frontiers in Pharmacology, 2022,
13, 884480.

1.6 2

27793 The interferon-inducible GTPase MxB promotes capsid disassembly and genome release of
herpesviruses. ELife, 2022, 11, . 2.8 16

27794 An ortholog of the MADS-box gene SEPALLATA3 regulates stamen development in the woody plant
Jatropha curcas. Planta, 2022, 255, 111. 1.6 1

27795
Nascent Glycoproteome Reveals That N-Linked Glycosylation Inhibitor-1 Suppresses Expression of
Glycosylated Lysosome-Associated Membrane Protein-2. Frontiers in Molecular Biosciences, 2022, 9,
899192.

1.6 1

27796 The immune regulation of BCL3 in glioblastoma with mutated IDH1. Aging, 2022, 14, 3856-3873. 1.4 3

27797 Protective effect of miR-33-5p on the M1/M2 polarization of microglia and the underlying mechanism.
Bioengineered, 2022, 13, 10774-10785. 1.4 1

27798 Oncohistone Mutations Occur at Functional Sites of Regulatory ADP-Ribosylation. Cancer Research,
2022, 82, 2361-2377. 0.4 3

27799 Hypoxia-Induced Aquaporins and Regulation of Redox Homeostasis by a Trans-Plasma Membrane
Electron Transport System in Maize Roots. Antioxidants, 2022, 11, 836. 2.2 1

27800 Global DNA Methylation Profiles in Peripheral Blood of WTC-Exposed Community Members with
Breast Cancer. International Journal of Environmental Research and Public Health, 2022, 19, 5104. 1.2 4

27801 Differential Gene Expression in Cancer: An Overrated Analysis?. Current Bioinformatics, 2022, 17,
396-400. 0.7 0

27802
Piriformospora indica and Azotobacter chroococcum Consortium Facilitates Higher Acquisition of N,
P with Improved Carbon Allocation and Enhanced Plant Growth in Oryza sativa. Journal of Fungi
(Basel, Switzerland), 2022, 8, 453.

1.5 14

27803 Transcriptional Profiles Elucidate Differential Host Responses to Infection with Cryptococcus
neoformans and Cryptococcus gattii. Journal of Fungi (Basel, Switzerland), 2022, 8, 430. 1.5 2

27804 Potential Small Molecules for Therapy of Lupus Nephritis Based on Genetic Effect and Immune
Infiltration. BioMed Research International, 2022, 2022, 1-16. 0.9 12

27805 Systematic molecular analysis of the human secretome and membrane proteome in gastrointestinal
adenocarcinomas. Journal of Cellular and Molecular Medicine, 2022, 26, 3329-3342. 1.6 4

27806 Bioinformatics Study Revealed Significance of Exosome Transcriptome in Hepatocellular Carcinoma
Diagnosis. Frontiers in Cell and Developmental Biology, 2022, 10, 813701. 1.8 3

27807
Genome-Wide Identification of Associations of Circulating Molecules With Spontaneous Coronary
Artery Dissection and Aortic Aneurysm and Dissection. Frontiers in Cardiovascular Medicine, 2022, 9,
874912.

1.1 4



1349

Citation Report

# Article IF Citations

27809 A Single-Cell Network-Based Drug Repositioning Strategy for Post-COVID-19 Pulmonary Fibrosis.
Pharmaceutics, 2022, 14, 971. 2.0 2

27810 OpenPIP: An Open-source Platform for Hosting, Visualizing and Analyzing Protein Interaction Data.
Journal of Molecular Biology, 2022, 434, 167603. 2.0 3

27811 The X-linked splicing regulator MBNL3 has been co-opted to restrict placental growth in eutherians.
PLoS Biology, 2022, 20, e3001615. 2.6 4

27812 Identification of immune-related diagnostic markers in primary SjÃ¶grenâ€™s syndrome based on
bioinformatics analysis. Annals of Translational Medicine, 2022, 10, 487-487. 0.7 4

27813 Whole genome sequencing of Luxi Black Head sheep for screening selection signatures associated
with important traits. Animal Bioscience, 2022, 35, 1340-1350. 0.8 2

27814 Predicting male fertility from the sperm methylome: application to 120 bulls with hundreds of
artificial insemination records. Clinical Epigenetics, 2022, 14, 54. 1.8 16

27816 Segmental Bronchial Allergen Challenge Elicits Distinct Metabolic Phenotypes in Allergic Asthma.
Metabolites, 2022, 12, 381. 1.3 2

27817 Sensitive Periods for the Effect of Childhood Adversity on DNA Methylation: Updated Results From a
Prospective, Longitudinal Study. Biological Psychiatry Global Open Science, 2023, 3, 567-571. 1.0 3

27818 The dynamic effect of genetic variation on the in vivo ER stress transcriptional response in different
tissues. G3: Genes, Genomes, Genetics, 2022, 12, . 0.8 3

27819 Allele-specific H3K9me3 and DNA methylation co-marked CpG-rich regions serve as potential imprinting
control regions in pre-implantation embryo. Nature Cell Biology, 2022, 24, 783-792. 4.6 14

27820
Functional network analysis of p85 and PI3K as potential gene targets and mechanism of oleanolic acid
in overcoming breast cancer resistance to tamoxifen. Journal of Genetic Engineering and
Biotechnology, 2022, 20, 66.

1.5 3

27821 Silencing of YAP attenuates pericyteâ€•myofibroblast transition and subretinal fibrosis in experimental
model of choroidal neovascularization. Cell Biology International, 2022, 46, 1249-1263. 1.4 4

27822 Genetic diversity and selection signatures of four indigenous pig breeds from eastern China. Animal
Genetics, 2022, 53, 506-509. 0.6 4

27823 The CXCR4-CXCL12 axis promotes T cell reconstitution via efficient hematopoietic immigration. Journal
of Genetics and Genomics, 2022, 49, 1138-1150. 1.7 2

27824
Potential Biomarkers and Drugs for Nanoparticle-Induced Cytotoxicity in the Retina: Based on
Regulation of Inflammatory and Apoptotic Genes. International Journal of Environmental Research
and Public Health, 2022, 19, 5664.

1.2 2

27825 Genetic architectures and selection signatures of body height in Chinese indigenous donkeys revealed
by nextâ€•generation sequencing. Animal Genetics, 2022, 53, 487-497. 0.6 5

27826 ETS1 acts as a regulator of human healthy aging via decreasing ribosomal activity. Science Advances,
2022, 8, eabf2017. 4.7 24

27828 Proteome-wide identification of palmitoylated proteins in mouse testis. Reproductive Sciences, 2022,
29, 2299-2309. 1.1 2



1350

Citation Report

# Article IF Citations

27829 Proteomic Analysis Reveals Differential Expression Profiles in Idiopathic Pulmonary Fibrosis Cell
Lines. International Journal of Molecular Sciences, 2022, 23, 5032. 1.8 2

27830 Dynamic and Widespread Control of Poly(A) Tail Length during Macrophage Activation. Rna, 2022, ,
rna.078918.121. 1.6 0

27831 Expression profile analysis in cells overexpressing <scp>DRPLA cDNA</scp> to explore the roles of
<scp>DRPLAp</scp> as a transcriptional coregulator. Neurology and Clinical Neuroscience, 0, , . 0.2 0

27832 Functional identification of microRNA-centered complexes in C. elegans. Scientific Reports, 2022, 12,
7133. 1.6 3

27833 Feature extraction with spectral clustering for gene function prediction using hierarchical
multi-label classification. Applied Network Science, 2022, 7, . 0.8 1

27834 <i>Arthrospira (Spirulina) platensis</i> feeding reduces the early stage of chemically induced rat
colon carcinogenesis. British Journal of Nutrition, 2023, 129, 395-405. 1.2 4

27835 Comprehensive Analysis of the Expression and Prognosis for RAD51 Family in Human Breast Cancer.
International Journal of General Medicine, 0, Volume 15, 4925-4936. 0.8 5

27836
The macrophage-associated microRNA-4715-3p / Gasdermin D axis potentially indicates fibrosis
progression in nonalcoholic fatty liver disease: evidence from transcriptome and biological data.
Bioengineered, 2022, 13, 11740-11751.

1.4 2

27837 Benefits and Challenges of Pre-clustered Network-Based Pathway Analysis. Frontiers in Genetics, 2022,
13, . 1.1 2

27838 Complementary genomic and epigenomic adaptation to environmental heterogeneity. Molecular
Ecology, 2022, 31, 3598-3612. 2.0 11

27839
Delineating functional mechanisms of the p53/p63/p73 family of transcription factors through
identification of proteinâ€“protein interactions using interface mimicry. Molecular Carcinogenesis,
2022, 61, 629-642.

1.3 1

27841 Comprehensive Transcriptome Analysis of Follicles from Two Stages of the Estrus Cycle of Two
Breeds Reveals the Roles of Long Intergenic Non-Coding RNAs in Gilts. Biology, 2022, 11, 716. 1.3 2

27842
Tetraspanins distinguish separate extracellular vesicle subpopulations in human serum and plasma â€“
Contributions of platelet extracellular vesicles in plasma samples. Journal of Extracellular Vesicles,
2022, 11, e12213.

5.5 73

27843 Modification of alternative splicing in bovine somatic cell nuclear transfer embryos using engineered
CRISPR-Cas13d. Science China Life Sciences, 2022, 65, 2257-2268. 2.3 3

27844 Liver cancer cells with nuclear MET overexpression release translation regulatory proteinâ€•enriched
extracellular vesicles exhibit metastasis promoting activity. , 2022, 1, . 0

27845 Development and Validation of an 8-Gene Signature to Improve Survival Prediction of Colorectal
Cancer. Frontiers in Oncology, 2022, 12, . 1.3 7

27846
Clinical Evidence and Potential Mechanisms of Complementary Treatment of Ling Gui Zhu Gan Formula
for the Management of Serum Lipids and Obesity. Evidence-based Complementary and Alternative
Medicine, 2022, 2022, 1-20.

0.5 1

27847
MicroRNA Signature and Cellular Characterization of Undifferentiated and Differentiated House Ear
Institute-Organ of Corti 1 (HEI-OC1) Cells. JARO - Journal of the Association for Research in
Otolaryngology, 2022, 23, 467-489.

0.9 4



1351

Citation Report

# Article IF Citations

27848 Proteomic and Morphological Profiling of Mice Ocular Tissue During High-altitude Acclimatization
Process: An Animal Study at Lhasa. Journal of Inflammation Research, 0, Volume 15, 2835-2853. 1.6 2

27849
Single-Shot 10K Proteome Approach: Over 10,000 Protein Identifications by Data-Independent
Acquisition-Based Single-Shot Proteomics with Ion Mobility Spectrometry. Journal of Proteome
Research, 2022, 21, 1418-1427.

1.8 37

27850 Genotoxicity, oxidative stress and transcriptomic effects of Nitenpyram on human bone marrow
mesenchymal stem cells. Toxicology and Applied Pharmacology, 2022, 446, 116065. 1.3 5

27851 PI3K/AKT/mTOR Pathway-Associated Genes Reveal a Putative Prognostic Signature Correlated with
Immune Infiltration in Hepatocellular Carcinoma. Disease Markers, 2022, 2022, 1-18. 0.6 1

27852 Downregulation of miR-122-5p Activates Glycolysis via PKM2 in Kupffer Cells of Rat and Mouse Models
of Non-Alcoholic Steatohepatitis. International Journal of Molecular Sciences, 2022, 23, 5230. 1.8 11

27853
Network Pharmacology Analysis of Hewei Jiangni Granule for Gastroesophageal Reflux Disease and
Experimental Verification of Its Anti-Neurogenic Inflammation Mechanism. Drug Design, Development
and Therapy, 2022, Volume 16, 1349-1363.

2.0 0

27854 Construction of a lncRNA-associated competing endogenous RNA regulatory network after traumatic
brain injury in mouse. Molecular Brain, 2022, 15, 40. 1.3 3

27855
Network pharmacology combined with molecular docking to explore the potential mechanisms for
the antioxidant activity of Rheum tanguticum seeds. BMC Complementary Medicine and Therapies, 2022,
22, 121.

1.2 10

27856
Sexâ€• and casteâ€•specific transcriptomes of larval honey bee (<i>Apis mellifera</i> L.) gonads: <i>DMRT
A2</i> and <i>Hsp83</i> are differentially expressed and regulated by juvenile hormone. Insect
Molecular Biology, 2022, 31, 593-608.

1.0 6

27857 Glycyrrhetinic acid restricts mitochondrial energy metabolism by targeting SHMT2. IScience, 2022, 25,
104349. 1.9 6

27858 Infrared Laser Ablation Microsampling for Small Volume Proteomics. Journal of the American Society
for Mass Spectrometry, 2022, , . 1.2 1

27859 Study of tRNA-Derived Fragment tRF-20-S998LO9D in Pan-Cancer. Disease Markers, 2022, 2022, 1-9. 0.6 6

27860 A Diagnostic Model for Alzheimerâ€™s Disease Based on Blood Levels of Autophagy-Related Genes.
Frontiers in Aging Neuroscience, 2022, 14, . 1.7 10

27861 Contrasting behavior between the three human monocyte subsets in dengue pathophysiology.
IScience, 2022, 25, 104384. 1.9 11

27862 Disclosing Potential Key Genes, Therapeutic Targets and Agents for Non-Small Cell Lung Cancer:
Evidence from Integrative Bioinformatics Analysis. Vaccines, 2022, 10, 771. 2.1 4

27863 The antidepressant imipramine inhibits breast cancer growth by targeting estrogen receptor signaling
and DNA repair events. Cancer Letters, 2022, 540, 215717. 3.2 9

27864 Exploration of Potential Biomarker Genes and Pathways in Kawasaki Disease: An Integrated in-Silico
Approach. Frontiers in Genetics, 2022, 13, . 1.1 6

27865 Rare variants implicate NMDA receptor signaling and cerebellar gene networks in risk for bipolar
disorder. Molecular Psychiatry, 2022, 27, 3842-3856. 4.1 5



1352

Citation Report

# Article IF Citations

27866 Anti-tumor effects of Skp2 inhibitor AAA-237 on NSCLC by arresting cell cycle at G0/G1 phase and
inducing senescence. Pharmacological Research, 2022, 181, 106259. 3.1 9

27867 Beneficial commensal bacteria promote Drosophila growth by downregulating the expression of
peptidoglycan recognition proteins. IScience, 2022, 25, 104357. 1.9 8

27868 Transcriptomes of testis and pituitary from male Nile tilapia (O. niloticus L.) in the context of social
status. PLoS ONE, 2022, 17, e0268140. 1.1 0

27869 Priming of Arabidopsis resistance to herbivory by insect egg deposition depends on the plantâ€™s
developmental stage. Journal of Experimental Botany, 2022, 73, 4996-5015. 2.4 3

27870 Cellular protein HSC70 promotes fowl adenovirus serotype 4 replication in LMH cells via interacting
with viral 100K protein. Poultry Science, 2022, 101, 101941. 1.5 2

27871 A Crucial Angiogenesis-Associated Gene MEOX2 Could Be a Promising Biomarker Candidate for Breast
Cancer. Frontiers in Oncology, 2022, 12, . 1.3 1

27872 Tyrosine Phosphorylation Profiling Revealed the Signaling Network Characteristics of CAMKK2 in
Gastric Adenocarcinoma. Frontiers in Genetics, 2022, 13, . 1.1 4

27873 Identification of Carcinogenesis and Tumor Progression Processes in Pancreatic Ductal
Adenocarcinoma Using High-Throughput Proteomics. Cancers, 2022, 14, 2414. 1.7 2

27874 Heterologous Expression of Arabidopsis AtARA6 in Soybean Enhances Salt Tolerance. Frontiers in
Genetics, 2022, 13, . 1.1 2

27875 Mechanism of Rhizoma Coptidis in epilepsy with network pharmacology. Allergologia Et
Immunopathologia, 2022, 50, 138-150. 1.0 3

27876 Combined Transcriptomic and Protein Array Cytokine Profiling of Human Stem Cells from Dental
Apical Papilla Modulated by Oral Bacteria. International Journal of Molecular Sciences, 2022, 23, 5098. 1.8 3

27877 Transcriptomic underpinnings of high and low mirror aggression zebrafish behaviours. BMC Biology,
2022, 20, 97. 1.7 3

27878 Cell membrane fluidity and ROS resistance define DMSO tolerance of cryopreserved synovial MSCs
and HUVECs. Stem Cell Research and Therapy, 2022, 13, 177. 2.4 12

27879 Flavivirus Capsid Proteins Inhibit the Interferon Response. Viruses, 2022, 14, 968. 1.5 6

27880 Proteomics Studies in Gestational Diabetes Mellitus: A Systematic Review and Meta-Analysis. Journal of
Clinical Medicine, 2022, 11, 2737. 1.0 7

27881
Proteomic Network Analysis of Bronchoalveolar Lavage Fluid in Ex-Smokers to Discover Implicated
Protein Targets and Novel Drug Treatments for Chronic Obstructive Pulmonary Disease.
Pharmaceuticals, 2022, 15, 566.

1.7 5

27882
Using Network Pharmacology and Molecular Docking Technology to Explore the Mechanism of
Modified Pulsatilla Decoction in the Treatment of Ulcerative Colitis. Natural Product
Communications, 2022, 17, 1934578X2210988.

0.2 0

27883 Functional genome-wide short hairpin RNA library screening identifies key molecules for
extracellular vesicle secretion from microglia. Cell Reports, 2022, 39, 110791. 2.9 4



1353

Citation Report

# Article IF Citations

27884 Network Pharmacology-Based Prediction and Verification of Ginsenoside Rh2-Induced Apoptosis of
A549 Cells via the PI3K/Akt Pathway. Frontiers in Pharmacology, 2022, 13, . 1.6 4

27885 Identification of a novel autophagy-related prognostic signature and small molecule drugs for
glioblastoma by bioinformatics. BMC Medical Genomics, 2022, 15, 111. 0.7 7

27886 Analysis of the lncRNA-Associated Competing Endogenous RNA (ceRNA) Network for Tendinopathy.
Genetical Research, 2022, 2022, 1-11. 0.3 0

27887 Nicotinamide mononucleotide reduces melanin production in aged melanocytes by inhibiting
cAMP/Wnt signaling. Journal of Dermatological Science, 2022, 106, 159-169. 1.0 9

27888 Genetic Basis of Left Ventricular Noncompaction. Circulation Genomic and Precision Medicine, 2022,
15, 101161CIRCGEN121003517. 1.6 23

27889 Capturing Genetic Diversity and Selection Signatures of the Endangered Kosovar Balusha Sheep Breed.
Genes, 2022, 13, 866. 1.0 4

27890
Gene expression profiling of RIP2-knockdown in HD11 macrophages â€” elucidation of potential
pathways (gene network) when challenged with avian pathogenic E.coli (APEC). BMC Genomics, 2022,
23, 341.

1.2 1

27891
Network-Pharmacology-Based Study on Active Phytochemicals and Molecular Mechanism of Cnidium
monnieri in Treating Hepatocellular Carcinoma. International Journal of Molecular Sciences, 2022, 23,
5400.

1.8 11

27892 Characterization and function of biomarkers in sunitinib-resistant renal carcinoma cells. Gene, 2022,
832, 146514. 1.0 4

27893 Distinctive molecular features of regenerative stem cells in the damaged male germline. Nature
Communications, 2022, 13, 2500. 5.8 9

27894 HIV Tat and cocaine interactively alter genome-wide DNA methylation and gene expression and
exacerbate learning and memory impairments. Cell Reports, 2022, 39, 110765. 2.9 5

27895 Cell-type-specific labeling and profiling of glycans in living mice. Nature Chemical Biology, 2022, 18,
625-633. 3.9 21

27896 Cholesterol-Mediated Seeding of Protein Corona on DNA Nanostructures for Targeted Delivery of
Oligonucleotide Therapeutics to Treat Liver Fibrosis. ACS Nano, 2022, 16, 7331-7343. 7.3 23

27897 The Protective Effects of Osteocyteâ€•Derived Extracellular Vesicles Against Alzheimer's Disease
Diminished with Aging. Advanced Science, 2022, 9, e2105316. 5.6 28

27898 A Bayesian network structure learning approach to identify genes associated with stress in spleens of
chickens. Scientific Reports, 2022, 12, 7482. 1.6 0

27899 Translational suppression via IFG-1/eIF4G inhibits stress-induced RNA alternative splicing in
<i>Caenorhabditis elegans</i>. Genetics, 2022, 221, . 1.2 6

27900 Functional metabolomics revealed functional metabolic-characteristics of chronic hepatitis that is
significantly differentiated from acute hepatitis in mice. Pharmacological Research, 2022, 180, 106248. 3.1 5

27901 Gradient tree boosting and network propagation for the identification of pan-cancer survival
networks. STAR Protocols, 2022, 3, 101353. 0.5 0



1354

Citation Report

# Article IF Citations

27902
Epigenome-wide DNA methylation analysis reveals differentially methylation patterns in skeletal
muscle between Chinese Chenghua and Qingyu pigs. Journal of Integrative Agriculture, 2022, 21,
1731-1739.

1.7 2

27903 Transcriptome analysis revealed that jasmonic acid biosynthesis/signaling is involved in plant
response to Strontium stress. Ecotoxicology and Environmental Safety, 2022, 237, 113552. 2.9 10

27904 An aquaporin gene MdPIP1;2 from Malus domestica confers salt tolerance in transgenic Arabidopsis.
Journal of Plant Physiology, 2022, 273, 153711. 1.6 1

27905 Exposure of Anopheles gambiae larvae to a sub-lethal dose of an agrochemical mixture induces
tolerance to adulticides used in vector control management. Aquatic Toxicology, 2022, 248, 106181. 1.9 12

27906 Intron retention is a stress response in sensor genes and is restored by Japanese herbal medicines: A
basis for future clinical applications. Gene, 2022, 830, 146496. 1.0 0

27907 Ni+2 permease system of Helicobacter pylori contains highly conserved G-quadruplex motifs.
Infection, Genetics and Evolution, 2022, 101, 105298. 1.0 6

27908 First report on delineation of differentially expressed genes and pathways in milk somatic cells of
mastitic and healthy Murrah buffaloes. Gene, 2022, 831, 146575. 1.0 2

27909
Curcumin prevents proteins expression changes of oxidative phosphorylation, cellular stress
response, and lipid metabolism proteins in liver of mice fed a high-fructose diet. Journal of
Proteomics, 2022, 263, 104595.

1.2 4

27910 Hydroxyproline stimulates inflammation and reprograms macrophage signaling in a rat kidney stone
model. Biochimica Et Biophysica Acta - Molecular Basis of Disease, 2022, 1868, 166442. 1.8 8

27911
Integrated systems pharmacology and transcriptomics to dissect the mechanisms of Loki Zupa
decoction in the treatment of murine allergic asthma. Journal of Ethnopharmacology, 2022, 294,
115351.

2.0 6

27912 Transcriptomic analysis reveals the genes involved in tetrodotoxin (TTX) accumulation,
translocation, and detoxification in the pufferfish Takifugu rubripes. Chemosphere, 2022, , 134962. 4.2 4

27913
Using Weighted Gene Co-Expression Network Analysis to Identify Increased MND1 Expression as a
Predictor of Poor Breast Cancer Survival. International Journal of General Medicine, 0, Volume 15,
4959-4974.

0.8 7

27914 Diagnosis of pulmonary tuberculosis via identification of core genes and pathways utilizing blood
transcriptional signatures: a multicohort analysis. Respiratory Research, 2022, 23, 125. 1.4 3

27915 Fasciola hepatica Gastrodermal Cells Selectively Release Extracellular Vesicles via a Novel Atypical
Secretory Mechanism. International Journal of Molecular Sciences, 2022, 23, 5525. 1.8 9

27916 Comprehensive Analysis of Ubiquitously Expressed Genes in Humans from A Data-driven Perspective.
Genomics, Proteomics and Bioinformatics, 2023, 21, 164-176. 3.0 9

27917 Transcriptome profiling and proteomic validation reveals targets of the androgen receptor signaling
in the BT-474 breast cancer cell line. Clinical Proteomics, 2022, 19, 14. 1.1 3

27918 Nascent Proteome and Glycoproteome Reveal the Inhibition Role of ALG1 in Hepatocellular Carcinoma
Cell Migration. Phenomics, 2022, 2, 230-241. 0.9 8

27919 Elevated Vulnerability of Chronic Leukemia Patients to COVID-19 Infection: A Systems Biology
Approach. Dr Sulaiman Al Habib Medical Journal, 2022, 4, 32-45. 0.3 1



1355

Citation Report

# Article IF Citations

27920 Incidence and immunomic features of apyretic COVID-19 in patients affected by solid tumors: a
prospective cohort study. Journal of Translational Medicine, 2022, 20, 230. 1.8 0

27921 Role of miRNAs in Human T Cell Leukemia Virus Type 1 Induced T Cell Leukemia: A Literature Review and
Bioinformatics Approach. International Journal of Molecular Sciences, 2022, 23, 5486. 1.8 5

27922 Characteristics of alveolar macrophages in bronchioalveolar lavage fluids from active tuberculosis
patients identified by single-cell RNA sequencing. Journal of Biomedical Research, 2022, 36, 167. 0.7 6

27923 Modular Multiâ€“Source Prediction of Drug Sideâ€“Effects With DruGNN. IEEE/ACM Transactions on
Computational Biology and Bioinformatics, 2023, 20, 1211-1220. 1.9 8

27924
Contribution of the Immune Response in the Ileum to the Development of Diarrhoea caused by
Helminth Infection: Studies with the Sheep Model. Functional and Integrative Genomics, 2022, 22,
865-877.

1.4 2

27925 Folic acid intervention during pregnancy alters DNA methylation, affecting neural target genes
through two distinct mechanisms. Clinical Epigenetics, 2022, 14, 63. 1.8 17

27926 Deficiency of the splicing factor RBM10 limits EGFR inhibitor response in EGFR-mutant lung cancer.
Journal of Clinical Investigation, 2022, 132, . 3.9 15

27927 Breast Cancer-Stromal Interactions: Adipose-Derived Stromal/Stem Cell Age and Cancer Subtype
Mediated Remodeling. Stem Cells and Development, 2022, 31, 604-620. 1.1 3

27928 Transcriptomic and functional genetic evidence for distinct ecophysiological responses across
complex life cycle stages. Journal of Experimental Biology, 2022, 225, . 0.8 4

27929 The potential of remdesivir to affect function, metabolism and proliferation of cardiac and kidney
cells in vitro. Archives of Toxicology, 2022, 96, 2341-2360. 1.9 11

27930 The structural context of posttranslational modifications at a proteome-wide scale. PLoS Biology,
2022, 20, e3001636. 2.6 50

27931 The lysine deacetylase activity of histone deacetylases 1 and 2 is required to safeguard zygotic genome
activation in mice and cattle. Development (Cambridge), 2022, 149, . 1.2 11

27932 Drosophila nicotinic acetylcholine receptor subunits and their native interactions with insecticidal
peptide toxins. ELife, 2022, 11, . 2.8 5

27933 Development of human pluripotent stem cell-derived hepatic organoids as an alternative model for
drug safety assessment. Biomaterials, 2022, 286, 121575. 5.7 20

27934 Esrrb Regulates Specific Feed-Forward Loops to Transit From Pluripotency Into Early Stages of
Differentiation. Frontiers in Cell and Developmental Biology, 2022, 10, . 1.8 1

27935 Identification of hub Genes in the Pathogenesis of Ischemic Stroke Based on Bioinformatics Analysis.
Journal of Korean Neurosurgical Society, 2022, , . 0.5 1

27936
Inâ€•depth proteomics characterization of âˆ†Np73 effectors identifies key proteins with diagnostic
potential implicated in lymphangiogenesis, vasculogenesis and metastasis in colorectal cancer.
Molecular Oncology, 2022, 16, 2672-2692.

2.1 4

27937 Differential gene expression and hallmarks of stemness in epithelial cells of the developing rat
epididymis. Cell and Tissue Research, 2022, , . 1.5 4



1356

Citation Report

# Article IF Citations

27938 Antibody-Mediated Screening of Peptide Inhibitors for Monoamine Oxidase-B (MAO-B) from an
Autodisplayed F<sub>V</sub> Library. Bioconjugate Chemistry, 2022, 33, 1166-1178. 1.8 5

27939 Intracellular lipid surveillance by small G protein geranylgeranylation. Nature, 2022, 605, 736-740. 13.7 12

27940 Short and long-term effect of dexamethasone on the transcriptome profile of primary human
trabecular meshwork cells in vitro. Scientific Reports, 2022, 12, 8299. 1.6 3

27941 Sbk2, a Newly Discovered Atrium-Enriched Regulator of Sarcomere Integrity. Circulation Research,
2022, 131, 24-41. 2.0 5

27942 Localization of EccA3 at the growing pole in Mycobacterium smegmatis. BMC Microbiology, 2022, 22,
140. 1.3 1

27943 Histone H3.3 K27M chromatin functions implicate a network of neurodevelopmental factors including
ASCL1 and NEUROD1 in DIPG. Epigenetics and Chromatin, 2022, 15, 18. 1.8 9

27944 Evaluation of miRNAs regulation of BDNF and IGF1 genes in T2DM insulin resistance in experimental
models: bioinformatics based approach. Brazilian Journal of Biology, 2022, 84, e256691. 0.4 1

27945 Identification of Hypoxia-related Genes in Acute Myocardial Infarction using Bioinformatics Analysis.
Combinatorial Chemistry and High Throughput Screening, 2023, 26, 728-742. 0.6 2

27946 Identification of PBK as a hub gene and potential therapeutic target for medulloblastoma. Oncology
Reports, 2022, 48, . 1.2 2

27947 Dietary Cholesterol Causes Inflammatory Imbalance and Exacerbates Morbidity in Mice Infected with
Influenza A Virus. Journal of Immunology, 2022, 208, 2523-2539. 0.4 9

27948 SARS-CoV-2 host-shutoff impacts innate NK cell functions, but antibody-dependent NK activity is
strongly activated through non-spike antibodies. ELife, 2022, 11, . 2.8 34

27949 Dynamic proteomic change of tumor and immune organs in an immune-competent hepatocellular
carcinoma mouse model.. American Journal of Cancer Research, 2022, 12, 1621-1634. 1.4 0

27950 The role of Jagged1 as a dynamic switch of cancer cell plasticity in PDAC assembloids. Theranostics,
2022, 12, 4431-4445. 4.6 7

27951 Suppressing MDSC Infiltration in Tumor Microenvironment Serves as an Option for Treating Ovarian
Cancer Metastasis. International Journal of Biological Sciences, 2022, 18, 3697-3713. 2.6 10

27952 3,3'-Diindolylmethane plus Eflornithine suppress DNA Replication and Cell Cycle in Esophageal
Squamous Cell Carcinoma <i>in vivo</i>. Journal of Cancer, 2022, 13, 2607-2619. 1.2 1

27953 Upregulation of SQLE Contributes to Poor Survival in Head and Neck Squamous Cell Carcinoma.
International Journal of Biological Sciences, 2022, 18, 3576-3591. 2.6 10

27955 Bacterial Adaptation to Venom in Snakes and Arachnida. Microbiology Spectrum, 2022, 10, . 1.2 13

27956 Explore the Effect of Asthma Regulating HIF-1 Pathway on Sperm Quality Based on Rat Model. BioMed
Research International, 2022, 2022, 1-10. 0.9 1



1357

Citation Report

# Article IF Citations

27957
Resveratrol Ameliorates Lipopolysaccharide-Induced Sudden Sensorineural Hearing Loss in In Vitro
Model through Multitarget Antiapoptotic Mechanism Based on Network Pharmacology and
Molecular Docking. Evidence-based Complementary and Alternative Medicine, 2022, 2022, 1-11.

0.5 2

27958 Single-cell chromatin profiling of the primitive gut tube reveals regulatory dynamics underlying
lineage fate decisions. Nature Communications, 2022, 13, . 5.8 10

27959 iTRAQ proteomics of sentinel lymph nodes for identification of extracellular matrix proteins to flag
metastasis in early breast cancer. Scientific Reports, 2022, 12, . 1.6 2

27960 Influence of a Polyherbal Choline Source in Dogs: Body Weight Changes, Blood Metabolites, and Gene
Expression. Animals, 2022, 12, 1313. 1.0 2

27961
Relationship between gene expression networks and muscle contractile physiology differences in
Anolis lizards. Journal of Comparative Physiology B: Biochemical, Systemic, and Environmental
Physiology, 0, , .

0.7 1

27962 Comparative transcriptomic analysis reveals region-specific expression patterns in different beefÂ cuts.
BMC Genomics, 2022, 23, . 1.2 3

27963 Glucocorticoid Receptor Maintains Vasopressin Responses in Kidney Collecting Duct Cells. Frontiers
in Physiology, 2022, 13, . 1.3 3

27965 Mechanisms Underlying Antipsychotic-Induced NAFLD and Iron Dysregulation: A Multi-Omic Approach.
Biomedicines, 2022, 10, 1225. 1.4 4

27966 Transcriptome Analysis of Traditional Chinese Medicine â€˜Kechuanning Plasterâ€™ in the Treatment of
Asthma. Combinatorial Chemistry and High Throughput Screening, 2023, 26, 778-788. 0.6 1

27967 Inhibition of histone methyltransferase SETD8 represses DNA virus replication. , 2022, 1, 100033. 0

27968
Integrated UPLC-Q-TOF-MS/MS and Network Pharmacology Approach to Investigating the Metabolic
Profile of Marein of Coreopsis tinctoria Nutt.. Evidence-based Complementary and Alternative
Medicine, 2022, 2022, 1-15.

0.5 0

27969 Comprehensive analysis of gene expression profiles to identify differential prognostic factors of
primary and metastatic breast cancer. Saudi Journal of Biological Sciences, 2022, 29, 103318. 1.8 3

27970 Generation of a mouse model of the neurodevelopmental disorder with dysmorphic facies and distal
limb anomalies syndrome. Human Molecular Genetics, 2022, 31, 3405-3421. 1.4 2

27972 Developmental dynamics of two bipotent thymic epithelial progenitor types. Nature, 2022, 606, 165-171. 13.7 32

27973 Schwann cells in the subcutaneous adipose tissue have neurogenic potential and can be used for
regenerative therapies. Science Translational Medicine, 2022, 14, . 5.8 17

27974 Extracellular vesicles from lung tissue drive bone marrow neutrophil recruitment in inflammation.
Journal of Extracellular Vesicles, 2022, 11, . 5.5 18

27975 Redefining breast cancer subtypes to guide treatment prioritization and maximize response: Predictive
biomarkers across 10 cancer therapies. Cancer Cell, 2022, 40, 609-623.e6. 7.7 92

27976 Epigenomic Analysis Reveals the KCNK9 Potassium Channel as a Potential Therapeutic Target for
Adenomyosis. International Journal of Molecular Sciences, 2022, 23, 5973. 1.8 3



1358

Citation Report

# Article IF Citations

27978
diTFPP, a Phenoxyphenol, Sensitizes Hepatocellular Carcinoma Cells to C2-Ceramide-Induced
Autophagic Stress by Increasing Oxidative Stress and ER Stress Accompanied by LAMP2
Hypoglycosylation. Cancers, 2022, 14, 2528.

1.7 7

27979 Modelling immune cytotoxicity for cholangiocarcinoma with tumour-derived organoids and effector
T cells. British Journal of Cancer, 2022, 127, 649-660. 2.9 23

27980 Functional insights into Brucella transcriptional regulator ArsR. Microbial Pathogenesis, 2022, 168,
105557. 1.3 0

27981 Inhibition of nuclear deacetylase Sirtuin-1 induces mitochondrial acetylation and calcium overload
leading to cell death. Redox Biology, 2022, 53, 102334. 3.9 25

27982
Low expression of PGC-1Î² and other mitochondrial biogenesis modulators in melanoma is associated
with growth arrest and the induction of an immunosuppressive gene expression program dependent
on MEK and IRF-1. Cancer Letters, 2022, 541, 215738.

3.2 3

27983 Aberrant methylmalonylation underlies methylmalonic acidemia and is attenuated by an engineered
sirtuin. Science Translational Medicine, 2022, 14, . 5.8 21

27984 Serpin Family E Member 1 Enhances Myometrium Contractility By Increasing ATP Production During
Labor. SSRN Electronic Journal, 0, , . 0.4 0

27985 Comprehensive analysis of molecular mechanism and a novel prognostic signature based on small
nuclear RNA biomarkers in gastric cancer patients. Open Medicine (Poland), 2022, 17, 991-1006. 0.6 0

27986 GWAS of Clinically Defined Gout Identifies Non-Urate-Related Loci and Implicates Novel Gene, Pathway
and Cell Type Associations. SSRN Electronic Journal, 0, , . 0.4 0

27987 Morphine Re-Arranges Chromatin Spatial Architecture of Non-Human Primate Cortical Neurons. SSRN
Electronic Journal, 0, , . 0.4 0

27988 A Mouse Upper Respiratory Tract Coronavirus Infection Model with OC43 Defines Toll-Like Receptor
2/6 Mediated Innate Immune Protection. SSRN Electronic Journal, 0, , . 0.4 0

27989 Comparative Functional Microrna Landscape of Trophoblast Stem Cell- And Mesenchymal Stem
Cell-Derived Exosomes Using Small RNA Profiling. SSRN Electronic Journal, 0, , . 0.4 0

27990
Hitchhiking Mapping of Candidate Regions Associated with Fat Deposition in Iranian Thin and Fat Tail
Sheep Breeds Suggests New Insights into Molecular Aspects of Fat Tail Selection. Animals, 2022, 12,
1423.

1.0 6

27992 An Epistatic Network Describes oppA and glgB as Relevant Genes for Mycobacterium tuberculosis.
Frontiers in Molecular Biosciences, 0, 9, . 1.6 1

27993 LIMK1: A promising prognostic and immune infiltration indicator in colorectal cancer. Oncology
Letters, 2022, 24, . 0.8 2

27994 Identification of the genetic central dogma in osteogenic differentiation of MSCs by osteoinductive
medium from transcriptional data sets. Chronic Diseases and Translational Medicine, 2022, 8, 218-228. 0.9 4

27996 Genetic and genomic analysis of oxygen consumption in mice. Journal of Animal Breeding and Genetics,
2022, 139, 596-610. 0.8 2

27997 Changes in Higher-Order Chromosomal Structure of Klebsiella pneumoniae Under Simulated
Microgravity. Frontiers in Microbiology, 2022, 13, . 1.5 2



1359

Citation Report

# Article IF Citations

27998 Integrative RNA profiling of TBEV-infected neurons and astrocytes reveals potential pathogenic
effectors. Computational and Structural Biotechnology Journal, 2022, 20, 2759-2777. 1.9 12

27999 Spaceflight Analogue Culture Enhances the Host-Pathogen Interaction Between Salmonella and a 3-D
Biomimetic Intestinal Co-Culture Model. Frontiers in Cellular and Infection Microbiology, 0, 12, . 1.8 6

28000 Precision Structural Interpretation of Site-Specific <i>N-</i>Glycans in Seminal Plasma. Journal of
Proteome Research, 2022, 21, 1664-1674. 1.8 5

28001 Gene network Analysis Defines a Subgroup of Small Cell Lung Cancer patients With Short Survival.
Clinical Lung Cancer, 2022, 23, 510-521. 1.1 2

28003 The genes controlling normal function of citrate and spermine secretion are lost in aggressive
prostate cancer and prostate model systems. IScience, 2022, 25, 104451. 1.9 2

28004 Molecular and Immune Profiling of Syngeneic Mouse Models Predict Response to Immune Checkpoint
Inhibitors in Gastric Cancer. Cancer Research and Treatment, 2023, 55, 167-178. 1.3 3

28005
Molecular response of <i>Sargassum vulgare</i> to acidification at volcanic
<scp>CO<sub>2</sub></scp> vents: Insights from proteomic and metabolite analyses. Molecular
Ecology, 2022, 31, 3844-3858.

2.0 4

28006 Nuclear receptor subfamily 3 group c member 2 (NR3C2) is downregulated due to hypermethylation
and plays a tumor-suppressive role in colon cancer. Molecular and Cellular Biochemistry, 0, , . 1.4 7

28007 Transcriptome Profile Reveals Genetic and Metabolic Mechanisms Related to Essential Fatty Acid
Content of Intramuscular Longissimus thoracis in Nellore Cattle. Metabolites, 2022, 12, 471. 1.3 2

28009 Transcriptomic analysis of the chorioallantois in equine premature placental separation. Equine
Veterinary Journal, 2023, 55, 405-418. 0.9 2

28010 Functional RNA Dynamics Are Progressively Governed by RNA Destabilization during the Adaptation to
Chronic Hypoxia. International Journal of Molecular Sciences, 2022, 23, 5824. 1.8 3

28011 Bioinformatics Study Identified EGF as a Crucial Gene in Papillary Renal Cell Cancer. Disease Markers,
2022, 2022, 1-19. 0.6 0

28012 Transcriptomic Profiling Reveals Discrete Poststroke Dementia Neuronal and Gliovascular
Signatures. Translational Stroke Research, 0, , . 2.3 1

28013 The granulosa cell response to luteinizing hormone is partly mediated by YAP1-dependent induction of
amphiregulin. Cell Communication and Signaling, 2022, 20, . 2.7 11

28014
Further insights into the association of the protein phosphatase gene ABI1 with drought and salinity
stress responses in Brassica species. Journal of Plant Biochemistry and Biotechnology, 2023, 32,
106-120.

0.9 3

28015 Effect of berberine on global modulation of lncRNAs and mRNAs expression profiles in patients with
stable coronary heart disease. BMC Genomics, 2022, 23, . 1.2 1

28016
Combination of HPLC-Q-TOF-MS/MS, Network Pharmacology, and Molecular Docking to Reveal the
Mechanism of Apple Pollen in the Treatment of Type 2 Diabetes Mellitus. Evidence-based Complementary
and Alternative Medicine, 2022, 2022, 1-14.

0.5 1

28017 Self-amplifying loop of NF-ÎºB and periostin initiated by PIEZO1 accelerates mechano-induced senescence
of nucleus pulposus cells and intervertebral disc degeneration. Molecular Therapy, 2022, 30, 3241-3256. 3.7 40



1360

Citation Report

# Article IF Citations

28018 Activation of Nkx2.5 transcriptional program is required for adult myocardial repair. Nature
Communications, 2022, 13, . 5.8 7

28020 p63 Directs Subtype-Specific Gene Expression in HPV+ Head and Neck Squamous Cell Carcinoma.
Frontiers in Oncology, 0, 12, . 1.3 3

28021 New Insights into the Neuromyogenic Spectrum of a Gain of Function Mutation in SPTLC1. Genes, 2022,
13, 893. 1.0 2

28022 Distinct Roles of Adenosine Deaminase Isoenzymes ADA1 and ADA2: A Pan-Cancer Analysis. Frontiers in
Immunology, 0, 13, . 2.2 7

28025 Identification of Peripheral Blood miRNA Biomarkers in First-Episode Drug-Free Schizophrenia Patients
Using Bioinformatics Strategy. Molecular Neurobiology, 2022, 59, 4730-4746. 1.9 9

28027 Regulatory T Cell-Related Gene Indicators in Pulmonary Hypertension. Frontiers in Pharmacology, 0,
13, . 1.6 5

28028 Transcriptional Activation, Deactivation and Rebound Patterns in Cortex, Hippocampus and Amygdala
in Response to Ketamine Infusion in Rats. Frontiers in Molecular Neuroscience, 2022, 15, . 1.4 2

28029 Ad libitum feeding alters mRNA abundance in the ovarian cortex of broiler breeder hens.
Reproduction and Fertility, 2022, 3, 110-121. 0.6 1

28031 Single-cell RNA sequencing reveals evolution of immune landscape during glioblastoma progression.
Nature Immunology, 2022, 23, 971-984. 7.0 79

28032 How Placenta Promotes the Successful Reproduction in High-Altitude Populations: A Transcriptome
Comparison between Adaptation and Acclimatization. Molecular Biology and Evolution, 2022, 39, . 3.5 8

28033 Identification of Liver and Plasma microRNAs in Chronic Hepatitis B Virus infection. Frontiers in
Cellular and Infection Microbiology, 0, 12, . 1.8 7

28034 Bayesian analysis of dynamic phosphoproteomic data identifies protein kinases mediating GPCR
responses. Cell Communication and Signaling, 2022, 20, . 2.7 7

28035 Protein Network Analysis of Whole Exome Sequencing of Severe Preeclampsia. Frontiers in Genetics,
2022, 12, . 1.1 2

28036 Comprehensive analysis of the expression, prognostic significance, and function of FAM83 family
members in breast cancer. World Journal of Surgical Oncology, 2022, 20, . 0.8 5

28037 Copy Number Variation (CNV): A New Genomic Insight in Horses. Animals, 2022, 12, 1435. 1.0 4

28038 Recapitulated Crosstalk between Cerebral Metastatic Lung Cancer Cells and Brain Perivascular Tumor
Microenvironment in a Microfluidic Coâ€•Culture Chip. Advanced Science, 2022, 9, . 5.6 12

28039 BPA disrupts meiosis I in oogonia by acting on pathways including cell cycle regulation, meiosis
initiation and spindle assembly. Reproductive Toxicology, 2022, 111, 166-177. 1.3 3

28040
Caffeine and Chlorogenic Acid Combination Attenuate Early-Stage Chemically Induced Colon
Carcinogenesis in Mice: Involvement of oncomiR miR-21a-5p. International Journal of Molecular
Sciences, 2022, 23, 6292.

1.8 10



1361

Citation Report

# Article IF Citations

28041 Screening and Identification of Hub Genes in the Development of Early Diabetic Kidney Disease Based
on Weighted Gene Co-Expression Network Analysis. Frontiers in Endocrinology, 2022, 13, . 1.5 8

28042 Nuclear Vav3 is required for polycomb repression complex-1 activity in B-cell lymphoblastic
leukemogenesis. Nature Communications, 2022, 13, . 5.8 3

28043 BRAFâ€•V600E utilizes posttranscriptional mechanisms to amplify LPSâ€•induced TNFÎ± production in dendritic
cells in a mouse model of Langerhans cell histiocytosis. Journal of Leukocyte Biology, 0, , . 1.5 0

28045 Integrated proteogenomic characterization of urothelial carcinoma of the bladder. Journal of
Hematology and Oncology, 2022, 15, . 6.9 26

28046
Mechanisms of <i>Gynostemma pentaphyllum</i> against nonâ€•alcoholic fibre liver disease based on
network pharmacology and molecular docking. Journal of Cellular and Molecular Medicine, 2022, 26,
3760-3771.

1.6 5

28047 Impact of in Utero Rat Exposure to 17Alpha-Ethinylestradiol or Genistein on Testicular Development
and Germ Cell Gene Expression. Frontiers in Toxicology, 2022, 4, . 1.6 2

28048
Single-cell RNA sequencing of mitotic-arrested prospermatogonia with DAZL::GFP chickens and
revealing unique epigenetic reprogramming of chickens. Journal of Animal Science and Biotechnology,
2022, 13, .

2.1 5

28049 Yi-Xin-Shu capsule ameliorates cardiac hypertrophy by regulating RB/HDAC1/GATA4 signaling pathway
based on proteomic and mass spectrometry image analysis. Phytomedicine, 2022, 103, 154185. 2.3 5

28050 Epigenetic regulation of Fructoseâ€•1,6â€•bisphosphatase 1 by host transcription factor Speckled
110â€‰<scp>kDa</scp> during hepatitis B virus infection. FEBS Journal, 2022, 289, 6694-6713. 2.2 7

28051 Clioquinol as an inhibitor of JmjC-histone demethylase exhibits common and unique histone
methylome and transcriptome between clioquinol and hypoxia. IScience, 2022, , 104517. 1.9 1

28052 RNA exosome drives early B cell development via noncoding RNA processing mechanisms. Science
Immunology, 2022, 7, . 5.6 11

28053 Stocking density affects transcriptome changes in the hypothalamic-pituitary-gonadal axis and
reproductive performance in ducks. Italian Journal of Animal Science, 2022, 21, 955-966. 0.8 0

28054 RSK1 promotes mammalian axon regeneration by inducing the synthesis of regeneration-related
proteins. PLoS Biology, 2022, 20, e3001653. 2.6 9

28055 Phase separation of Ddx3xb helicase regulates maternal-to-zygotic transition in zebrafish. Cell
Research, 2022, 32, 715-728. 5.7 12

28056 An essential role for <scp>PTIP</scp> in mediating Hox gene regulation along <scp>PcG</scp> and
<scp>trxG</scp> pathways. FEBS Journal, 2022, 289, 6324-6341. 2.2 0

28057 Targeting LIPA independent of its lipase activity is a therapeutic strategy in solid tumors via induction
of endoplasmic reticulum stress. Nature Cancer, 2022, 3, 866-884. 5.7 8

28058 Dynamic epigenetic age mosaicism in the human atherosclerotic artery. PLoS ONE, 2022, 17, e0269501. 1.1 1

28059 Nitrate enhances the secondary growth of storage roots in Panax ginseng. Journal of Ginseng
Research, 2023, 47, 469-478. 3.0 6



1362

Citation Report

# Article IF Citations

28060 Multiomics analysis of the NAD<sup>+</sup>â€“PARP1 axis reveals a role for site-specific
ADP-ribosylation in splicing in embryonic stem cells. Genes and Development, 2022, 36, 601-617. 2.7 6

28061 Expression Plasticity of Transposable Elements is Highly Associated with Organismal Re-adaptation to
Ancestral Environments. Genome Biology and Evolution, 0, , . 1.1 0

28062 Transcriptome analysis revealed hub genes for muscle growth in Indian major carp, Catla catla
(Hamilton, 1822). Genomics, 2022, 114, 110393. 1.3 3

28079 Proteomic profiling of serum small extracellular vesicles reveals immune signatures of children
with pneumonia. Translational Pediatrics, 2022, 11, 891-908. 0.5 4

28080
Novel hypoxia features with appealing implications in discriminating the prognosis, immune escape and
drug responses of 947 hepatocellular carcinoma patients. Translational Cancer Research, 2022, 11,
2097-2121.

0.4 3

28082 Alternative splicing plays key roles in response to stress across different stages of fighting in the fish
Betta splendens. BMC Genomics, 2021, 22, . 1.2 2

28083 A drug discovery approach based on comparative transcriptomics between two toxin-secreting marine
annelids: <i>Glycera alba</i> and <i>Hediste diversicolor</i>. Molecular Omics, 2022, 18, 731-744. 1.4 4

28084 FMR1 is identified as an immune-related novel prognostic biomarker for renal clear cell carcinoma: A
bioinformatics analysis of TAZ/YAP. Mathematical Biosciences and Engineering, 2022, 19, 9295-9320. 1.0 3

28085 Microarray Analysis of MicroRNA Expression Profiles in Newborn and Adult Rats Hippocampus.
Yangtze Medicine, 2022, 06, 24-40. 0.1 0

28086 Sequences to Differences in Gene Expression: Analysis of RNA-Seq Data. Methods in Molecular Biology,
2022, , 279-318. 0.4 2

28089
Identification and verification of differentially expressed key genes in peripheral blood-derived T cells
between chronic immune thrombocytopenia patients and healthy controls. Bioengineered, 2022, 13,
13587-13595.

1.4 1

28090 Genome-wide cross-cancer analysis illustrates the critical role of bimodal miRNA in patient survival
and drug responses to PI3K inhibitors. PLoS Computational Biology, 2022, 18, e1010109. 1.5 1

28091 The Function of DNA Demethylase Gene ROS1a Null Mutant on Seed Development in Rice (Oryza Sativa)
Using the CRISPR/CAS9 System. International Journal of Molecular Sciences, 2022, 23, 6357. 1.8 5

28092 Single-cell transcriptomic analysis of honeybee brains identifies vitellogenin as caste
differentiation-related factor. IScience, 2022, 25, 104643. 1.9 15

28094 Translational regulation of TFH cell differentiation and autoimmune pathogenesis. Science Advances,
2022, 8, . 4.7 2

28095 SIN-3 functions through multi-protein interaction to regulate apoptosis, autophagy, and longevity in
Caenorhabditis elegans. Scientific Reports, 2022, 12, . 1.6 1

28096
Circulating <scp>microRNAs</scp> (<scp>miR</scp>â€•16, <scp>miR</scp>â€•22, <scp>miR</scp>â€•122)
expression and early diagnosis of hepatocellular carcinoma. Journal of Clinical Laboratory Analysis,
2022, 36, .

0.9 13

28097 Phosphodiesterase type 5 inhibitors enhance chemotherapy in preclinical models of esophageal
adenocarcinoma by targeting cancer-associated fibroblasts. Cell Reports Medicine, 2022, 3, 100541. 3.3 5



1363

Citation Report

# Article IF Citations

28098 Integrated Transcriptome Profiling Identifies Prognostic Hub Genes as Therapeutic Targets of
Glioblastoma: Evidenced by Bioinformatics Analysis. ACS Omega, 2022, 7, 22531-22550. 1.6 5

28099 Identification of potential gene markers in gestational diabetes mellitus. Journal of Clinical
Laboratory Analysis, 0, , . 0.9 1

28100 Identification of potential key molecules and signaling pathways for psoriasis based on weighted gene
co-expression network analysis. World Journal of Clinical Cases, 2022, 10, 5965-5983. 0.3 4

28101 RNA Sequencing of the Pituitary Gland and Association Analyses Reveal PRKG2 as a Candidate Gene for
Growth and Carcass Traits in Chinese Ningdu Yellow Chickens. Frontiers in Veterinary Science, 0, 9, . 0.9 2

28102 Analysis of estrogen-regulated enhancer RNAs identifies a functional motif required for enhancer
assembly and gene expression. Cell Reports, 2022, 39, 110944. 2.9 9

28103 Genome-wide translation control analysis of developing human neurons. Molecular Brain, 2022, 15, . 1.3 2

28104 Spatial and temporal proteomics reveals the distinct distributions and dynamics of O-GlcNAcylated
proteins. Cell Reports, 2022, 39, 110946. 2.9 12

28105
Integrative PheWAS analysis in risk categorization of major depressive disorder and identifying their
associations with genetic variants using a latent topic model approach. Translational Psychiatry,
2022, 12, .

2.4 2

28106

Using Live Imaging and Fluorescence Ubiquitinated Cell Cycle Indicator Embryonic Stem Cells to
Distinguish G1 Cell Cycle Delays for General Stressors like Perfluoro-Octanoic Acid and Hyperosmotic
Sorbitol or G2 Cell Cycle Delay for Mutagenic Stressors like Benzo(a)pyrene. Stem Cells and
Development, 2022, 31, 296-310.

1.1 3

28107
Exploring the comorbidity mechanisms between asthma and idiopathic pulmonary fibrosis and the
pharmacological mechanisms of Bu-Shen-Yi-Qi decoction therapy via network pharmacology. BMC
Complementary Medicine and Therapies, 2022, 22, .

1.2 0

28108 EPIC: Inferring relevant cell types for complex traits by integrating genome-wide association studies
and single-cell RNA sequencing. PLoS Genetics, 2022, 18, e1010251. 1.5 10

28109
Phenotypic toxicity, oxidative response, and transcriptomic deregulation of the rotifer Brachionus
plicatilis exposed to a toxic cocktail of tire-wear particle leachate. Journal of Hazardous Materials,
2022, 438, 129417.

6.5 16

28110 Metabolic lactate production coordinates vasculature development and progenitor behavior in the
developing mouse neocortex. Nature Neuroscience, 2022, 25, 865-875. 7.1 19

28111 Anti-inflammatory Properties of the Alpha-Melanocyte-Stimulating Hormone in Models of
Granulomatous Inflammation. Lung, 2022, 200, 463-472. 1.4 3

28112 Clarifying expression patterns by renal lesion using transcriptome analysis and vanin-1 as a potential
novel biomarker for renal injury in chickens. Poultry Science, 2022, 101, 102011. 1.5 3

28113
A Signature of Exaggerated Adipose Tissue Dysfunction in Type 2 Diabetes Is Linked to Low Plasma
Adiponectin and Increased Transcriptional Activation of Proteasomal Degradation in Muscle. Cells,
2022, 11, 2005.

1.8 4

28114 Identification of Age-associated Proteins and Functional Alterations in Human Retinal Pigment
Epithelium. Genomics, Proteomics and Bioinformatics, 2022, 20, 633-647. 3.0 5

28115 Expression and prognosis analysis of mitochondrial ribosomal protein family in breast cancer.
Scientific Reports, 2022, 12, . 1.6 7



1364

Citation Report

# Article IF Citations

28116 ARG1 as a promising biomarker for sepsis diagnosis and prognosis: evidence from WGCNA and PPI
network. Hereditas, 2022, 159, . 0.5 6

28117 DDOST Correlated with Malignancies and Immune Microenvironment in Gliomas. Frontiers in
Immunology, 0, 13, . 2.2 9

28118 A transcriptomic signature for prostate cancer relapse prediction identified from the differentially
expressed genes between TP53 mutant and wild-type tumors. Scientific Reports, 2022, 12, . 1.6 4

28119 Bioinformatics and Experimental Analyses Reveal NFIC as an Upstream Transcriptional Regulator for
Ischemic Cardiomyopathy. Genes, 2022, 13, 1051. 1.0 4

28120
Combination of the NRF2 Inhibitor and Autophagy Inhibitor Significantly Inhibited Tumorigenicity of
Castration-Resistant Prostate Cancer. Computational and Mathematical Methods in Medicine, 2022,
2022, 1-11.

0.7 2

28121 The roles of growth regulation and appendage patterning genes in the morphogenesis of treehopper
pronota. Proceedings of the Royal Society B: Biological Sciences, 2022, 289, . 1.2 5

28122 Integrated analysis of tRNA-derived small RNAs in proliferative human aortic smooth muscle cells.
Cellular and Molecular Biology Letters, 2022, 27, . 2.7 5

28123 Whole transcriptome analysis of long noncoding RNA in beryllium sulfate-treated 16HBE cells.
Toxicology and Applied Pharmacology, 2022, , 116097. 1.3 1

28124 Role of the Demethylase AlkB Homolog H5 in the Promotion of Dentinogenesis. Frontiers in
Physiology, 0, 13, . 1.3 3

28125 Development of a physiological insulin resistance model in human stem cellâ€“derived adipocytes.
Science Advances, 2022, 8, . 4.7 10

28126 Exposure of intestinal explants to NX, but not to DON, enriches the secretome in mitochondrial
proteins. Archives of Toxicology, 2022, 96, 2609-2619. 1.9 5

28127 Immune Cell Infiltration Characteristics of Pigmented Villous Nodular Synovitis and Prediction of
Potential Diagnostic Markers Based on Bioinformatics. BioMed Research International, 2022, 2022, 1-17. 0.9 1

28128 Integrated analysis reveals the pivotal interactions between immune cells in the melanoma tumor
microenvironment. Scientific Reports, 2022, 12, . 1.6 4

28129 Selective modulation of cell surface proteins during vaccinia infection: A resource for identifying
viral immune evasion strategies. PLoS Pathogens, 2022, 18, e1010612. 2.1 6

28130 Comprehensive bioinformatic analysis reveals a cancer-associated fibroblast gene signature as a poor
prognostic factor and potential therapeutic target in gastric cancer. BMC Cancer, 2022, 22, . 1.1 20

28131
Î± and Î² catalytic subunits of cAMPâ€•dependent protein kinase regulate formoterolâ€•induced inflammatory
gene expression changes in human bronchial epithelial cells. British Journal of Pharmacology, 2022,
179, 4593-4614.

2.7 1

28132
Comparison of serum and plasma as a source of blood extracellular vesicles: Increased levels of
platelet-derived particles in serum extracellular vesicle fractions alter content profiles from plasma
extracellular vesicle fractions. PLoS ONE, 2022, 17, e0270634.

1.1 21

28133 miR-218-5p/RUNX2 Axis Positively Regulates Proliferation and Is Associated with Poor Prognosis in
Cervical Cancer. International Journal of Molecular Sciences, 2022, 23, 6993. 1.8 9



1365

Citation Report

# Article IF Citations

28134 <scp>SIRT6</scp> promotes mitochondrial fission and subsequent cellular invasion in ovarian cancer.
FEBS Open Bio, 2022, 12, 1657-1676. 1.0 14

28135 Omics-based integrated analysis identified IKZF2 as a biomarker associated with lupus nephritis.
Scientific Reports, 2022, 12, . 1.6 2

28136 Heterogeneity Analysis of Bladder Cancer Based on DNA Methylation Molecular Profiling. Frontiers in
Oncology, 0, 12, . 1.3 2

28137 Proteomic Profiling Identifies Co-Regulated Expression of Splicing Factors as a Characteristic Feature
of Intravenous Leiomyomatosis. Cancers, 2022, 14, 2907. 1.7 2

28138 Stress conditions induced circRNAs profile of extracellular vesicles in brain microvascular
endothelial cells. Metabolic Brain Disease, 0, , . 1.4 0

28140 TRPs in Ovarian Serous Cystadenocarcinoma: The Expression Patterns, Prognostic Roles, and Potential
Therapeutic Targets. Frontiers in Molecular Biosciences, 0, 9, . 1.6 3

28142 Functional regulations between genetic alteration-driven genes and drug target genes acting as
prognostic biomarkers in breast cancer. Scientific Reports, 2022, 12, . 1.6 11

28144 Satellite cell-specific deletion of Cipc alleviates myopathy in mdx mice. Cell Reports, 2022, 39, 110939. 2.9 4

28145 Integrative analysis and prediction of human R-loop binding proteins. G3: Genes, Genomes, Genetics,
2022, 12, . 0.8 6

28146 Factor quinolinone inhibitors disrupt spindles and multiple LSF (TFCP2)-protein interactions in
mitosis, including with microtubule-associated proteins. PLoS ONE, 2022, 17, e0268857. 1.1 1

28147 Bcl11a and the Correlated Key Genes Ascribable to Globin Switching: An In-silico Study. Cardiovascular
& Hematological Disorders Drug Targets, 2022, 22, 128-142. 0.2 1

28148 Nintedanib induces gene expression changes in the lung of induced-rheumatoid arthritisâ€“associated
interstitial lung disease mice. PLoS ONE, 2022, 17, e0270056. 1.1 2

28149 <scp>mRNA N<sup>6</sup></scp>â€•methyladenosine is critical for cold tolerance in Arabidopsis. Plant
Journal, 2022, 111, 1052-1068. 2.8 23

28150 <scp>MSD2</scp>â€•mediated <scp>ROS</scp> metabolism fineâ€•tunes the timing of floral organ abscission
in Arabidopsis. New Phytologist, 2022, 235, 2466-2480. 3.5 8

28151 Epsteinâ€“Barr virus tegument protein BGLF2 in exosomes released from virus-producing cells
facilitates de novo infection. Cell Communication and Signaling, 2022, 20, . 2.7 9

28152
Qinzhi Zhudan formula improves memory and alleviates neuroinflammation in vascular dementia rats
partly by inhibiting the TNFR1-mediated TNF pathway. Journal of Traditional Chinese Medical Sciences,
2022, 9, 298-310.

0.1 3

28153 Epigenomic and transcriptomic analyses define core cell types, genes and targetable mechanisms for
kidney disease. Nature Genetics, 2022, 54, 950-962. 9.4 71

28154 Brevilin A Isolated from Centipeda minima Induces Apoptosis in Human Gastric Cancer Cells via an
Extrinsic Apoptotic Signaling Pathway. Plants, 2022, 11, 1658. 1.6 11



1366

Citation Report

# Article IF Citations

28156 The splicing factor 9G8 regulates the expression of NADPH-producing enzyme genes in Drosophila.
Biochemical and Biophysical Research Communications, 2022, 620, 92-97. 1.0 1

28157 The TIP60-ATM axis regulates replication fork stability in BRCA-deficient cells. Oncogenesis, 2022, 11, . 2.1 3

28158 Metabolite Effect on Angiogenesis: Insights from Transcriptome Analysis. Cell Biochemistry and
Biophysics, 2022, 80, 519-536. 0.9 2

28159 Drug repositioning in non-small cell lung cancer (NSCLC) using gene co-expression and drugâ€“gene
interaction networks analysis. Scientific Reports, 2022, 12, . 1.6 10

28160 SNAI1 is upregulated during muscle regeneration and represses FGF21 and ATF3 expression by directly
binding their promoters. FASEB Journal, 2022, 36, . 0.2 4

28161 Differing coronavirus genres alter shared host signaling pathways upon viral infection. Scientific
Reports, 2022, 12, . 1.6 1

28162 Cardiac fibroblasts regulate the development of heart failure via Htra3-TGF-Î²-IGFBP7 axis. Nature
Communications, 2022, 13, . 5.8 35

28163 Histone deacetylase 4 reverses cellular senescence via DDIT4 in dermal fibroblasts. Aging, 2022, 14,
4653-4672. 1.4 6

28164 A prominent gene activation role for C-terminal binding protein in mediating PcG/trxG proteins
through Hox gene regulation. Development (Cambridge), 2022, 149, . 1.2 2

28167
Network pharmacology and in vivo experiments reveal the pharmacological effects and molecular
mechanisms of Simiao Powder in prevention and treatment for gout. BMC Complementary Medicine
and Therapies, 2022, 22, .

1.2 12

28168 Effects of Melatonin on the Transcriptome of Human Granulosa Cells, Fertilization and Blastocyst
Formation. International Journal of Molecular Sciences, 2022, 23, 6731. 1.8 6

28169 MicroRNAâ€•202 safeguards meiotic progression byâ€‰preventing premature SEPARASEâ€•mediated REC8
cleavage. EMBO Reports, 2022, 23, . 2.0 8

28170 Genome-wide transcriptome profiling of human trabecular meshwork cells treated with TGF-Î²2.
Scientific Reports, 2022, 12, . 1.6 8

28171 Comparative Transcriptome Analysis of Organ-Specific Adaptive Responses to Hypoxia Provides Insights
to Human Diseases. Genes, 2022, 13, 1096. 1.0 2

28172 HOXA9 Overexpression Contributes to Stem Cell Overpopulation That Drives Development and
Growth of Colorectal Cancer. International Journal of Molecular Sciences, 2022, 23, 6799. 1.8 8

28173 The EEF1AKMT3/MAP2K7/TP53 axis suppresses tumor invasiveness and metastasis in gastric cancer.
Cancer Letters, 2022, 544, 215803. 3.2 14

28174 Convergent evolution of a labile nutritional symbiosis in ants. ISME Journal, 2022, 16, 2114-2122. 4.4 15

28175 Threeâ€•dimensional genome structure shapes the recombination landscape of chromatin features
during female germline stem cell development. Clinical and Translational Medicine, 2022, 12, . 1.7 3



1367

Citation Report

# Article IF Citations

28176 Recognition of Key Genes in Human Anaplastic Thyroid Cancer via the Weighing Gene Coexpression
Network. BioMed Research International, 2022, 2022, 1-17. 0.9 4

28177 TWIST1 methylation by SETD6 selectively antagonizes LINC-PINT expression in glioma. Nucleic Acids
Research, 2022, 50, 6903-6918. 6.5 8

28178 Diethyl phthalate (DEP) perturbs nitrogen metabolism in Saccharomyces cerevisiae. Scientific Reports,
2022, 12, . 1.6 3

28179 Cat8 Response to Nutritional Changes and Interaction With Ehrlich Pathway Related Factors.
Frontiers in Microbiology, 0, 13, . 1.5 1

28180 Calycosin prevents IL-1Î²-induced articular chondrocyte damage in osteoarthritis through regulating
the PI3K/AKT/FoxO1 pathway. In Vitro Cellular and Developmental Biology - Animal, 2022, 58, 491-502. 0.7 6

28182 Upregulation of B3GNT3 is associated with immune infiltration and activation of NF-ÎºB pathway in
gynecologic cancers. Journal of Reproductive Immunology, 2022, 152, 103658. 0.8 6

28183 Identification of hub genes and pathways in colitis-associated colon cancer by integrated
bioinformatic analysis. BMC Genomic Data, 2022, 23, . 0.7 4

28184 Many kinds of oxidized proteins are present more in the urine of the elderly. Clinical Proteomics,
2022, 19, . 1.1 2

28185 Global Proteomics Analysis of Bone Marrow: Establishing Talin-1 and Centrosomal Protein of 55 kDa
as Potential Molecular Signatures for Myelodysplastic Syndromes. Frontiers in Oncology, 0, 12, . 1.3 2

28186 Genome-Wide Association Study of Sheath Blight Resistance within a Core Collection of Rice (Oryza) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 382 Td (sativa L.). Agronomy, 2022, 12, 1493.1.3 5

28187 SCRaPL: A Bayesian hierarchical framework for detecting technical associates in single cell
multiomics data. PLoS Computational Biology, 2022, 18, e1010163. 1.5 2

28188 TTF1 suppresses neuroblastoma growth and induces neuroblastoma differentiation by targeting TrkA
and the miR-204/TrkB axis. IScience, 2022, , 104655. 1.9 2

28189 Signatures of glial activity can be detected in the CSF proteome. Proceedings of the National Academy
of Sciences of the United States of America, 2022, 119, . 3.3 12

28190 Revealing the human mucinome. Nature Communications, 2022, 13, . 5.8 40

28192
Positive interaction between GPER and Î²-alanine in the dorsal root ganglion uncovers potential
mechanisms: mediating continuous neuronal sensitization and neuroinflammation responses in
neuropathic pain. Journal of Neuroinflammation, 2022, 19, .

3.1 13

28193 Differentially Expressed Bone Marrow microRNAs Are Associated With Soluble HLA-G Bone Marrow
Levels in Childhood Leukemia. Frontiers in Genetics, 0, 13, . 1.1 1

28194 miR-149-3p Is a Potential Prognosis Biomarker and Correlated with Immune Infiltrates in Uterine
Corpus Endometrial Carcinoma. International Journal of Endocrinology, 2022, 2022, 1-15. 0.6 9

28195
Investigating the potential molecular players and therapeutic drug molecules in carfilzomib resistant
multiple myeloma by comprehensive bioinformatics analysis. Leukemia and Lymphoma, 2022, 63,
2545-2556.

0.6 1



1368

Citation Report

# Article IF Citations

28196 Identification of Candidate Genes for a Major Quantitative Disease Resistance Locus From Soybean PI
427105B for Resistance to Phytophthora sojae. Frontiers in Plant Science, 0, 13, . 1.7 2

28197
Postzygotic mutations and where to find them â€“ Recent advances and future implications in the field
of non-neoplastic somatic mosaicism. Mutation Research - Reviews in Mutation Research, 2022, 790,
108426.

2.4 2

28198
Computational identification of key genes and regulatory miRNAs responsible for differential
regulation of host-pathogen response during early and late blight diseases in tomato. Plant Stress,
2022, 5, 100098.

2.7 0

28199 Bioinformatics analysis of molecular pathways and key candidate biomarkers associated with human
bone marrow hematopoietic stem cells (HSCs) micro-array gene expression data. , 2022, 33, 201068. 0

28200 In silico analysis of expression and DNA methylation profiles of NLRP13 inflammasome in tumor cells. ,
2022, 33, 201067. 4

28201 Flavonoids from Rhododendron nivale Hook. f delay aging via modulation of gut microbiota and
glutathione metabolism. Phytomedicine, 2022, 104, 154270. 2.3 9

28202 Hypoxia induced ALKBH5 prevents spontaneous abortion by mediating m6A-demethylation of SMAD1/5
mRNAs. Biochimica Et Biophysica Acta - Molecular Cell Research, 2022, 1869, 119316. 1.9 12

28203 Scopolin obtained from Smilax china L. against hepatocellular carcinoma by inhibiting glycolysis: A
network pharmacology and experimental study. Journal of Ethnopharmacology, 2022, 296, 115469. 2.0 6

28204 Neuronal differentiation pathways and compound-induced developmental neurotoxicity in the human
neural progenitor cell test (hNPT) revealed by RNA-seq. Chemosphere, 2022, 304, 135298. 4.2 6

28205 Exploring the zinc-related transcriptional landscape in Alzheimerâ€™s disease. IBRO Neuroscience
Reports, 2022, 13, 31-37. 0.7 3

28206 Circadian Clock Regulated Endocytic Recycling Drives Fibrous Tissue Homeostasis. SSRN Electronic
Journal, 0, , . 0.4 0

28207 MiR-4763-3p targeting <i>RASD2</i>as a Potential Biomarker and Therapeutic Target for Schizophrenia. ,
2022, 13, 1278. 1

28208

Transcriptional and Toxic Responses to Saxitoxin Exposure in the Marine Copepod Tigriopus Japonicus
Hye-Min Kang, Jihoon Lee, Yeon-Ju Lee, Yeun Park, Euihyeon Lee, A-Young Shin, Jeonghoon Han, Hyi-Seung
Lee, Jong Seok Lee, and Kyun-Woo Lee* Marine Biotechnology Research Center, Korea Institute of Ocean
Science and Technology, Busan 49111, South Korea. SSRN Electronic Journal, 0, , .

0.4 0

28209 Identification of potential biomarkers and immune infiltration characteristics in severe asthma.
International Journal of Immunopathology and Pharmacology, 2022, 36, 039463202211141. 1.0 4

28210 Hanging drop sample preparation improves sensitivity of spatial proteomics. Lab on A Chip, 2022, 22,
2869-2877. 3.1 12

28211 Bioinformatic analysis of the role of solute carrier-glutamine transporters in breast cancer. Annals
of Translational Medicine, 2022, 10, 777-777. 0.7 2

28212 Identify Multiple Gene-Drug Common Modules via Constrained Graph Matching. IEEE Journal of
Biomedical and Health Informatics, 2022, 26, 4794-4805. 3.9 1

28213 Potential Targets and Molecular Mechanism of Quercetin Against Knee Osteoarthritis. , 2022, 02,
e32-e43. 2



1369

Citation Report

# Article IF Citations

28214 Evidence for mitochondrial Lonp1 expression in the nucleus. Scientific Reports, 2022, 12, . 1.6 9

28215 Transcriptome analysis of SerpinB2-deficient breast tumors provides insight into deciphering
SerpinB2-mediated roles in breast cancer progression. BMC Genomics, 2022, 23, . 1.2 4

28216 Characterization of reproductive proteins in the Mexican fruit fly points towards the evolution of
novel functions. Proceedings of the Royal Society B: Biological Sciences, 2022, 289, . 1.2 5

28217 Genome-wide identification of long noncoding RNA genes and their potential association with
mammary gland development in water buffalo. Animal Bioscience, 2022, 35, 1656-1665. 0.8 1

28218
Characterization of the Oncogenic Potential of Eukaryotic Initiation Factor 4A1 in Lung
Adenocarcinoma via Cell Cycle Regulation and Immune Microenvironment Reprogramming. Biology,
2022, 11, 975.

1.3 4

28219
Comparative Use of Contralateral and Sham-Operated Controls Reveals Traces of a Bilateral Genetic
Response in the Rat Brain after Focal Stroke. International Journal of Molecular Sciences, 2022, 23,
7308.

1.8 5

28220 GREM1 is required to maintain cellular heterogeneity in pancreatic cancer. Nature, 2022, 607, 163-168. 13.7 31

28221 Sera of Neuromyelitis Optica Patients Increase BID-Mediated Apoptosis in Astrocytes. International
Journal of Molecular Sciences, 2022, 23, 7117. 1.8 4

28222 Dynamic Features of Chromosomal Instability during Culture of Induced Pluripotent Stem Cells.
Genes, 2022, 13, 1157. 1.0 2

28223 Time Course Analysis of Transcriptome in Human Myometrium Depending on Labor Duration and
Correlating With Postpartum Blood Loss. Frontiers in Genetics, 0, 13, . 1.1 1

28224 Derivation and Characterization of Endothelial Cells from Porcine Induced Pluripotent Stem Cells.
International Journal of Molecular Sciences, 2022, 23, 7029. 1.8 3

28225
Gene Networks of Hyperglycemia, Diabetic Complications, and Human Proteins Targeted by SARS-CoV-2:
What Is the Molecular Basis for Comorbidity?. International Journal of Molecular Sciences, 2022, 23,
7247.

1.8 5

28226 From Transcriptomics, Metabolomics to Functional Studies: Extracellular ATP Induces TGF-Î²-Like
Epithelial Mesenchymal Transition in Lung Cancer Cells. Frontiers in Oncology, 0, 12, . 1.3 3

28227
Increased expression of <scp>FAT4</scp> suppress metastasis of lung adenocarcinoma through
regulating <scp>MAPK</scp> pathway and associated with immune cells infiltration. Cancer Medicine,
0, , .

1.3 3

28228 Transmembrane Transporter Sema3D Serves as a Tumor Suppressor in Localized Clear Cell Renal Cell
Carcinoma. Journal of Oncology, 2022, 2022, 1-11. 0.6 0

28229 Analysis of Competitive Endogenous Mechanism and Survival Prognosis of Serum Exosomes in Ovarian
Cancer Patients Based on Sequencing Technology and Bioinformatics. Frontiers in Genetics, 0, 13, . 1.1 2

28230 Microglia and macrophages contribute to the development and maintenance of sciatica in lumbar disc
herniation. Pain, 2023, 164, 362-374. 2.0 9

28231
3D Spheroid Human Dermal Papilla Cell as an Effective Model for the Screening of Hair Growth
Promoting Compounds: Examples of Minoxidil and 3,4,5-Tri-O-caffeoylquinic acid (TCQA). Cells, 2022, 11,
2093.

1.8 6



1370

Citation Report

# Article IF Citations

28232 Withaferin A mediated changes of miRNA expression in breast cancerâ€•derived mammospheres.
Molecular Carcinogenesis, 2022, 61, 876-889. 1.3 11

28233 Genetic tradeâ€•offs between complex diseases and longevity. Aging Cell, 2022, 21, . 3.0 6

28234
Investigation Driven by Network Pharmacology on Potential Components and Mechanism of DGS, a
Natural Vasoprotective Combination, for the Phytotherapy of Coronary Artery Disease. Molecules,
2022, 27, 4075.

1.7 1

28235 TCFL5 deficiency impairs the pachytene to diplotene transition during spermatogenesis in the mouse.
Scientific Reports, 2022, 12, . 1.6 6

28237 Characterization of a flexible AAV-DTR/DT mouse model of acute epithelial lung injury. American
Journal of Physiology - Lung Cellular and Molecular Physiology, 2022, 323, L206-L218. 1.3 1

28238 Prognostic analysis of E2F transcription factors E2F1 and E2F3 in four independent pediatric
neuroblastoma cohorts. BMC Pediatrics, 2022, 22, . 0.7 8

28239 Early growth response 1 transcription factor is essential for the pathogenic properties of human
endometriotic epithelial cells. Reproduction, 2022, , . 1.1 4

28240 Comparative transcriptome analysis of Indian domestic duck reveals candidate genes associated with
egg production. Scientific Reports, 2022, 12, . 1.6 3

28241 Comprehensive analysis of CXCR family members in lung adenocarcinoma with prognostic values. BMC
Pulmonary Medicine, 2022, 22, . 0.8 2

28242 Nanoparticle single-cell multiomic readouts reveal that cell heterogeneity influences lipid
nanoparticle-mediated messenger RNA delivery. Nature Nanotechnology, 2022, 17, 871-879. 15.6 31

28243 Lack of TRPV1 Channel Modulates Mouse Gene Expression and Liver Proteome with Glucose
Metabolism Changes. International Journal of Molecular Sciences, 2022, 23, 7014. 1.8 8

28244 Construction and validation of gastric cancer diagnosis model based on machine learning.
Exploration of Medicine, 0, , 300-313. 1.5 1

28245
Integrated Analysis of Gene Co-Expression Network and Prediction Model Indicates Immune-Related
Roles of the Identified Biomarkers in Sepsis and Sepsis-Induced Acute Respiratory Distress Syndrome.
Frontiers in Immunology, 0, 13, .

2.2 5

28246 Online <i>in silico</i> validation of disease and gene sets, clusterings or subnetworks with DIGEST.
Briefings in Bioinformatics, 2022, 23, . 3.2 4

28247 Integrated Bioinformatics Analysis for Identifying the Significant Genes as Poor Prognostic Markers
in Gastric Adenocarcinoma. Journal of Oncology, 2022, 2022, 1-12. 0.6 0

28248 Genome-wide identification of chicken bursae of Fabricius miRNAs in response to very virulent
infectious bursal disease virus. Archives of Virology, 2022, 167, 1855-1864. 0.9 4

28249 Multi-omics reveals mechanisms of resistance to potato root infection by Spongospora subterranea.
Scientific Reports, 2022, 12, . 1.6 6

28250 Increasing the resilience of plant immunity to a warming climate. Nature, 2022, 607, 339-344. 13.7 72



1371

Citation Report

# Article IF Citations

28251 MicroRNA-138-5p Targets Pro-Apoptotic Factors and Favors Neural Cell Survival: Analysis in the Injured
Spinal Cord. Biomedicines, 2022, 10, 1559. 1.4 5

28253 Integrative Proteo-Genomic Analysis for Recurrent Survival Prognosis in Colon Adenocarcinoma.
Frontiers in Oncology, 0, 12, . 1.3 0

28254 Chronic Fatty Acid Depletion Induces Uncoupling Protein 1 (UCP1) Expression to Coordinate
Mitochondrial Inducible Proton Leak in a Human-Brown-Adipocyte Model. Cells, 2022, 11, 2038. 1.8 1

28255 A SHORTROOT-Mediated Transcriptional Regulatory Network for Vascular Development in the
Arabidopsis Shoot. Journal of Plant Biology, 2022, 65, 341-355. 0.9 3

28256 In vitro and in vivo-produced male dairy calves show molecular differences in the hepatic and
muscular energy regulation. Biology of Reproduction, 0, , . 1.2 3

28257 Upregulated lncARAT in Schwann cells promotes axonal regeneration by recruiting and activating
proregenerative macrophages. Molecular Medicine, 2022, 28, . 1.9 8

28260 m7G-Related DNA Damage Repair Genes are Potential Biomarkers for Predicting Prognosis and
Immunotherapy Effectiveness in Colon Cancer Patients. Frontiers in Genetics, 0, 13, . 1.1 1

28261
Network Pharmacology and Bioinformatics Methods Reveal the Mechanism of Berberine in the
Treatment of Ischaemic Stroke. Evidence-based Complementary and Alternative Medicine, 2022, 2022,
1-17.

0.5 3

28262 Gene amplificationâ€•driven RNA methyltransferase KIAA1429 promotes tumorigenesis by regulating BTG2
via m6Aâ€•YTHDF2â€•dependent in lung adenocarcinoma. Cancer Communications, 2022, 42, 609-626. 3.7 21

28263 A Single-Center Follow-Up Study of Low-Grade Gastric Intraepithelial Neoplasia and the Screening of
Key Genes of Precancerous Lesions. Frontiers in Oncology, 0, 12, . 1.3 3

28265 Quantitative Analysis of the Protein Methylome Reveals PARP1 Methylation is involved in DNA Damage
Response. Frontiers in Molecular Biosciences, 0, 9, . 1.6 1

28266 Reduced dynamic loads due to hip dislocation induce acetabular cartilage degeneration by IL-6 and
MMP3 via the STAT3/periostin/NF-ÎºB axis. Scientific Reports, 2022, 12, . 1.6 7

28267 Construction and validation of a prognostic risk model for breast cancer based on protein
expression. BMC Medical Genomics, 2022, 15, . 0.7 5

28268
A Systematic Review and Integrated Bioinformatic Analysis of Candidate Genes and Pathways in the
Endometrium of Patients With Polycystic Ovary Syndrome During the Implantation Window. Frontiers
in Endocrinology, 0, 13, .

1.5 4

28269 Multi-modal molecular programs regulate melanoma cell state. Nature Communications, 2022, 13, . 5.8 9

28270 Identification of Key Genes and Potential Pathways Associated with Mastitis Induced by E. coli.
Biochemical Genetics, 2023, 61, 202-220. 0.8 2

28272 Hepatocyte growth factor derived from senescent cells attenuates cell competition-induced apical
elimination of oncogenic cells. Nature Communications, 2022, 13, . 5.8 12

28273 Effects of Glycolysis-Related Genes on Prognosis and the Tumor Microenvironment of Hepatocellular
Carcinoma. Frontiers in Pharmacology, 0, 13, . 1.6 3



1372

Citation Report

# Article IF Citations

28274 Associating pathways with diseases using single-cell expression profiles and making inferences about
potential drugs. Briefings in Bioinformatics, 2022, 23, . 3.2 1

28275 Genome-wide profiling of histone H3K4me3 and H3K27me3 modifications in individual blastocysts by
CUT&amp;Tag without a solid support (NON-TiE-UP CUT&amp;Tag). Scientific Reports, 2022, 12, . 1.6 6

28277
Gata2, Nkx2-2 and Skor2 form a transcription factor network regulating development of a midbrain
GABAergic neuron subtype with characteristics of REM-sleep regulatory neurons. Development
(Cambridge), 2022, 149, .

1.2 2

28279 Bioinformatics Analysis Identifies Potential Ferroptosis Key Gene in Type 2 Diabetic Islet Dysfunction.
Frontiers in Endocrinology, 0, 13, . 1.5 7

28280 Spautin-1 inhibits mitochondrial complex I and leads to suppression of the unfolded protein response
and cell survival during glucose starvation. Scientific Reports, 2022, 12, . 1.6 4

28281 Plasma proteomic analysis to identify potential biomarkers of histologic chorioamnionitis in women
with preterm premature rupture of membranes. PLoS ONE, 2022, 17, e0270884. 1.1 3

28282 An IL1RL1 genetic variant lowers soluble ST2 levels and the risk effects of APOE-Îµ4 in female patients
with Alzheimerâ€™s disease. Nature Aging, 2022, 2, 616-634. 5.3 11

28283 Cytokine Activation Reveals Tissue-Imprinted Gene Profiles of Mesenchymal Stromal Cells. Frontiers in
Immunology, 0, 13, . 2.2 4

28284 Screening of Human Circular RNAs as Biomarkers for Early Onset Detection of Alzheimerâ€™s Disease.
Frontiers in Neuroscience, 0, 16, . 1.4 2

28286 Urinary extracellular vesicle as a potential biomarker of exercise-induced fatigue in young adult
males. European Journal of Applied Physiology, 2022, 122, 2175-2188. 1.2 3

28287 Identification of BST2 Contributing to the Development of Glioblastoma Based on Bioinformatics
Analysis. Frontiers in Genetics, 0, 13, . 1.1 1

28288 Response to immune checkpoint blockade improved in pre-clinical model of breast cancer after
bariatric surgery. ELife, 0, 11, . 2.8 11

28290 Integration analyses of structural variations and differential gene expression associated with beef
fatty acid profile in Nellore cattle. Animal Genetics, 2022, 53, 570-582. 0.6 3

28291 Prepubertal nutritional modulation in the bull and its impact on sperm DNA methylation. Cell and
Tissue Research, 2022, 389, 587-601. 1.5 5

28292 Base editing in bovine embryos reveals a species-specific role of SOX2 in regulation of pluripotency.
PLoS Genetics, 2022, 18, e1010307. 1.5 10

28293 Identifying potential prognosis markers in hepatocellular carcinoma via integrated bioinformatics
analysis and biological experiments. Frontiers in Genetics, 0, 13, . 1.1 4

28294 A novel therapeutic approach for IPF: Based on the â€œAutophagy - Apoptosisâ€• balance regulation of
Zukamu Granules in alveolar macrophages. Journal of Ethnopharmacology, 2022, 297, 115568. 2.0 3

28295 SERPINE1 Gene Is a Reliable Molecular Marker for the Early Diagnosis of Aortic Dissection.
Evidence-based Complementary and Alternative Medicine, 2022, 2022, 1-11. 0.5 2



1373

Citation Report

# Article IF Citations

28296
Conditioned Medium of Human Pluripotent Stem Cell-Derived Neural Precursor Cells Exerts
Neurorestorative Effects against Ischemic Stroke Model. International Journal of Molecular
Sciences, 2022, 23, 7787.

1.8 3

28297 Liveâ€•Cell Imaging of Sterculic Acid â€“ a Naturally Occurring 1,2â€•Cyclopropene Fatty Acid â€“ by
Bioorthogonal Reaction with Turnâ€•On Tetrazineâ€•Fluorophore Conjugates. Angewandte Chemie, 0, , . 1.6 0

28298
Differential Expression Profiles of mRNA and Noncoding RNA and Analysis of Competitive Endogenous
RNA Regulatory Networks in Nonalcoholic Steatohepatitis. Gastroenterology Research and Practice,
2022, 2022, 1-13.

0.7 1

28299 Genome-wide identification of functional enhancers and their potential roles in pig breeding. Journal
of Animal Science and Biotechnology, 2022, 13, . 2.1 3

28300 Network Pharmacology-Based Strategy to Reveal the Mechanism of Cassiae Semen against Cataracts.
Computational and Mathematical Methods in Medicine, 2022, 2022, 1-18. 0.7 0

28301 Low carnitine palmitoyltransferase1 activity is a risk factor for narcolepsy type 1 and other
hypersomnia. Sleep, 0, , . 0.6 1

28302 Investigating microRNAs in diabetic cardiomyopathy as tools for early detection and therapeutics.
Molecular and Cellular Biochemistry, 0, , . 1.4 2

28303 DNA Base Pairingâ€•Inspired Supramolecular Nanodrug Camouflaged by Cancerâ€•Cell Membrane for
Osteosarcoma Treatment. Small, 2022, 18, . 5.2 12

28304
Cardiomyocyte Cell-Cycle Regulation in Neonatal Large Mammals: Single Nucleus RNA-Sequencing Data
Analysis via an Artificial-Intelligenceâ€“Based Pipeline. Frontiers in Bioengineering and Biotechnology,
0, 10, .

2.0 5

28306 Age-Associated Molecular Changes in Human Hippocampus Subfields as Determined by Quantitative
Proteomics. OMICS A Journal of Integrative Biology, 2022, 26, 382-391. 1.0 4

28307 Heat-induced increases in body temperature in lactating dairy cows: impact on the cumulus and
granulosa cell transcriptome of the periovulatory follicle. Journal of Animal Science, 2022, 100, . 0.2 4

28308 The plant TOR kinase tunes autophagy and meristem activity for nutrient stress-induced developmental
plasticity. Plant Cell, 2022, 34, 3814-3829. 3.1 14

28309 Mast4 determines the cell fate of MSCs for bone and cartilage development. Nature Communications,
2022, 13, . 5.8 16

28311 DriverRWH: discovering cancer driver genes by random walk on a gene mutation hypergraph. BMC
Bioinformatics, 2022, 23, . 1.2 7

28312 A comprehensive analysis of ncRNA-mediated interactions reveals potential prognostic biomarkers in
prostate adenocarcinoma. Computational and Structural Biotechnology Journal, 2022, 20, 3839-3850. 1.9 1

28313 The oxidoreductase CLIC4 is required to maintain mitochondrial function and resistance to
exogenous oxidants in breast cancer cells. Journal of Biological Chemistry, 2022, 298, 102275. 1.6 3

28314 Identification of Runs of Homozygosity Islands and Genomic Estimated Inbreeding Values in CaqueteÃ±o
Creole Cattle (Colombia). Genes, 2022, 13, 1232. 1.0 3

28315 Networkâ€•based quantitative proteomics identified significant proteins associated with growth
heterosis in triploid fish. Aquaculture Research, 0, , . 0.9 0



1374

Citation Report

# Article IF Citations

28316 Physiological responses and adaptations to high methane production in Japanese Black cattle.
Scientific Reports, 2022, 12, . 1.6 6

28317 Vacuolating Cytotoxin A Triggers Mitophagy in Helicobacter pylori-Infected Human Gastric Epithelium
Cells. Frontiers in Oncology, 0, 12, . 1.3 7

28318 Role of mesenchymal stromal cells derivatives in diabetic foot ulcers: a controlled randomized phase
1/2 clinical trial. Cytotherapy, 2022, 24, 1035-1048. 0.3 6

28319 ANGPTL4 Regulates Psoriasis via Modulating Hyperproliferation and Inflammation of Keratinocytes.
Frontiers in Pharmacology, 0, 13, . 1.6 6

28320 TNF-Î± promotes Î±-synuclein propagation through stimulation of senescence-associated lysosomal
exocytosis. Experimental and Molecular Medicine, 2022, 54, 788-800. 3.2 18

28321 Single-Nuclei RNA Sequencing of 5 Regions of the Human Prenatal Brain Implicates Developing Neuron
Populations in Genetic Risk for Schizophrenia. Biological Psychiatry, 2023, 93, 157-166. 0.7 11

28322 Characterization of histone lysine Î²â€•hydroxybutyrylation in bovine tissues, cells, and cumulusâ€“oocyte
complexes. Molecular Reproduction and Development, 2022, 89, 375-398. 1.0 5

28323 Context-dependent regulation of ferroptosis sensitivity. Cell Chemical Biology, 2022, 29, 1409-1418.e6. 2.5 42

28324 Microbiota-Derived Propionate Modulates Megakaryopoiesis and Platelet Function. Frontiers in
Immunology, 0, 13, . 2.2 4

28326
Liveâ€•Cell Imaging of Sterculic Acidâ€”a Naturally Occurring 1,2â€•Cyclopropene Fatty Acidâ€”by
Bioorthogonal Reaction with Turnâ€•On Tetrazineâ€•Fluorophore Conjugates**. Angewandte Chemie -
International Edition, 2022, 61, .

7.2 14

28327 The Association of lncRNA and mRNA Changes in Adipose Tissue with Improved Insulin Resistance in
Type 2 Obese Diabetes Mellitus Rats after Roux-en-Y Gastric Bypass. Disease Markers, 2022, 2022, 1-11. 0.6 4

28328 Energy Metabolism and Lipidome Are Highly Regulated during Osteogenic Differentiation of Dental
Follicle Cells. Stem Cells International, 2022, 2022, 1-20. 1.2 6

28329 RNA-seq reveals co-dysregulated circular RNAs in the adenomyosis eutopic endometrium and
endometrialâ€“myometrial interface. BMC Women's Health, 2022, 22, . 0.8 1

28330 Optimizing component formula suppresses lung cancer by blocking DTL-mediated PDCD4 ubiquitination
to regulate the MAPK/JNK pathway. Journal of Ethnopharmacology, 2022, 299, 115546. 2.0 6

28331 Identification and Verification of Potential Biomarkers in Gastric Cancer By Integrated Bioinformatic
Analysis. Frontiers in Genetics, 0, 13, . 1.1 7

28332
The Pharmacological Mechanism of Xiyanping Injection for the Treatment of Novel Coronavirus
Pneumonia (COVID-19): Based on Network Pharmacology Strategy. Evidence-based Complementary and
Alternative Medicine, 2022, 2022, 1-18.

0.5 0

28333 Peroxisome Proliferator-Activated Receptor Activation in Precision-Cut Bovine Liver Slices Reveals
Novel Putative PPAR Targets in Periparturient Dairy Cows. Frontiers in Veterinary Science, 0, 9, . 0.9 4

28335 Case Report: A Rare Case of Hepatoid Adenocarcinoma in Stomach and Duodenum Simultaneously.
Cancer Management and Research, 0, Volume 14, 2185-2191. 0.9 1



1375

Citation Report

# Article IF Citations

28336 Quantitative proteomic analysis of Bi Zhong Xiao decoction against collagen-induced arthritis rats in
the early and late stages. BMC Complementary Medicine and Therapies, 2022, 22, . 1.2 2

28337
Using AI-Based Evolutionary Algorithms to Elucidate Adult Brain Tumor (Glioma) Etiology Associated
with IDH1 for Therapeutic Target Identification. Current Issues in Molecular Biology, 2022, 44,
2982-3000.

1.0 1

28338 Deoxythymidylate Kinase as a Promising Marker for Predicting Prognosis and Immune Cell Infiltration
of Pan-cancer. Frontiers in Molecular Biosciences, 0, 9, . 1.6 1

28339 Capâ€•binding complex assists RNA polymerase II transcription in plant salt stress response. Plant, Cell
and Environment, 2022, 45, 2780-2793. 2.8 13

28340 Construction of a circular RNA-based competing endogenous RNA network to screen biomarkers
related to intervertebral disc degeneration. BMC Musculoskeletal Disorders, 2022, 23, . 0.8 1

28341 Profiling the Site of Protein CoAlation and Coenzyme A Stabilization Interactions. Antioxidants, 2022,
11, 1362. 2.2 6

28342 A systematic exploration of ginsenoside Rg5 reveals anti-inflammatory functions in airway mucosa
cells. Journal of Ginseng Research, 2023, 47, 97-105. 3.0 6

28343 Neuromelanin granules of the substantia nigra: proteomic profile provides links to tyrosine
hydroxylase, stress granules and lysosomes. Journal of Neural Transmission, 2022, 129, 1257-1270. 1.4 10

28344 Molecular Pathways and Key Genes Associated With Breast Width and Protein Content in White
Striping and Wooden Breast Chicken Pectoral Muscle. Frontiers in Physiology, 0, 13, . 1.3 4

28346 Do Extracellular Vesicles Derived from Mesenchymal Stem Cells Contain Functional Mitochondria?.
International Journal of Molecular Sciences, 2022, 23, 7408. 1.8 19

28347 Comprehensive analysis of the expression and prognosis for <scp>RBR E3</scp> ubiquitin ligases in
lung adenocarcinoma. Thoracic Cancer, 2022, 13, 2459-2472. 0.8 3

28348 Nuclear receptor <scp> <i>HR3</i> </scp> mediates transcriptional regulation of chitin metabolic
genes during molting in <i>Tribolium castaneum</i>. Pest Management Science, 0, , . 1.7 2

28349 X-linked genetic risk factors that promote autoimmunity and dampen remyelination are associated
with multiple sclerosis susceptibility. Multiple Sclerosis and Related Disorders, 2022, 66, 104065. 0.9 4

28351 Computational analysis of potential candidate genes involved in the cold stress response of ten
Rosaceae members. BMC Genomics, 2022, 23, . 1.2 1

28352 Pluripotency factors regulate the onset of <i>Hox</i> cluster activation in the early embryo. Science
Advances, 2022, 8, . 4.7 12

28353 NAT10-mediated <i>N</i>4-acetylcytidine modification is required for meiosis entry and progression in
male germ cells. Nucleic Acids Research, 2022, 50, 10896-10913. 6.5 20

28354 Age and Sex Divergence in Hematopoietic Radiosensitivity in Aged Mouse Models of the Hematopoietic
Acute Radiation Syndrome. Radiation Research, 2022, 198, . 0.7 13

28355 Genomic analysis of Fisher F344 rat kidneys from a reproductive study following dietary ochratoxin A
exposure. Food and Chemical Toxicology, 2022, 167, 113302. 1.8 3



1376

Citation Report

# Article IF Citations

28357 Identification of Prefrontal Cortex and Amygdala Expressed Genes Associated With Sevoflurane
Anesthesia on Non-human Primate. Frontiers in Integrative Neuroscience, 0, 16, . 1.0 2

28358 RGD-Labeled Hemocytes With High Migration Activity Display a Potential Immunomodulatory Role in
the Pacific Oyster Crassostrea gigas. Frontiers in Immunology, 0, 13, . 2.2 1

28359 Hsa-let-7c-5p, hsa-miR-130b-3p, and hsa-miR-142-3p as Novel miRNA Biomarkers for Melanoma Progression.
Genetical Research, 2022, 2022, 1-12. 0.3 4

28360 Serum amyloid P component and pro-platelet basic protein in extracellular vesicles or serum are
novel markers of liver fibrosis in chronic hepatitis C patients. PLoS ONE, 2022, 17, e0271020. 1.1 4

28361 CRISPR/Cas9-based genome-wide screening of Dictyostelium. Scientific Reports, 2022, 12, . 1.6 2

28362 System-wide analyses reveal essential roles of N-terminal protein modification in bacterial membrane
integrity. IScience, 2022, 25, 104756. 1.9 3

28363
Identification of bioactive ingredients from Babaodan using UPLC-QTOF-MS analysis combined with
network pharmacology guided bioassays. Journal of Chromatography B: Analytical Technologies in
the Biomedical and Life Sciences, 2022, 1206, 123356.

1.2 3

28364 Targeting NAAA counters dopamine neuron loss and symptom progression in mouse models of
parkinsonism. Pharmacological Research, 2022, 182, 106338. 3.1 2

28365
Mechanistic interrogation of mutation-independent disease modulators of RDEB identifies the small
leucine-rich proteoglycan PRELP as a TGF-Î² antagonist and inhibitor of fibrosis. Matrix Biology, 2022,
111, 189-206.

1.5 7

28366 Network analysis for elucidating the mechanisms of Shenfu injection in preventing and treating
COVID-19 combined with heart failure. Computers in Biology and Medicine, 2022, 148, 105845. 3.9 3

28367
Integrated RNA-sequencing and network pharmacology approach reveals the protection of Yiqi
Huoxue formula against idiopathic pulmonary fibrosis by interfering with core transcription factors.
Phytomedicine, 2022, 104, 154301.

2.3 5

28368 Exploration and validation of Taraxacum mongolicum anti-cancer effect. Computers in Biology and
Medicine, 2022, 148, 105819. 3.9 2

28369 Insight into the potential candidate genes and signaling pathways involved in lymphoma disease in
dogs using a comprehensive whole blood transcriptome analysis. Gene, 2022, 838, 146735. 1.0 2

28370 Integrating network pharmacology and experimental models to investigate the efficacy of QYHJ on
pancreatic cancer. Journal of Ethnopharmacology, 2022, 297, 115516. 2.0 5

28372 Using different geometries to modulate the cardiac fibroblast phenotype and the biomechanical
properties of engineered connective tissues. , 2022, 139, 213041. 2

28373 Exploring the Regulation of Jiangtang Tiaozhi Formula on the Biological Network of Obese T2DM
Complicated With Dyslipidemia Based on Clinical Transcriptomics. Frontiers in Endocrinology, 0, 13, . 1.5 1

28374 Histone methyltransferase KMT2D contributes to the protection of myocardial ischemic injury.
Frontiers in Cell and Developmental Biology, 0, 10, . 1.8 1

28375 Fingolimod effects on the brain are mediated through biochemical modulation of bioenergetics,
autophagy, and neuroinflammatory networks. Proteomics, 2022, 22, . 1.3 13



1377

Citation Report

# Article IF Citations

28376
Bioinformatic Analysis of Human Cumulus Cells to Unravel Cellularâ€™s Processes that Could Be Used
to Establish Oocyte Quality Biomarkers with Clinical Application. Reproductive Sciences, 2023, 30,
642-655.

1.1 2

28377 Lipid-related FABP5 activation of tumor-associated monocytes fosters immune privilege via PD-L1
expression on Treg cells in hepatocellular carcinoma. Cancer Gene Therapy, 2022, 29, 1951-1960. 2.2 17

28378 Immunomodulatory Responses of Subcapsular Sinus Floor Lymphatic Endothelial Cells in
Tumor-Draining Lymph Nodes. Cancers, 2022, 14, 3602. 1.7 4

28379 Proteomic Analysis of Methanococcus voltae Grown in the Presence of Mineral and Nonmineral
Sources of Iron and Sulfur. Microbiology Spectrum, 2022, 10, . 1.2 1

28380 Pulse labeling reveals the tail end of protein folding by proteome profiling. Cell Reports, 2022, 40,
111096. 2.9 10

28381 Neuropilin-2 axis in regulating secretory phenotype of neuroendocrine-like prostate cancer cells and
its implication in therapy resistance. Cell Reports, 2022, 40, 111097. 2.9 7

28384 Use of Autoreactive Antibodies in Blood of Patients with Pancreatic Intraductal Papillary Mucinous
Neoplasms (IPMN) for Grade Distinction and Detection of Malignancy. Cancers, 2022, 14, 3562. 1.7 1

28385 Transcription factors TCF-1 and GATA3 are key factors for the epigenetic priming of early innate
lymphoid progenitors toward distinct cell fates. Immunity, 2022, 55, 1402-1413.e4. 6.6 8

28386
Network Pharmacology and Molecular Docking on the Molecular Mechanism of Jiawei-Huang Lian-Gan
Jiang Decoction in the Treatment of Colorectal Adenomas. Evidence-based Complementary and
Alternative Medicine, 2022, 2022, 1-15.

0.5 0

28387
The contribution of whole-exome sequencing to intellectual disability diagnosis and knowledge of
underlying molecular mechanisms: A systematic review and meta-analysis. Mutation Research - Reviews
in Mutation Research, 2022, 790, 108428.

2.4 11

28388 Multicellular regulation of miR-196a-5p and miR-425-5 from adipose stem cell-derived exosomes and
cardiac repair. Clinical Science, 2022, 136, 1281-1301. 1.8 10

28389
Overexpression of mcr-1 disrupts cell envelope synthesis and causes the dysregulation of carbon
metabolism, redox balance and nucleic acids. International Journal of Antimicrobial Agents, 2022, 60,
106643.

1.1 5

28390 The lupus susceptibility allele DRB1*03:01 encodes a disease-driving epitope. Communications Biology,
2022, 5, . 2.0 7

28392 Reliable epithelialâ€“mesenchymal transition biomarkers for colorectal cancer detection. Biomarkers
in Medicine, 0, , . 0.6 0

28393 A Diagnostic Gene Expression Signature for Bladder Cancer Can Stratify Cases into Prescribed
Molecular Subtypes and Predict Outcome. Diagnostics, 2022, 12, 1801. 1.3 2

28394 Urine Proteomics Reveals Sex-Specific Response to Total Pancreatectomy With Islet
Autotransplantation. Pancreas, 2022, 51, 435-444. 0.5 2

28395
Prediction of the Active Components and Mechanism of Forsythia suspensa Leaf against Respiratory
Syncytial Virus Based on Network Pharmacology. Evidence-based Complementary and Alternative
Medicine, 2022, 2022, 1-14.

0.5 0

28396 lncRNAâ€“miRNAâ€“mRNA ceRNA Network Involved in Sheep Prolificacy: An Integrated Approach. Genes,
2022, 13, 1295. 1.0 12



1378

Citation Report

# Article IF Citations

28397 Systematic Analysis of Long Non-Coding RNA Genes in Nonalcoholic Fatty Liver Disease. Non-coding
RNA, 2022, 8, 56. 1.3 7

28399 Assessment of microRNA profiles in small extracellular vesicles isolated from bovine colostrum with
different immunoglobulin G concentrations. JDS Communications, 2022, 3, 328-333. 0.5 3

28400
A comprehensive multi-omics analysis reveals molecular features associated with cancer via RNA
cross-talks in the Notch signaling pathway. Computational and Structural Biotechnology Journal,
2022, 20, 3972-3985.

1.9 2

28402 Identifying Î±-KG-dependent prognostic signature for lower-grade glioma based on transcriptome
profiles. Frontiers in Oncology, 0, 12, . 1.3 0

28403 The SARS-CoV-2 targeted human RNA binding proteins network biology to investigate COVID-19
associated manifestations. International Journal of Biological Macromolecules, 2022, 217, 853-863. 3.6 5

28404
Transcriptomes of Injured Lamprey Axon Tips: Single-Cell RNA-Seq Suggests Differential Involvement of
MAPK Signaling Pathways in Axon Retraction and Regeneration after Spinal Cord Injury. Cells, 2022, 11,
2320.

1.8 4

28405 Response of optic gland pathways to thermal stress in the reproductive phase of female <i>Octopus
maya</i>. Journal of Molluscan Studies, 2022, 88, . 0.4 2

28406 Sex-biased and parental allele-specific gene regulation by KDM6A. Biology of Sex Differences, 2022, 13, . 1.8 10

28407 Comparing dormancy in two distantly related tunicates reveals morphological, molecular, and
ecological convergences and repeated co-option. Scientific Reports, 2022, 12, . 1.6 1

28408 Altered SYNJ2BP-mediated mitochondrial-ER contacts in motor neuron disease. Neurobiology of
Disease, 2022, 172, 105832. 2.1 8

28409
Stress signalling and <scp>STAT1</scp> activation characterize the keratinocytic gene expression
pattern in Hidradenitis suppurativa. Journal of the European Academy of Dermatology and
Venereology, 2022, 36, 2488-2498.

1.3 8

28411 Ion-pair Reversed-phaseÃ—Low-pH Reversed-phase Two-dimensional Liquid Chromatography for In-depth
Proteomic Profiling. Chemical Research in Chinese Universities, 2023, 39, 260-265. 1.3 2

28412 Systematic discovery of biomolecular condensate-specific protein phosphorylation. Nature Chemical
Biology, 2022, 18, 1104-1114. 3.9 39

28413 TCF-1 Regulates NKG2D Expression on CD8 T Cells During Anti-Tumor Responses. SSRN Electronic
Journal, 0, , . 0.4 0

28414 Network Pharmacology and Molecular Docking Analysis on Mechanisms of Isobavachalcone in
Parkinsonâ€™s Disease. , 2022, 2, 1-9. 0

28415 Soluble CD14-associated DNA methylation sites predict mortality among men with HIV infection. Aids,
2022, 36, 1563-1571. 1.0 0

28416
Low-Intensity Pulsed Ultrasound Enhanced Adipose-Derived Stem Cell-Mediated Angiogenesis in the
Treatment of Diabetic Erectile Dysfunction through the Piezo-ERK-VEGF Axis. Stem Cells International,
2022, 2022, 1-18.

1.2 8

28417 miRNA Expression Is Increased in Serum from Patients with Semantic Variant Primary Progressive
Aphasia. International Journal of Molecular Sciences, 2022, 23, 8487. 1.8 0



1379

Citation Report

# Article IF Citations

28418
Lipid metabolism-related genes as biomarkers and therapeutic targets reveal endometrial receptivity
and immune microenvironment in women with reproductive dysfunction. Journal of Assisted
Reproduction and Genetics, 2022, 39, 2179-2190.

1.2 4

28419 Biochemical, pharmacological, and toxicological attributes of caper (<i>Capparis ovata</i>)
flowering buds and berries pickles. Food Science and Nutrition, 2022, 10, 4189-4200. 1.5 1

28420 HER2-low breast cancer shows a lower immune response compared to HER2-negative cases. Scientific
Reports, 2022, 12, . 1.6 18

28421 Four-gene signature predicting overall survival and immune infiltration in hepatocellular carcinoma
by bioinformatics analysis with RTâ€’qPCR validation. BMC Cancer, 2022, 22, . 1.1 0

28422 Identification of new RAD51D-regulating microRNAs that also emerge as potent inhibitors of the
Fanconi anemia/homologous recombination pathways. Human Molecular Genetics, 0, , . 1.4 0

28423 Integrated bioinformatic analysis of dysregulated <scp>microRNAâ€•mRNA</scp> coâ€•expression network
in ovarian endometriosis. Acta Obstetricia Et Gynecologica Scandinavica, 2022, 101, 1074-1084. 1.3 4

28424 The protein organization of a red blood cell. Cell Reports, 2022, 40, 111103. 2.9 20

28425 GATA6 is a crucial factor for <i>Myocd</i> expression in the visceral smooth muscle cell
differentiation program of the murine ureter. Development (Cambridge), 2022, 149, . 1.2 3

28426 CDK9 activity switch associated with AFF1 and HEXIM1 controls differentiation initiation from
epidermal progenitors. Nature Communications, 2022, 13, . 5.8 7

28427 Discovery of immune-related diagnostic biomarkers and construction of diagnostic model in varies
polycystic ovary syndrome. Archives of Gynecology and Obstetrics, 2022, 306, 1607-1615. 0.8 8

28428
Basic Traditional Chinese Medicinal Compound for Adjuvant Treatment of <i>Helicobacter
pylori</i>-Related Gastritis: Implication for Anti-<i>H. pylori</i>-Related Gastritis Drug Discovery.
Natural Product Communications, 2022, 17, 1934578X2211139.

0.2 0

28429 Uncovering Signals of Positive Selection in Peruvian Populations from Three Ecological Regions.
Molecular Biology and Evolution, 2022, 39, . 3.5 4

28430 RNA modification-related variants in genomic loci associated with body mass index. Human Genomics,
2022, 16, . 1.4 3

28432 Integrin Î±3Î²1 promotes vessel formation of glioblastoma-associated endothelial cells through
calcium-mediated macropinocytosis and lysosomal exocytosis. Nature Communications, 2022, 13, . 5.8 11

28433
Cancerâ€•associated fibroblastâ€•derived exosomal microRNAâ€•20a suppresses the PTEN/PI3Kâ€•AKT pathway to
promote the progression and chemoresistance of nonâ€•small cell lung cancer. Clinical and
Translational Medicine, 2022, 12, .

1.7 42

28435 Compartment-specific and ELAVL1-coordinated regulation of intronic polyadenylation isoforms by
doxorubicin. Genome Research, 2022, 32, 1271-1284. 2.4 5

28436 Keratin 8 Is an Inflammation-Induced and Prognosis-Related Marker for Pancreatic Adenocarcinoma.
Disease Markers, 2022, 2022, 1-25. 0.6 3

28437 Rewiring of liver diurnal transcriptome rhythms by triiodothyronine (T3) supplementation. ELife, 0, 11,
. 2.8 12



1380

Citation Report

# Article IF Citations

28439 DNA methylation-based epigenetic signatures predict somatic genomic alterations in gliomas. Nature
Communications, 2022, 13, . 5.8 5

28440 Dietary fat composition shapes bile acid metabolism and severity of liver injury in a pig model of
pediatric NAFLD. American Journal of Physiology - Endocrinology and Metabolism, 0, , . 1.8 4

28441 Differential analysis of RNA structure probing experiments at nucleotide resolution: uncovering
regulatory functions of RNA structure. Nature Communications, 2022, 13, . 5.8 1

28442 Cyclic Hypoxia Induces Transcriptomic Changes in Mast Cells Leading to a Hyperresponsive Phenotype
after FcÎµRI Cross-Linking. Cells, 2022, 11, 2239. 1.8 1

28443
Dysregulation of Subcutaneous White Adipose Tissue Inflammatory Environment Modelling in
Non-Insulin Resistant Obesity and Responses to Omega-3 Fatty Acids â€“ A Double Blind, Randomised
Clinical Trial. Frontiers in Immunology, 0, 13, .

2.2 7

28444 A Pilot Mitochondrial Genome-Wide Association on Migraine Among Saudi Arabians. International
Journal of General Medicine, 0, Volume 15, 6249-6258. 0.8 1

28445 Targeting transcription in heart failure via CDK7/12/13 inhibition. Nature Communications, 2022, 13, . 5.8 1

28447 InÂ vitro atlas of dorsal spinal interneurons reveals Wnt signaling as a critical regulator of
progenitor expansion. Cell Reports, 2022, 40, 111119. 2.9 4

28448 Apyrase-mediated amplification of secretory IgA promotes intestinal homeostasis. Cell Reports, 2022,
40, 111112. 2.9 4

28449 Higher Loading of Gold Nanoparticles in PAD Mesenchymal-like Stromal Cells Leads to a Decreased
Exocytosis. Cells, 2022, 11, 2323. 1.8 1

28450 Molecular Mechanisms Related to Responses to Oxidative Stress and Antioxidative Therapies in
COVID-19: A Systematic Review. Antioxidants, 2022, 11, 1609. 2.2 21

28451 Functional Diversity and Evolution of the Drosophila Sperm Proteome. Molecular and Cellular
Proteomics, 2022, 21, 100281. 2.5 6

28452 Downstream Effects of Mutations in SOD1 and TARDBP Converge on Gene Expression Impairment in
Patient-Derived Motor Neurons. International Journal of Molecular Sciences, 2022, 23, 9652. 1.8 3

28453 Intergeneric hybridization of two stickleback species leads to introgression of membrane-associated
genes and invasive TE expansion. Frontiers in Genetics, 0, 13, . 1.1 3

28454 The Extract of Ilex cornuta Bark Promotes Bone Healing by Activating Adenosine A2A Receptor. Drug
Design, Development and Therapy, 0, Volume 16, 2569-2587. 2.0 1

28455 Lysosomal GPCR-like protein LYCHOS signals cholesterol sufficiency to mTORC1. Science, 2022, 377,
1290-1298. 6.0 33

28456
Deficiency of the bZIP transcription factors Mafg and Mafk causes misexpression of genes in distinct
pathways and results in lens embryonic developmental defects. Frontiers in Cell and Developmental
Biology, 0, 10, .

1.8 10

28457 Analysis of the potential ferroptosis mechanism and multitemporal expression change of central
ferroptosis-related genes in cardiac ischemiaâ€“reperfusion injury. Frontiers in Physiology, 0, 13, . 1.3 10



1381

Citation Report

# Article IF Citations

28459 <i>Ex vivo</i> reconstitution of fetal oocyte development in humans and cynomolgus monkeys. EMBO
Journal, 2022, 41, . 3.5 15

28460 Defining hierarchical protein interaction networks from spectral analysis of bacterial proteomes.
ELife, 0, 11, . 2.8 2

28461 GIV is a promising novel poor prognostic factor in liver hepatocellular carcinoma. Medicine (United) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 662 Td (States), 2022, 101, e29645.0.4 0

28463 Chromobox 7/8 serve as independent indicators for glioblastoma via promoting proliferation and
invasion of glioma cells. Frontiers in Neurology, 0, 13, . 1.1 6

28464 High-fidelity Cas13 variants for targeted RNA degradation with minimal collateral effects. Nature
Biotechnology, 2023, 41, 108-119. 9.4 65

28465 Association of rare variants in genes of immune regulation with pediatric autoimmune CNS diseases.
Journal of Neurology, 0, , . 1.8 1

28466 Transcriptomic and histochemical analysis reveal the complex regulatory networks in equine
Chorioallantois during spontaneous term labor. Biology of Reproduction, 0, , . 1.2 0

28467
Mutation in the Two-Component System Regulator YycH Leads to Daptomycin Tolerance in
Methicillin-Resistant Staphylococcus aureus upon Evolution with a Population Bottleneck.
Microbiology Spectrum, 2022, 10, .

1.2 3

28468 Transcriptomic Analysis of Circulating Leukocytes Obtained during the Recovery from Clinical
Mastitis Caused by Escherichia coli in Holstein Dairy Cows. Animals, 2022, 12, 2146. 1.0 5

28469 Glucosamineâ€•phosphate Nâ€•acetyltransferase 1 and its <scp>DNA</scp> methylation can be biomarkers
for the diagnosis and prognosis of lung cancer. Journal of Clinical Laboratory Analysis, 2022, 36, . 0.9 5

28470 Signatures of adaptive evolution in platyrrhine primate genomes. Proceedings of the National Academy
of Sciences of the United States of America, 2022, 119, . 3.3 4

28471 Genomeâ€•wide scan for selective sweeps identifies novel loci associated with resistance to mastitis in
German Holstein cattle. Journal of Animal Breeding and Genetics, 2023, 140, 92-105. 0.8 4

28472 Gemin5-dependent RNA association with polysomes enables selective translation of ribosomal and
histone mRNAs. Cellular and Molecular Life Sciences, 2022, 79, . 2.4 4

28473 Deciphering genome-wide transcriptomic changes in grapevines heavily infested by spotted
lanternflies. Frontiers in Insect Science, 0, 2, . 0.9 5

28474 Ubiquitin E3 ligase FBXO21 regulates cytokine-mediated signaling pathways, but is dispensable for
steady-state hematopoiesis. Experimental Hematology, 2022, 114, 33-42.e3. 0.2 1

28475 Truncated FGFR2 is a clinically actionable oncogene in multiple cancers. Nature, 2022, 608, 609-617. 13.7 31

28476 Identification and Validation of Three Hub Genes Involved in Cell Proliferation and Prognosis of
Castration-Resistant Prostate Cancer. Oxidative Medicine and Cellular Longevity, 2022, 2022, 1-27. 1.9 2

28477 Vascular Proteome Responses Precede Organ Dysfunction in a Murine Model of Staphylococcus
aureus Bacteremia. MSystems, 2022, 7, . 1.7 3



1382

Citation Report

# Article IF Citations

28478 Therapeutic effects of shaogan fuzi decoction in rheumatoid arthritis: Network pharmacology and
experimental validation. Frontiers in Pharmacology, 0, 13, . 1.6 7

28479 Chromosomal assembly of the flat oyster (<i>Ostrea edulis</i> L.) genome as a new genetic resource
for aquaculture. Evolutionary Applications, 2022, 15, 1730-1748. 1.5 10

28480
Systematic review of gastric cancer-associated genetic variants, gene-based meta-analysis, and
gene-level functional analysis to identify candidate genes for drug development. Frontiers in
Genetics, 0, 13, .

1.1 4

28481 Identification and Characterization of Copy Number Variations Regions in West African Taurine
Cattle. Animals, 2022, 12, 2130. 1.0 3

28482 Morphometric and Genetic Description of Trophic Adaptations in Cichlid Fishes. Biology, 2022, 11, 1165. 1.3 3

28483 Construction of a solid Cox model for AML patients based on multiomics bioinformatic analysis.
Frontiers in Oncology, 0, 12, . 1.3 4

28485 Insights into the Genomic Regions and Candidate Genes of Senescence-Related Traits in Upland Cotton
via GWAS. International Journal of Molecular Sciences, 2022, 23, 8584. 1.8 4

28487 Kinase activity profiling in renal cell carcinoma, benign renal tissue and in response to four different
tyrosine kinase inhibitors. Oncotarget, 2022, 13, 970-981. 0.8 0

28488
Integrated comparative metabolomics and network pharmacology approach to uncover the key active
ingredients of Polygonati rhizoma and their therapeutic potential for the treatment of Alzheimerâ€™s
disease. Frontiers in Pharmacology, 0, 13, .

1.6 3

28489 An expanded role for the transcription factor WRINKLED1 in the biosynthesis of triacylglycerols
during seed development. Frontiers in Plant Science, 0, 13, . 1.7 9

28490 Paternally inherited H3K27me3 affects chromatin accessibility in mouse embryos produced by round
spermatid injection. Development (Cambridge), 2022, 149, . 1.2 8

28491 Interleukin-17D promotes lung cancer progression by inducing tumor-associated macrophage
infiltration via the p38 MAPK signaling pathway. Aging, 2022, 14, 6149-6168. 1.4 4

28493 Chronological attenuation of <scp>NPRA</scp>/<scp>PKG</scp>/<scp>AMPK</scp> signaling promotes
vascular aging and elevates blood pressure. Aging Cell, 2022, 21, . 3.0 7

28494 Reduced Expression of KRT17 Predicts Poor Prognosis in HER2high Breast Cancer. Biomolecules, 2022,
12, 1183. 1.8 4

28496
Construction of a prognostic risk model based on apoptosis-related genes to assess tumor immune
microenvironment and predict prognosis in hepatocellular carcinoma. BMC Gastroenterology, 2022,
22, .

0.8 3

28497 Snail-regulated exosomal microRNA-21 suppresses NLRP3 inflammasome activity to enhance cisplatin
resistance. , 2022, 10, e004832. 17

28498 EmbryoÂ model completes gastrulation to neurulation and organogenesis. Nature, 2022, 610, 143-153. 13.7 112

28499
Network pharmacology and molecular docking approaches to elucidate the potential compounds and
targets of Saeng-Ji-Hwang-Ko for treatment of type 2 diabetes mellitus. Computers in Biology and
Medicine, 2022, , 106041.

3.9 4



1383

Citation Report

# Article IF Citations

28500 Integrated Approaches to Identify miRNA Biomarkers Associated with Cognitive Dysfunction in
Multiple Sclerosis Using Text Mining, Gene Expression, Pathways, and GWAS. Diagnostics, 2022, 12, 1914. 1.3 2

28501 Mode of action of elasnin as biofilm formation eradicator of methicillin-resistant Staphylococcus
aureus. Frontiers in Microbiology, 0, 13, . 1.5 3

28502 Maternal H3K36 and H3K27 HMTs protect germline development via regulation of the transcription
factor LIN-15B. ELife, 0, 11, . 2.8 6

28503 Look-alike humans identified by facial recognition algorithms show genetic similarities. Cell Reports,
2022, 40, 111257. 2.9 9

28504 Mitophagy initiates retrograde mitochondrial-nuclear signaling to guide retinal pigment cell
heterogeneity. Autophagy, 2023, 19, 966-983. 4.3 19

28505 Adipose mTORC2 is essential for sensory innervation in white adipose tissue and whole-body energy
homeostasis. Molecular Metabolism, 2022, 65, 101580. 3.0 12

28506 Self-assembling short immunostimulatory duplex RNAs with broad-spectrum antiviral activity.
Molecular Therapy - Nucleic Acids, 2022, 29, 923-940. 2.3 7

28507 Transcriptome analyses of nine endocrine tissues identifies organism-wide transcript distribution and
structure in the Siberian hamster. Scientific Reports, 2022, 12, . 1.6 2

28508 Genetic parameters and genome-wide association study of digital cushion thickness in Holstein cows.
Journal of Dairy Science, 2022, 105, 8237-8256. 1.4 1

28509 Transposon-activated POU5F1B promotes colorectal cancer growth and metastasis. Nature
Communications, 2022, 13, . 5.8 7

28510 Identification of G6PC as a potential prognostic biomarker in hepatocellular carcinoma based on
bioinformatics analysis. Medicine (United States), 2022, 101, e29548. 0.4 3

28511 Identification of potential targets of the curcumin analog CCA-1.1 for glioblastoma treatment :
integrated computational analysis and in vitro study. Scientific Reports, 2022, 12, . 1.6 4

28512 New Insights on the Regulation of the Insulin-Degrading Enzyme: Role of microRNAs and RBPs. Cells,
2022, 11, 2538. 1.8 2

28513 Exploring the overall effects of two traditional Chinese medicines on the body by urinary proteome.
Scientia Sinica Vitae, 2022, 52, 1269-1280. 0.1 1

28514 Nalidixic acid potentiates the antitumor activity in sorafenib-resistant hepatocellular carcinoma via
the tumor immune microenvironment analysis. Frontiers in Pharmacology, 0, 13, . 1.6 1

28516 The <i>TIGD5</i> gene located in 8q24 and frequently amplified in ovarian cancers is a tumor
suppressor. Genes To Cells, 2022, 27, 633-642. 0.5 0

28517 Expression of Mucin Family Proteins in Non-Small-Cell Lung Cancer and its Role in Evaluation of
Prognosis. Journal of Oncology, 2022, 2022, 1-16. 0.6 4

28518 miRNA expression patterns in blood leukocytes and milk somatic cells of goats infected with small
ruminant lentivirus (SRLV). Scientific Reports, 2022, 12, . 1.6 3



1384

Citation Report

# Article IF Citations

28519 Nicotinic receptor components of amyloid beta 42 proteome regulation in human neural cells. PLoS
ONE, 2022, 17, e0270479. 1.1 4

28521 Isoform-specific mutation in Dystonin-b gene causes late-onset protein aggregate myopathy and
cardiomyopathy. ELife, 0, 11, . 2.8 4

28522 Arc Regulates Transcription of Genes for Plasticity, Excitability and Alzheimerâ€™s Disease. Biomedicines,
2022, 10, 1946. 1.4 14

28523 Reduced synaptic activity and dysregulated extracellular matrix pathways in midbrain neurons from
Parkinsonâ€™s disease patients. Npj Parkinson's Disease, 2022, 8, . 2.5 21

28524 Bioinformatics analysis to identify potential biomarkers and therapeutic targets for
ST-segmentâ€“elevation myocardial infarction-related ischemic stroke. Frontiers in Neurology, 0, 13, . 1.1 4

28525 Genetic Parameters and Genomic Regions Underlying Growth and Linear Type Traits in Akkaraman
Sheep. Genes, 2022, 13, 1414. 1.0 13

28526 Detecting Fear-Memory-Related Genes from Neuronal scRNA-seq Data by Diverse Distributions and
Bhattacharyya Distance. Biomolecules, 2022, 12, 1130. 1.8 3

28527 MOSCATO: a supervised approach for analyzing multi-Omic single-Cell data. BMC Genomics, 2022, 23, . 1.2 0

28528 Transcriptome and proteome analysis of innate immune responses to inactivated Leptospira and
bivalent Leptospira vaccines in canine 030-D cells. Scientific Reports, 2022, 12, . 1.6 0

28529 Exocyst inactivation in urothelial cells disrupts autophagy and activates non-canonical NF-ÎºB
signaling. DMM Disease Models and Mechanisms, 2022, 15, . 1.2 1

28530 The potential effects and mechanisms of breast inflammatory lesions on the occurrence and
development of breast cancer. Frontiers in Oncology, 0, 12, . 1.3 0

28531 A network pharmacology-based approach to explore the therapeutic potential of Sceletium tortuosum
in the treatment of neurodegenerative disorders. PLoS ONE, 2022, 17, e0273583. 1.1 1

28532
Cardiac micro-RNA and transcriptomic profile of a novel swine model of chronic kidney disease and
left ventricular diastolic dysfunction. American Journal of Physiology - Heart and Circulatory
Physiology, 2022, 323, H659-H669.

1.5 5

28533 Proteome profiling of evolved methicillin-resistant Staphylococcus aureus strains with distinct
daptomycin tolerance and resistance phenotypes. Frontiers in Microbiology, 0, 13, . 1.5 4

28534 Identification of Chemokines-related miRNAs as Potential Biomarkers in Psoriasis based on Integrated
Bioinformatics Analysis. Combinatorial Chemistry and High Throughput Screening, 2022, 25, . 0.6 0

28535
Linkage Disequilibrium, Haplotype Block Structures, Effective Population Size and Genome-Wide
Signatures of Selection of Two Conservation Herds of the South African Nguni Cattle. Animals, 2022,
12, 2133.

1.0 4

28536
Pseudo-Chromosomal Genome Assembly in Combination with Comprehensive Transcriptome Analysis in
Agaricus bisporus Strain KMCC00540 Reveals Mechanical Stimulus Responsive Genes Associated with
Browning Effect. Journal of Fungi (Basel, Switzerland), 2022, 8, 886.

1.5 2

28537 Network analysis reveals different hub genes and molecular pathways for pig in vitro fertilized early
embryos and parthenogenotes. Reproduction in Domestic Animals, 2022, 57, 1544-1553. 0.6 4



1385

Citation Report

# Article IF Citations

28538 Î±vÎ²1 integrin is enriched in extracellular vesicles of metastatic breast cancer cells: A mechanism
mediated by galectinâ€•3. Journal of Extracellular Vesicles, 2022, 11, . 5.5 12

28539 Honghua extract mediated potent inhibition of COVID-19 host cell pathways. Scientific Reports, 2022,
12, . 1.6 5

28540 Transcriptome profiles of latently- and reactivated HIV-1 infected primary CD4+ T cells: A pooled
data-analysis. Frontiers in Immunology, 0, 13, . 2.2 1

28541
Identification of hub genes and small molecule therapeutic drugs related to simple steatosis with
secondary analysis of existing microarray data. International Journal of Transgender Health, 2022, 15,
921-932.

1.1 0

28542 Bailing capsule (Cordyceps sinensis) ameliorates renal triglyceride accumulation through the PPARÎ±
pathway in diabetic rats. Frontiers in Pharmacology, 0, 13, . 1.6 3

28543 Retinal degeneration induced in a mouse model of ischemiaâ€“reperfusion injury and its management by
pemafibrate treatment. FASEB Journal, 2022, 36, . 0.2 10

28544 Dichotomous <i>cis</i>-regulatory motifs mediate the maturation of the neuromuscular junction by
retrograde BMP signaling. Nucleic Acids Research, 0, , . 6.5 0

28545
Expression, Clinical Significance, Immune Infiltration, and Regulation Network of miR-3940-5p in Lung
Adenocarcinoma Based on Bioinformatic Analysis and Experimental Validation. International Journal
of General Medicine, 0, Volume 15, 6451-6464.

0.8 1

28546 CD9 mediates the uptake of extracellular vesicles from cancer-associated fibroblasts that promote
pancreatic cancer cell aggressiveness. Science Signaling, 2022, 15, . 1.6 33

28547 Differential expression analysis of mRNAs, lncRNAs, and miRNAs expression profiles and construction
of ceRNA networks in PEDV infection. BMC Genomics, 2022, 23, . 1.2 2

28548 Comprehensive Analysis of Molecular Subtypes and Hub Genes of Sepsis by Gene Expression Profiles.
Frontiers in Genetics, 0, 13, . 1.1 9

28549 Prediction of Synaptically Localized RNAs in Human Neurons Using Developmental Brain Gene
Expression Data. Genes, 2022, 13, 1488. 1.0 1

28551 Myometrial progesterone receptor determines a transcription program for uterine remodeling and
contractions during pregnancy. , 2022, 1, . 3

28552 An integrative approach to uncover the components, mechanisms, and functions of traditional
Chinese medicine prescriptions on male infertility. Frontiers in Pharmacology, 0, 13, . 1.6 4

28553 Transcriptomic Immune Profiles Can Represent the Tumor Immune Microenvironment Related to the
Tumor Budding Histology in Uterine Cervical Cancer. Genes, 2022, 13, 1405. 1.0 4

28554
Network pharmacology and molecular docking-based investigations of Kochiae Fructusâ€™s active
phytomolecules, molecular targets, and pathways in treating COVID-19. Frontiers in Microbiology, 0,
13, .

1.5 8

28555 Methylome decoding of RdDM-mediated reprogramming effects in the Arabidopsis MSH1 system.
Genome Biology, 2022, 23, . 3.8 4

28557
Exploring the mechanism of action of Xuanfei Baidu granule (XFBD) in the treatment of COVID-19 based
on molecular docking and molecular dynamics. Frontiers in Cellular and Infection Microbiology, 0,
12, .

1.8 4



1386

Citation Report

# Article IF Citations

28558
Senescent Human Pancreatic Stellate Cells Secrete CXCR2 Agonist CXCLs to Promote Proliferation
and Migration of Human Pancreatic Cancer AsPC-1 and MIAPaCa-2 Cell Lines. International Journal of
Molecular Sciences, 2022, 23, 9275.

1.8 7

28559 Deletion of Tfam in Prx1-Cre expressing limb mesenchyme results in spontaneous bone fractures.
Journal of Bone and Mineral Metabolism, 2022, 40, 839-852. 1.3 0

28560 Nuclear Receptor Atlases of Choroidal Tissues Reveal Candidate Receptors Associated with
Age-Related Macular Degeneration. Cells, 2022, 11, 2386. 1.8 4

28561 Vasorin contributes to lung injury via FABP4-mediated inflammation. Molecular Biology Reports, 2022,
49, 9335-9344. 1.0 2

28562 Rapid ovarian transcript changes during the onset of premature ovarian insufficiency in a mouse
model. Reproduction and Fertility, 2022, 3, 173-186. 0.6 1

28563 Prognostic value of SOX9 in cervical cancer: Bioinformatics and experimental approaches. Frontiers
in Genetics, 0, 13, . 1.1 3

28564 Pan-cancer analyses identify DCBLD2 as an oncogenic, immunological, and prognostic biomarker.
Frontiers in Pharmacology, 0, 13, . 1.6 5

28565 Insulin Receptor-Related Receptor Regulates the Rate of Early Development in Xenopus laevis.
International Journal of Molecular Sciences, 2022, 23, 9250. 1.8 2

28566 Using network pharmacology to explore the mechanism of Danggui-Shaoyao-San in the treatment of
diabetic kidney disease. Frontiers in Pharmacology, 0, 13, . 1.6 2

28567 EGR1 Haploinsufficiency Confers a Fitness Advantage to Hematopoietic Stem Cells Following
Chemotherapy. Experimental Hematology, 2022, 115, 54-67. 0.2 2

28568 Amino acid abundance and composition in cell culture medium affects trace metal tolerance and
cholesterol synthesis. Biotechnology Progress, 2023, 39, . 1.3 2

28569 Obesity reprograms the pulmonary polyunsaturated fatty acid-derived lipidome, transcriptome, and
gene-oxylipin networks. Journal of Lipid Research, 2022, 63, 100267. 2.0 6

28570 <scp>TRAX</scp> Provides Neuroprotection for Huntington's Disease Via Modulating a Novel Subset
of <scp>MicroRNAs</scp>. Movement Disorders, 0, , . 2.2 1

28571 RAD51 protects human cells from transcription-replication conflicts. Molecular Cell, 2022, 82,
3366-3381.e9. 4.5 19

28572
Entamoeba histolytica HM-1: IMSS gene expression profiling identifies key hub genes, potential
biomarkers, and pathways in Amoebiasis infection: a systematic network meta-analysis. Bioscience
Reports, 2022, 42, .

1.1 7

28574 Discoidin Domain Receptor-Driven Gene Signatures as Markers of Patient Response to Antiâ€“PD-L1
Immune Checkpoint Therapy. Journal of the National Cancer Institute, 2022, 114, 1380-1391. 3.0 4

28576 Metabolism-Related Gene Pairs to Predict the Clinical Outcome and Molecular Characteristics of
Early Hepatocellular Carcinoma. Cancers, 2022, 14, 3957. 1.7 2

28579 Identification of Pseudo-R genes in Vitis vinifera and characterization of their role as
immunomodulators in host-pathogen interactions. Journal of Advanced Research, 2022, 42, 17-28. 4.4 1



1387

Citation Report

# Article IF Citations

28582 Skeletal muscle releases extracellular vesicles with distinct protein and microRNA signatures that
function in the muscle microenvironment. , 2022, 1, . 18

28583 Transcriptional deregulation of <i>LSD1</i> and <i>LSD2</i> is associated with cytogenetic risk in
chronic lymphocytic leukemia. Leukemia and Lymphoma, 0, , 1-5. 0.6 0

28584
Network pharmacology combined with metabolomics reveals the mechanism of Fuzi decoction against
chronic heart failure in rats. Journal of Chromatography B: Analytical Technologies in the Biomedical
and Life Sciences, 2022, 1210, 123435.

1.2 4

28585 ATRX histone binding and helicase activities have distinct roles in neuronal differentiation. Nucleic
Acids Research, 2022, 50, 9162-9174. 6.5 4

28586 Direct chemical reprogramming of human cord blood erythroblasts to induced megakaryocytes that
produce platelets. Cell Stem Cell, 2022, 29, 1229-1245.e7. 5.2 5

28587 Gut-derived metabolites influence neurodevelopmental gene expression and Wnt signaling events in a
germ-free zebrafish model. Microbiome, 2022, 10, . 4.9 8

28588 Establishment and Evaluation of Dual HDAC/BET Inhibitors as Therapeutic Options for Germ Cell
Tumors and Other Urological Malignancies. Molecular Cancer Therapeutics, 2022, 21, 1674-1688. 1.9 5

28589 Lung adenocarcinoma-related target gene prediction and drug repositioning. Frontiers in
Pharmacology, 0, 13, . 1.6 0

28590 Ezrin deficiency triggers glial fibrillary acidic protein upregulation and a distinct reactive astrocyte
phenotype. Glia, 2022, 70, 2309-2329. 2.5 12

28591 The psychiatric risk gene BRD1 modulates mitochondrial bioenergetics by transcriptional regulation.
Translational Psychiatry, 2022, 12, . 2.4 3

28592 Identification of differentially expressed microRNAs as potential biomarkers for carcinoma ex
pleomorphic adenoma. Scientific Reports, 2022, 12, . 1.6 4

28593 Genomic and transcriptomic profiling of phoenix colonies. Scientific Reports, 2022, 12, . 1.6 2

28594
CDK4/6 inhibitors downregulate the ubiquitin-conjugating enzymes UBE2C/S/T involved in the
ubiquitinâ€“proteasome pathway in ERâ€‰+â€‰breast cancer. Clinical and Translational Oncology, 2022, 24,
2120-2135.

1.2 5

28595
Allele-biased expression of the bovine APOB gene associated with the cholesterol deficiency defect
suggests cis-regulatory enhancer effects of the LTR retrotransposon insertion. Scientific Reports,
2022, 12, .

1.6 1

28596 USP7 regulates the ERK1/2 signaling pathway through deubiquitinating Raf-1 in lung adenocarcinoma.
Cell Death and Disease, 2022, 13, . 2.7 10

28597 N6-methyladenosine (m6A) in 18S rRNA promotes fatty acid metabolism and oncogenic transformation.
Nature Metabolism, 2022, 4, 1041-1054. 5.1 39

28598
Deep learning prediction of chemical-induced dose-dependent and context-specific multiplex
phenotype responses and its application to personalized alzheimerâ€™s disease drug repurposing. PLoS
Computational Biology, 2022, 18, e1010367.

1.5 4

28599 The expression and role of tubulin polymerization-promoting protein 3 in oral squamous cell
carcinoma. Archives of Oral Biology, 2022, 143, 105519. 0.8 1



1388

Citation Report

# Article IF Citations

28600 Noncanonical Wnt/Ror2 signaling regulates cellâ€“matrix adhesion to prompt directional tumor cell
invasion in breast cancer. Molecular Biology of the Cell, 2022, 33, . 0.9 2

28602
Quantitative Acetylomics Reveals Dynamics of Protein Lysine Acetylation in Mouse Livers During Aging
and Upon the Treatment of Nicotinamide Mononucleotide. Molecular and Cellular Proteomics, 2022,
21, 100276.

2.5 4

28603 Silver nanoparticles induce developmental toxicity via oxidative stress and mitochondrial
dysfunction in zebrafish (Danio rerio). Ecotoxicology and Environmental Safety, 2022, 243, 113993. 2.9 16

28604 Transcriptional coregulator Ess2 controls survival of post-thymic CD4+ T cells through the Myc and
IL-7 signaling pathways. Journal of Biological Chemistry, 2022, 298, 102342. 1.6 2

28605 Nuclear receptor estrogen-related receptor modulates antimicrobial peptide expression for host
innate immunity in Tribolium castaneum. Insect Biochemistry and Molecular Biology, 2022, 148, 103816. 1.2 7

28606 A Naive Bayes model on lung adenocarcinoma projection based on tumor microenvironment and
weighted gene co-expression network analysis. Infectious Disease Modelling, 2022, 7, 498-509. 1.2 1

28607
Metabolism deficiency and oxidative stress induced by plastic particles in the rotifer Brachionus
plicatilis: Common and distinct phenotypic and transcriptomic responses to nano- and microplastics.
Marine Pollution Bulletin, 2022, 182, 113981.

2.3 10

28608 YY1/ITGA3 pathway may affect trophoblastic cells migration and invasion ability. Journal of
Reproductive Immunology, 2022, 153, 103666. 0.8 3

28609 Integrated transcriptome and regulatory network analyses identify candidate genes and pathways
modulating ewe fertility. Gene Reports, 2022, 28, 101659. 0.4 2

28610 Mast cell chymase has a negative impact on human osteoblasts. Matrix Biology, 2022, 112, 1-19. 1.5 1

28611 Natural adaptation and human selection of northeast African sheep genomes. Genomics, 2022, 114,
110448. 1.3 6

28612 Tryptophan metabolism is a physiological integrator regulating circadian rhythms. Molecular
Metabolism, 2022, 64, 101556. 3.0 20

28613 The oxytocin signalling gene pathway contributes to the association between loneliness and
cardiometabolic health. Psychoneuroendocrinology, 2022, 144, 105875. 1.3 2

28614 Immune-relevant genes of systemic lupus erythematosus by transcriptome profiling analysis. Cytokine,
2022, 158, 155975. 1.4 3

28615 Characterisation of retrotransposon insertion polymorphisms in whole genome sequencing data
from individuals with amyotrophic lateral sclerosis. Gene, 2022, 843, 146799. 1.0 3

28616
Integrated multi-omic analysis of fruit maturity identifies biomarkers with drastic abundance shifts
spanning the harvest period in â€˜Royal Galaâ€™ apple. Postharvest Biology and Technology, 2022, 193,
112059.

2.9 12

28617
Investigation of the mechanism of action of Shengxuexiaoban Capsules against primary immune
thrombocytopenia using network pharmacology and experimental validation. Phytomedicine, 2022, 106,
154413.

2.3 3

28618
Data-driven learning of narcosis mode of action identifies a CNS transcriptional signature shared
between whole organism Caenorhabditis elegans and a fish gill cell line. Science of the Total
Environment, 2022, 849, 157666.

3.9 4



1389

Citation Report

# Article IF Citations

28619 Pan-cancer gene expression analysis: Identification of deregulated autophagy genes and drugs to
target them. Gene, 2022, 844, 146821. 1.0 6

28620 Integrative coexpression network detects the epicardial adipose tissue specific exosome vesicles as key
predictor biomarker of cardiovascular disease. , 2022, 34, 201088. 0

28623
Identification of Novel miRNAs, Targeting Genes, Signaling Pathway, and the Small Molecule for
Overcoming Oxaliplatin Resistance of Metastatic Colorectal Cancer. BioMed Research International,
2022, 2022, 1-20.

0.9 2

28624 Decoding competitive endogenous RNA regulatory network in postoperative cognitive dysfunction.
Frontiers in Neuroscience, 0, 16, . 1.4 6

28625 Infection by the Parasite Myxobolus bejeranoi (Cnidaria: Myxozoa) Suppresses the Immune System of
Hybrid Tilapia. Microorganisms, 2022, 10, 1893. 1.6 1

28626
Interactive Effect of Combined Intermittent and Sustained Hypoxia and High-Fat Diet on the Colonic
Mucosal Microbiome and Host Gene Expression in Mice. Nature and Science of Sleep, 0, Volume 14,
1623-1639.

1.4 3

28628 Identification of Hypothalamic Long Noncoding RNAs Associated with Hypertension and the
Behavior/Neurological Phenotype of Hypertensive ISIAH Rats. Genes, 2022, 13, 1598. 1.0 2

28629 Bioinformatics analysis identification of AKT3 and RAC1 as key genes in postmenopausal osteoporosis.
Experimental and Therapeutic Medicine, 2022, 24, . 0.8 4

28630 Myoferlin disturbs redox equilibrium to accelerate gastric cancer migration. Frontiers in Oncology,
0, 12, . 1.3 1

28633 Site-specific decreases in DNA methylation in replicating cells following exposure to oxidative stress.
Human Molecular Genetics, 2023, 32, 632-648. 1.4 0

28634 Insulin and serine metabolism as sex-specific hallmarks of Alzheimerâ€™s disease in the human
hippocampus. Cell Reports, 2022, 40, 111271. 2.9 19

28636 Comprehensive analysis of key genes and pathways for biological and clinical implications in
thyroid-associated ophthalmopathy. BMC Genomics, 2022, 23, . 1.2 6

28637 The INSR/AKT/mTOR pathway regulates the pace of myogenesis in a syndecan-3-dependent manner. Matrix
Biology, 2022, 113, 61-82. 1.5 2

28638 Identification of AGR2 Gene-Specific Expression Patterns Associated with Epithelial-Mesenchymal
Transition. International Journal of Molecular Sciences, 2022, 23, 10845. 1.8 5

28639 Decreased expression of 3-hydroxybutyrate dehydrogenase 1 is a prognostic marker and promotes
tumor progression in hepatocellular carcinoma. Pathology Research and Practice, 2022, 238, 154111. 1.0 2

28641 Impact of long-term exposure to PM2.5 on peripheral blood gene expression pathways involved in cell
signaling and immune response. Environment International, 2022, 168, 107491. 4.8 2

28642
Clinical importance of PLA2R1 and RASSF9 in thyroid cancer and their inhibitory roles on the
Wnt/Î²-catenin pathway and thyroid cancer cell malignant behaviors. Pathology Research and Practice,
2022, 238, 154092.

1.0 3

28643 Quantitative interactome proteomics identifies a proteostasis network for GABAA receptors. Journal
of Biological Chemistry, 2022, 298, 102423. 1.6 7



1390

Citation Report

# Article IF Citations

28644 Characterization of chicken p53 transcriptional function via parallel genome-wide chromatin
occupancy and gene expression analysis. Poultry Science, 2022, 101, 102164. 1.5 1

28645
Population specific methylome remodeling in high and low elevation populations of Indian west
Himalayan Arabidopsis thaliana in response to elevated CO2. Environmental and Experimental Botany,
2022, 203, 105074.

2.0 0

28646 A meta-summary and bioinformatic analysis identified interleukin 6 as a master regulator of COVID-19
severity biomarkers. Cytokine, 2022, 159, 156011. 1.4 10

28647 Comparative transcriptome reveals the effect of IFITM1 on differential resistance to duck hepatitis A
virus genotype 3 in Pekin ducks. Virus Research, 2022, 322, 198930. 1.1 3

28648 Extracellular Matrix Profiling and Disease Modelling in Engineered Vascular Smooth Muscle Cell
Tissues. Matrix Biology Plus, 2022, 16, 100122. 1.9 4

28649 Dysregulated DNA methylation in the pathogenesis of Fabry disease. Molecular Genetics and
Metabolism Reports, 2022, 33, 100919. 0.4 2

28650 Genomic variants-driven drug repurposing for tuberculosis by utilizing the established
bioinformatic-based approach. Biochemistry and Biophysics Reports, 2022, 32, 101334. 0.7 3

28651 Cell adhesion molecules E-cadherin and CADM1 are differently expressed in canine inflammatory
mammary cancer. Research in Veterinary Science, 2022, 152, 307-313. 0.9 3

28652
Application of network composite module analysis and verification to explore the bidirectional
immunomodulatory effect of Zukamu granules on Th1 / Th2 cytokines in lung injury. Journal of
Ethnopharmacology, 2022, 299, 115674.

2.0 3

28653 The crude extract from the flowers of Trollius chinensis Bunge exerts anti-influenza virus effects
through modulation of the TLR3 signaling pathway. Journal of Ethnopharmacology, 2023, 300, 115743. 2.0 2

28654 Identification of upregulated genes in glioblastoma and glioblastoma cancer stem cells using
bioinformatics analysis. Gene, 2023, 848, 146895. 1.0 4

28655 Prognostic signature related to the immune environment of oral squamous cell carcinoma. Open Life
Sciences, 2022, 17, 1135-1147. 0.6 0

28656 Comparison of Cerebral Cortex Transcriptome Profiles in Ischemic Stroke and Alzheimerâ€™s Disease
Models. Clinical Nutrition Research, 2022, 11, 159. 0.5 1

28657 Design Principles and Analysis Guidelines for Understanding Time-of-Day Effects in the Brain.
Neuromethods, 2022, , 299-316. 0.2 0

28658
Mesenchymal stromal cell-derived extracellular vesicles afford neuroprotection by modulating
PI3K/AKT pathway and calcium oscillations. International Journal of Biological Sciences, 2022, 18,
5345-5368.

2.6 24

28659 N6-methyladenosine of <i>Socs1</i> modulates macrophage inflammatory response in different
stiffness environments. International Journal of Biological Sciences, 2022, 18, 5753-5769. 2.6 10

28660 Downregulation of PPARÎ± mediates FABP1 expression, contributing to IgA nephropathy by stimulating
ferroptosis in human mesangial cells. International Journal of Biological Sciences, 2022, 18, 5438-5458. 2.6 18

28661 Global Gene Expression Regulation Mediated by TGFÎ² Through H3K9me3 Mark. Cancer Informatics, 2022,
21, 117693512211151. 0.9 1



1391

Citation Report

# Article IF Citations

28662 Treatment with silicaâ€“gold nanostructures decreases inflammation-related gene expression in
collagen-induced arthritis. Biomaterials Science, 2022, 10, 5216-5229. 2.6 4

28663
Exploring SARS-CoV2 host-pathogen interactions and associated fungal infections cross-talk:
Screening of targets and understanding pathogenesis. Computational and Structural Biotechnology
Journal, 2022, 20, 4351-4359.

1.9 4

28664
The absence of the queuosine tRNA modification leads to pleiotropic phenotypes revealing
perturbations of metal and oxidative stress homeostasis in<i>Escherichia coli</i>K12. Metallomics,
2022, 14, .

1.0 9

28665 Fingolimod mitigates synaptic deficits and psychosisâ€•like behavior in APP/PSEN1 mice. Alzheimer's and
Dementia: Translational Research and Clinical Interventions, 2022, 8, . 1.8 4

28666 Comprehensive bioinformatic analysis of key genes and signaling pathways in glioma. , 2022, 52, 3. 0

28667 Predicting of molecules mediating an interaction between bovine embryos and uterine epithelial cells.
Journal of Reproduction and Development, 2022, 68, 318-323. 0.5 3

28668 Potential Therapeutic Drug Targets and Pathways Prediction for Premature Ovarian Insufficiency
â€”Based on Network Pharmacologic Method. SSRN Electronic Journal, 0, , . 0.4 0

28669 Gene Expression Markers of Prognostic Importance for Prostate Cancer Risk in Patients with Benign
Prostate Hyperplasia. , 2022, , . 1

28670 MiR-29a Family as a Key Regulator of Skeletal Muscle Dysplasia in a Porcine Model of Intrauterine
Growth Retardation. Biomolecules, 2022, 12, 1193. 1.8 4

28671 A p53 transcriptional signature in primary and metastatic cancers derived using machine learning.
Frontiers in Genetics, 0, 13, . 1.1 2

28672 Comparative Proteomic Analysis of Liver Tissues and Serum in db/db Mice. International Journal of
Molecular Sciences, 2022, 23, 9687. 1.8 2

28674 Quantitative Plasma Proteomics to Identify Candidate Biomarkers of Relapse in Pediatric/Adolescent
Hodgkin Lymphoma. International Journal of Molecular Sciences, 2022, 23, 9911. 1.8 2

28675 Balancing the Virulence and Antimicrobial Resistance in VISA DAP-R CA-MRSA Superbug. Antibiotics,
2022, 11, 1159. 1.5 3

28676 An Optimized Comparative Proteomic Approach as a Tool in Neurodegenerative Disease Research. Cells,
2022, 11, 2653. 1.8 2

28677 Exploring the bioactive compounds derived from Plumula Nelumbinis and potential targets for the
treatment of non-small cell lung cancer: A network pharmacology study. , 0, , 30-48. 2

28679 Myricitrin inhibits fibroblast-like synoviocyte-mediated rheumatoid synovial inflammation and joint
destruction by targeting AIM2. Frontiers in Pharmacology, 0, 13, . 1.6 6

28681 Protein expression profiling, in silico classification and pathway analysis of cariogenic bacteria
Streptococcus mutans under bacitracin stress conditions. Journal of Medical Microbiology, 2022, 71, . 0.7 0

28682 miR-200c-3p, miR-222-5p, and miR-512-3p Constitute a Biomarker Signature of Sorafenib Effectiveness in
Advanced Hepatocellular Carcinoma. Cells, 2022, 11, 2673. 1.8 9



1392

Citation Report

# Article IF Citations

28683 Exploring the mechanism of action of dapansutrile in the treatment of gouty arthritis based on
molecular docking and molecular dynamics. Frontiers in Physiology, 0, 13, . 1.3 7

28684 Identification of ACSL4 as a biomarker and contributor of ferroptosis in clear cell renal cell
carcinoma. Translational Cancer Research, 2022, 11, 2688-2699. 0.4 7

28685 Molecular Genomic Study of Inhibin Molecule Production through Granulosa Cell Gene Expression in
Inhibin-Deficient Mice. Molecules, 2022, 27, 5595. 1.7 0

28686 Integrative network pharmacology and experimental verification to reveal the anti-inflammatory
mechanism of ginsenoside Rh4. Frontiers in Pharmacology, 0, 13, . 1.6 7

28687 The identification of hub biomarkers and pathways in lung cancer and prognostic evaluation.
Translational Cancer Research, 2022, 11, 2622-2635. 0.4 1

28688 Identification of candidate biomarkers associated with gastric cancer prognosis based on an
integrated bioinformatics analysis. Journal of Gastrointestinal Oncology, 2022, 13, 1690-1700. 0.6 2

28689 Coâ€•amplified with <scp>PDGFRA</scp> , <scp>IGFBP7</scp> is a prognostic biomarker correlated with
the immune infiltrations of glioma. Cancer Medicine, 0, , . 1.3 1

28690 Plasma Exo-miRNAs Correlated with AD-Related Factors of Chinese Individuals Involved in AÎ²
Accumulation and Cognition Decline. Molecular Neurobiology, 2022, 59, 6790-6804. 1.9 3

28691 Steroidogenic factor 1 (NR5A1) induces multiple transcriptional changes during differentiation of
human gonadal-like cells. Differentiation, 2022, , . 1.0 2

28692 Proteomic Analysis of Adult Human Hippocampal Subfields Demonstrates Regional Heterogeneity in
the Protein Expression. Journal of Proteome Research, 2022, 21, 2293-2310. 1.8 1

28693 Differential gene expression and identification of growth-related genes in the pituitary gland of
South African goats. Frontiers in Genetics, 0, 13, . 1.1 1

28695 Chromosomal Instability Characterizes Pediatric Medulloblastoma but Is Not Tolerated in the
Developing Cerebellum. International Journal of Molecular Sciences, 2022, 23, 9852. 1.8 1

28696 Decreased NHE3 expression in colon cancer is associated with DNA damage, increased inflammation
and tumor growth. Scientific Reports, 2022, 12, . 1.6 1

28698 A synthetic tear protein resolves dry eye through promoting corneal nerve regeneration. Cell
Reports, 2022, 40, 111307. 2.9 2

28699 Interaction between <scp>HER2</scp> and <scp>ATM</scp> predicts poor survival in bladder cancer
patients. Journal of Cellular and Molecular Medicine, 0, , . 1.6 2

28702 Beiging of perivascular adipose tissue regulates its inflammation and vascular remodeling. Nature
Communications, 2022, 13, . 5.8 31

28703 Decreased TCF1 and BCL11B expression predicts poor prognosis for patients with chronic lymphocytic
leukemia. Frontiers in Immunology, 0, 13, . 2.2 3

28704 Multiâ€•omics analysis to characterize molecular adaptation of <i>Entamoeba histolytica</i> during
serum stress. Proteomics, 2022, 22, . 1.3 0



1393

Citation Report

# Article IF Citations

28705
Mechanistic Prediction of Chinese Herb Compound (Zhi Zhu Ma Ren Pill) in the Treatment of
Constipation Using Network Pharmacology and Molecular Docking. Natural Product
Communications, 2022, 17, 1934578X2211247.

0.2 1

28706 Elucidation of TRIM25 ubiquitination targets involved in diverse cellular and antiviral processes.
PLoS Pathogens, 2022, 18, e1010743. 2.1 10

28707 Lipocalin-2 is an essential component of the innate immune response to Acinetobacter baumannii
infection. PLoS Pathogens, 2022, 18, e1010809. 2.1 6

28708 Genome-Wide Population Structure and Selection Signatures of Yunling Goat Based on RAD-seq.
Animals, 2022, 12, 2401. 1.0 2

28709 A balancing act: interactions within NuA4/TIP60 regulate picNuA4 function in <i>Saccharomyces
cerevisiae</i> and humans. Genetics, 0, , . 1.2 0

28710 Identification of prognostic indicators, diagnostic markers, and possible therapeutic targets among
LIM homeobox transcription factors in breast cancer. , 2022, 1, 252-269. 1

28711 Free Fatty Acid Overload Targets Mitochondria: Gene Expression Analysis of Palmitic Acid-Treated
Endothelial Cells. Genes, 2022, 13, 1704. 1.0 3

28712 Comparative Proteomic Analysis Identifies Key Metabolic Regulators of Gemcitabine Resistance in
Pancreatic Cancer. Molecular and Cellular Proteomics, 2022, 21, 100409. 2.5 6

28713
Spatial multiomic profiling reveals the novel polarization of foamy macrophages within necrotic
granulomatous lesions developed in lungs of C3HeB/FeJ mice infected with Mycobacterium
tuberculosis. Frontiers in Cellular and Infection Microbiology, 0, 12, .

1.8 3

28714 Identification and functional analysis of shared gene signatures between systemic lupus
erythematosus and SjÃ¶gren's syndrome. Rheumatology & Autoimmunity, 2022, 2, 150-158. 0.3 1

28715 Epigenetic plasticity enables copepods to cope with ocean acidification. Nature Climate Change, 2022,
12, 918-927. 8.1 16

28716 Characterizing the secretome of licensed hiPSC-derived MSCs. Stem Cell Research and Therapy, 2022,
13, . 2.4 4

28717 The type-B response regulators ARR10, ARR12, and ARR18 specify the central cell in Arabidopsis. Plant
Cell, 2022, 34, 4714-4737. 3.1 8

28718 Mitochondrial dysfunction is a key pathological driver of early stage Parkinsonâ€™s. Acta
Neuropathologica Communications, 2022, 10, . 2.4 28

28719 Activation of Laminin Î³2 by<i>Helicobacter pylori</i>Promotes Invasion and Survival of Gastric Cancer
Cells With E-Cadherin Defects. Journal of Infectious Diseases, 2022, 226, 2226-2237. 1.9 2

28720 Screening and verification of prognostic lncRNA markers related to immune infiltration in the
metastasis of osteosarcoma. Translational Cancer Research, 2022, 11, 3235-3249. 0.4 0

28721 Proteomic analysis of the regulatory networks of ClpX in a model cyanobacterium Synechocystis sp.
PCC 6803. Frontiers in Plant Science, 0, 13, . 1.7 2

28722 Quantitative proteomic analyses reveal the impact of nitrogen starvation on the proteome of the
model diatom <i>Phaeodactylum tricornutum</i>. Proteomics, 2022, 22, . 1.3 1



1394

Citation Report

# Article IF Citations

28723 Arbovirus-vector protein interactomics identifies Loquacious as a co-factor for dengue virus
replication in Aedes mosquitoes. PLoS Pathogens, 2022, 18, e1010329. 2.1 6

28724 Quantitative Structural Proteomics Unveils the Conformational Changes of Proteins under the
Endoplasmic Reticulum Stress. Analytical Chemistry, 2022, 94, 13250-13260. 3.2 1

28725
Multifaceted investigation underlies diverse mechanisms contributing to the downregulation of
Hedgehog pathway-associated genes INTU and IFT88 in lung adenocarcinoma and uterine corpus
endometrial carcinoma. Aging, 0, , .

1.4 0

28726 Network pharmacology study of Yishen capsules in the treatment of diabetic nephropathy. PLoS ONE,
2022, 17, e0273498. 1.1 7

28727 Proteome and Glycoproteome Analyses Reveal the Protein N-Linked Glycosylation Specificity of STT3A
and STT3B. Cells, 2022, 11, 2775. 1.8 3

28728 Human PMSCs-derived small extracellular vesicles alleviate neuropathic pain through
miR-26a-5p/Wnt5a in SNI mice model. Journal of Neuroinflammation, 2022, 19, . 3.1 15

28729
SLC7A1 Overexpression Is Involved in Energy Metabolism Reprogramming to Induce Tumor Progression
in Epithelial Ovarian Cancer and Is Associated with Immune-Infiltrating Cells. Journal of Oncology,
2022, 2022, 1-21.

0.6 5

28730 Identification of signaling pathways associated with achaete-scute homolog 1 in glioblastomas
through ChIP-seq data bioinformatics. Frontiers in Genetics, 0, 13, . 1.1 0

28731 Mutant Samd9l expression impairs hematopoiesis and induces bone marrow failure in mice. Journal of
Clinical Investigation, 2022, 132, . 3.9 7

28732 Systematic assessment of pathway databases, based on a diverse collection of user-submitted
experiments. Briefings in Bioinformatics, 2022, 23, . 3.2 4

28733 Mechanism of action of Orthosiphon stamineus against non-alcoholic fatty liver disease: Insights
from systems pharmacology and molecular docking approaches. Saudi Pharmaceutical Journal, 2022, , . 1.2 5

28735 Human sensory neurons modulate melanocytes through secretion of RGMB. Cell Reports, 2022, 40,
111366. 2.9 5

28736 The high mobility group protein HMG20A cooperates with the histone reader PHF14 to modulate TGFÎ²
and Hippo pathways. Nucleic Acids Research, 2022, 50, 9838-9857. 6.5 4

28737 Gene Networks and Pathways Involved in Escherichia coli Response to Multiple Stressors.
Microorganisms, 2022, 10, 1793. 1.6 7

28738 Feline microRNAome in ovary and testis: Exploration of in-silico miRNA-mRNA networks involved in
gonadal function and cellular stress response. Frontiers in Genetics, 0, 13, . 1.1 1

28739 Revealing the novel ferroptosis-related therapeutic targets for diabetic foot ulcer based on the
machine learning. Frontiers in Genetics, 0, 13, . 1.1 5

28740 Nonparametric single-cell multiomic characterization of trio relationships between transcription
factors, target genes, and cis-regulatory regions. Cell Systems, 2022, 13, 737-751.e4. 2.9 16

28742 ATF1 Restricts Human Herpesvirus 6A Replication via Beta Interferon Induction. Journal of Virology,
2022, 96, . 1.5 1



1395

Citation Report

# Article IF Citations

28743 Changes in the proteome and secretome of rat liver sinusoidal endothelial cells during early primary
culture and effects of dexamethasone. PLoS ONE, 2022, 17, e0273843. 1.1 3

28744 Nintedanib induces senolytic effect via STAT3 inhibition. Cell Death and Disease, 2022, 13, . 2.7 8

28745
Olive- and Coconut-Oil-Enriched Diets Decreased Secondary Bile Acids and Regulated Metabolic and
Transcriptomic Markers of Brain Injury in the Frontal Cortexes of NAFLD Pigs. Brain Sciences, 2022, 12,
1193.

1.1 3

28746 Comparison of Transcriptomic Signatures between Monkeypox-Infected Monkey and Human Cell Lines.
Journal of Immunology Research, 2022, 2022, 1-17. 0.9 23

28747 Trem2 deletion enhances tau dispersion and pathology through microglia exosomes. Molecular
Neurodegeneration, 2022, 17, . 4.4 35

28748 Truncation mutations in MYRF underlie primary angle closure glaucoma. Human Genetics, 0, , . 1.8 1

28749 A Study on the Mechanism of Herbal Drug FDY003 for Colorectal Cancer Treatment by Employing
Network Pharmacology. Natural Product Communications, 2022, 17, 1934578X2211269. 0.2 0

28750 Microcurrent Reverses Cigarette Smoke-Induced Angiogenesis Impairment in Human Keratinocytes In
Vitro. Bioengineering, 2022, 9, 445. 1.6 0

28751
Network Pharmacology and Experimental Verification Revealed the Mechanism of Yiqi Jianpi Recipe on
Chronic Obstructive Pulmonary Disease. Evidence-based Complementary and Alternative Medicine,
2022, 2022, 1-14.

0.5 0

28752 Single-cell mapping of regenerative and fibrotic healing responses after musculoskeletal injury. Stem
Cell Reports, 2022, 17, 2334-2348. 2.3 1

28753 A Matrix-Assisted Laser Desorption/Ionization Time-of-Flight Assay Identifies Nilotinib as an Inhibitor
of Inflammation in Acute Myeloid Leukemia. Journal of Medicinal Chemistry, 2022, 65, 12014-12030. 2.9 6

28755 Reconstruction and analysis of potential biomarkers for hypertrophic cardiomyopathy based on a
competing endogenous RNA network. BMC Cardiovascular Disorders, 2022, 22, . 0.7 4

28756 Macrophage-mediated PDGF Activation Correlates With Regenerative Outcomes Following
Musculoskeletal Trauma. Annals of Surgery, 2023, 278, e349-e359. 2.1 1

28757 Uterine extracellular vesicles as multi-signal messengers during maternal recognition of pregnancy
in the mare. Scientific Reports, 2022, 12, . 1.6 3

28758 ALS-linked loss of Cyclin-F function affects HSP90. Life Science Alliance, 2022, 5, e202101359. 1.3 4

28759
Exploring Potential Biomarkers, Ferroptosis Mechanisms, and Therapeutic Targets Associated with
Cutaneous Squamous Cell Carcinoma via Integrated Transcriptomic Analysis. Journal of Healthcare
Engineering, 2022, 2022, 1-14.

1.1 2

28760 Genomeâ€•wide analysis of bivalent histone modifications during <i>Drosophila</i> embryogenesis.
Genesis, 0, , . 0.8 0

28761 Integrated proteomics and metabolomics analysis of rice leaves in response to rice straw return.
Frontiers in Plant Science, 0, 13, . 1.7 1



1396

Citation Report

# Article IF Citations

28763 CCIVR facilitates comprehensive identification of cis-natural antisense transcripts with their
structural characteristics and expression profiles. Scientific Reports, 2022, 12, . 1.6 2

28764 Identification of Prognostic Factors in Cholangiocarcinoma Based on Integrated ceRNA Network
Analysis. Computational and Mathematical Methods in Medicine, 2022, 2022, 1-15. 0.7 3

28765 Context-Dependent Roles of Hes1 in the Adult Pancreas and Pancreatic Tumor Formation.
Gastroenterology, 2022, 163, 1613-1629.e12. 0.6 4

28766 Identification of biomarkers related to tumorigenesis and prognosis in breast cancer. Gland Surgery,
2022, 11, 1472-1488. 0.5 7

28767 Small molecule modulation of microbiota: a systems pharmacology perspective. BMC Bioinformatics,
2022, 23, . 1.2 0

28768 Investigating the consistency of extracellular vesicle production from breast cancer subtypes using
CELLine adherent bioreactors. , 2022, 1, . 4

28769 Transcriptome-wide m6A methylome analysis uncovered the changes of m6A modification in oral
pre-malignant cells compared with normal oral epithelial cells. Frontiers in Oncology, 0, 12, . 1.3 3

28770 DIO3 protects against thyrotoxicosis-derived cranio-encephalic and cardiac congenital abnormalities.
JCI Insight, 2022, 7, . 2.3 5

28771 Pharmacological and molecular analysis of the effects of Huangqi Jianzhong decoction on
proliferation and apoptosis in GES-1 cells infected with H. pylori. Frontiers in Pharmacology, 0, 13, . 1.6 6

28772 Stretching muscle cells induces transcriptional and splicing transitions and changes in SR proteins.
Communications Biology, 2022, 5, . 2.0 2

28773 Evidence that <i>miR168a</i> contributes to salinity tolerance of <i>Brassica rapa</i> L. via mediating
melatonin biosynthesis. Physiologia Plantarum, 2022, 174, . 2.6 4

28774 The miR-33a-5p/CROT axis mediates ovarian cancer cell behaviors and chemoresistance via the
regulation of the TGF-Î² signal pathway. Frontiers in Endocrinology, 0, 13, . 1.5 3

28775 Human chorionic gonadotropin promotes murine Treg cells and restricts pregnancy-harmful
proinflammatory Th17 responses. Frontiers in Immunology, 0, 13, . 2.2 8

28776 Molecular Profile Changes in Patients with Castrate-Resistant Prostate Cancer Pre- and
Post-Abiraterone/Prednisone Treatment. Molecular Cancer Research, 2022, 20, 1739-1750. 1.5 3

28777 PGC-1Î±4 Interacts with REST to Upregulate Neuronal Genes and Augment Energy Consumption in
Developing Cardiomyocytes. Cells, 2022, 11, 2944. 1.8 2

28779 HOXA5 inhibits the proliferation of extrahepatic cholangiocarcinoma cells by enhancing MXD1
expression and activating the p53 pathway. Cell Death and Disease, 2022, 13, . 2.7 4

28781 Diet-Induced Gut Barrier Dysfunction Is Exacerbated in Mice Lacking Cannabinoid 1 Receptors in the
Intestinal Epithelium. International Journal of Molecular Sciences, 2022, 23, 10549. 1.8 5

28782 A REF6-dependent H3K27me3-depleted state facilitates gene activation during germination in
Arabidopsis. Journal of Genetics and Genomics, 2023, 50, 178-191. 1.7 6



1397

Citation Report

# Article IF Citations

28783 Computational tumor stroma reaction evaluation led to novel prognosis-associated fibrosis and
molecular signature discoveries in high-grade serous ovarian carcinoma. Frontiers in Medicine, 0, 9, . 1.2 2

28784 Copy Number Variants in Two Northernmost Cattle Breeds Are Related to Their Adaptive Phenotypes.
Genes, 2022, 13, 1595. 1.0 2

28785 Chemoproteomic Profiling Reveals the Mechanism of Bile Acid Tolerance in Bacteria. ACS Chemical
Biology, 2022, 17, 2461-2470. 1.6 8

28786 Metatranscriptomics reveals a shift in microbial community composition and function during summer
months in a coastal marine environment. Environmental DNA, 2023, 5, 920-933. 3.1 4

28787
Acteoside and ursolic acid synergistically protects H <sub>2</sub> O <sub>2</sub> -induced
neurotrosis by regulation of AKT/mTOR signalling: from network pharmacology to experimental
validation. Pharmaceutical Biology, 2022, 60, 1751-1761.

1.3 7

28788 Ketogenic diet uncovers differential metabolic plasticity of brain cells. Science Advances, 2022, 8, . 4.7 20

28789 Analysis of circRNA expression in chicken HD11 cells in response to avian pathogenic E.coli. Frontiers
in Veterinary Science, 0, 9, . 0.9 4

28790 Phosphoproteomics reveals that cinobufotalin promotes intrahepatic cholangiocarcinoma cell
apoptosis by activating the ATM/CHK2/p53 signaling pathway. Frontiers in Oncology, 0, 12, . 1.3 2

28791 DNA Methyltransferase Regulates Nitric Oxide Homeostasis and Virulence in a Chronically Adapted
Pseudomonas aeruginosa Strain. MSystems, 2022, 7, . 1.7 10

28792 DICER1-associated central nervous system sarcoma with neural lineage differentiation: a case report.
Diagnostic Pathology, 2022, 17, . 0.9 1

28793 Co-fitness analysis identifies a diversity of signal proteins involved in the utilization of specific c-type
cytochromes. Annals of Microbiology, 2022, 72, . 1.1 0

28794 Therapeutic Potential of Adipose Stem Cell-Derived Conditioned Medium on Scar Contraction Model.
Biomedicines, 2022, 10, 2388. 1.4 4

28795 Low dose rate Î³-irradiation protects fruit fly chromosomes from double strand breaks and telomere
fusions by reducing the esi-RNA biogenesis factor Loquacious. Communications Biology, 2022, 5, . 2.0 4

28797 Differential Protein Content between Fresh and Freeze-Dried Plasma Rich in Growth Factors Eye
Drops. Biomolecules, 2022, 12, 1215. 1.8 1

28798 Comprehensive N- and O-Glycoproteomic Analysis of Multiple Chinese Hamster Ovary Host Cell Lines.
Journal of Proteome Research, 2022, 21, 2341-2355. 1.8 1

28800 Genes Relating to Biological Processes of Endometriosis: Expression Changes Common to a Mouse
Model and Patients. Drug Research, 0, , . 0.7 1

28802 A whole-genome assay identifies four principal gene functions that confer tolerance of meropenem
stress upon Escherichia coli. , 0, 1, . 3

28803 Molecular signatures in diabetic foot ulcer by integrated gene expression profiling via bioinformatics
analysis. Biomedicine (India), 2022, 42, 713-719. 0.1 0



1398

Citation Report

# Article IF Citations

28805 Genome-wide analysis of CNVs in three populations of Tibetan sheep using whole-genome
resequencing. Frontiers in Genetics, 0, 13, . 1.1 3

28806 Osteogenic Efficacy of Human Trophoblasts-Derived Conditioned Medium on Mesenchymal Stem Cells.
International Journal of Molecular Sciences, 2022, 23, 10196. 1.8 2

28807 Oncohistone interactome profiling uncovers contrasting oncogenic mechanisms and identifies
potential therapeutic targets in high grade glioma. Acta Neuropathologica, 2022, 144, 1027-1048. 3.9 10

28808 ZNF281 Promotes Colon Fibroblast Activation in TGFÎ²1-Induced Gut Fibrosis. International Journal of
Molecular Sciences, 2022, 23, 10261. 1.8 3

28809 CRHR1 mediates the transcriptional expression of pituitary hormones and their receptors under
hypoxia. Frontiers in Endocrinology, 0, 13, . 1.5 0

28810 Identification of key genes and mechanisms of epicardial adipose tissue in patients with diabetes
through bioinformatic analysis. Frontiers in Cardiovascular Medicine, 0, 9, . 1.1 3

28811
Comprehensive Transcriptomic and Proteomic Analyses Identify a Candidate Gene Set in
Cross-Resistance for Endocrine Therapy in Breast Cancer. International Journal of Molecular
Sciences, 2022, 23, 10539.

1.8 1

28813 Integrated Bioinformatics Analysis for the Screening of Hub Genes and Therapeutic Drugs in Androgen
Receptor-Positive TNBC. Disease Markers, 2022, 2022, 1-18. 0.6 2

28815 Systems Biology Paradigm for Exploring the Relation Between Obesity and Ovarian Cancer with a
Focus on Their Genome-Scale Metabolic Models. Lecture Notes in Networks and Systems, 2023, , 613-624. 0.5 1

28816 Identification and verification of hub genes associated with the progression of non-small cell lung
cancer by integrated analysis. Frontiers in Pharmacology, 0, 13, . 1.6 1

28817 Screening of potential key ferroptosis-related genes in sepsis. PeerJ, 0, 10, e13983. 0.9 5

28818 Biomarker identification of chronic atrophic gastritis and its potential drug analysis. , 0, 1, . 0

28820 Snail maintains the stem/progenitor state of skin epithelial cells and carcinomas through the
autocrine effect of matricellular protein Mindin. Cell Reports, 2022, 40, 111390. 2.9 7

28821 Vibrio cholerae high cell density quorum sensing activates the host intestinal innate immune
response. Cell Reports, 2022, 40, 111368. 2.9 8

28822 Analysis of gene expression profiles to study malaria vaccine dose efficacy and immune response
modulation. Genomics and Informatics, 2022, 20, e32. 0.4 2

28823 IKZF3 amplification frequently occurs in HER2-positive breast cancer and is a potential therapeutic
target. , 2022, 39, . 2

28824 Targeting the MYC interaction network in B-cell lymphoma via histone deacetylase 6 inhibition.
Oncogene, 2022, 41, 4560-4572. 2.6 7

28825 Low Complement Factor H-Related 3 (CFHR3) Expression Indicates Poor Prognosis and Immune
Regulation in Cholangiocarcinoma. Journal of Oncology, 2022, 2022, 1-14. 0.6 1



1399

Citation Report

# Article IF Citations

28826 Network Analysis of the Herbâ€“Drug Interactions of Citrus Herbs Inspired by the â€œGrapefruit Juice
Effectâ€•. ACS Omega, 2022, 7, 35911-35923. 1.6 5

28827
Integrated analysis of competitive endogenous ribose nucleic acids (ceRNAs)-related regulatory
networks in invasive and non-invasive non-functioning pituitary adenomas (NFPAs). Frontiers in
Surgery, 0, 9, .

0.6 0

28828 Adhesion Energy Modulation Acts as an NGF Receptor Activator for Neuronal Differentiation in
NGFâ€•Free Medium. Advanced Materials Interfaces, 2022, 9, 2200717. 1.9 0

28829 LINE-1 activation in the cerebellum drives ataxia. Neuron, 2022, 110, 3278-3287.e8. 3.8 15

28830 Research on the Mechanism of Liuwei Dihuang Decoction for Osteoporosis Based on Systematic
Biological Strategies. Evidence-based Complementary and Alternative Medicine, 2022, 2022, 1-22. 0.5 2

28831 The RNA-Binding Landscape of HAX1 Protein Indicates Its Involvement in Translation and Ribosome
Assembly. Cells, 2022, 11, 2943. 1.8 2

28832
The transcriptome expression levels related to ovulation induction and acupuncture protection
therapy in rats through gene microarray. International Journal of Transgender Health, 2022, 15,
1013-1024.

1.1 0

28833
Molecular Mechanisms Underlying Qi-Invigorating Effects in Traditional Medicine: Network
Pharmacology-Based Study on the Unique Functions of Qi-Invigorating Herb Group. Plants, 2022, 11,
2470.

1.6 2

28834 Fetal Programming of the Endocrine Pancreas: Impact of a Maternal Low-Protein Diet on Gene
Expression in the Perinatal Rat Pancreas. International Journal of Molecular Sciences, 2022, 23, 11057. 1.8 0

28835 Tsh Induces Agrp1 Neuron Proliferation in Oatp1c1-Deficient Zebrafish. Journal of Neuroscience, 2022,
42, 8214-8224. 1.7 3

28836 Investigation of CRS-associated cytokines in CAR-T therapy with meta-GNN and pathway crosstalk. BMC
Bioinformatics, 2022, 23, . 1.2 4

28837 Human thymoma-associated mutation of the GTF2I transcription factor impairs thymic epithelial
progenitor differentiation in mice. Communications Biology, 2022, 5, . 2.0 5

28838 BioGNN: How Graph Neural Networks Can Solve Biological Problems. Intelligent Systems Reference
Library, 2023, , 211-231. 1.0 2

28839 Prognostic Signature Development on the Basis of Macrophage Phagocytosis-Mediated Oxidative
Phosphorylation in Bladder Cancer. Oxidative Medicine and Cellular Longevity, 2022, 2022, 1-39. 1.9 2

28840 <scp>TGF</scp>â€•Î²1 regulates the <scp>lncRNA</scp> transcriptome of ovarian granulosa cells in a
transcription activityâ€•dependent manner. Cell Proliferation, 2023, 56, . 2.4 8

28841 A pan-cancer bioinformatic analysis of the carcinogenic role of SMARCA1 in human carcinomas. PLoS
ONE, 2022, 17, e0274823. 1.1 1

28843 Recent developments and future directions in meta-analysis of differential gene expression in
livestock RNA-Seq. Frontiers in Genetics, 0, 13, . 1.1 5

28844 Identification of crucialÂ lncRNAs and mRNAs in liver regeneration after portal vein ligation through
weighted gene correlation network analysis. BMC Genomics, 2022, 23, . 1.2 2



1400

Citation Report

# Article IF Citations

28845 Identification of potential biomarkers and pathways associated with carotid atherosclerotic plaques
in type 2 diabetes mellitus: A transcriptomics study. Frontiers in Endocrinology, 0, 13, . 1.5 19

28846 Pax6 limits the competence of developing cerebral cortical cells to respond to inductive
intercellular signals. PLoS Biology, 2022, 20, e3001563. 2.6 8

28847 Cancer stem cells induced by chronic stimulation with prostaglandin E2 exhibited constitutively
activated PI3K axis. Scientific Reports, 2022, 12, . 1.6 6

28848 An intersectional analysis of LncRNAs and mRNAs reveals the potential therapeutic targets of Bi
Zhong Xiao Decoction in collagen-induced arthritis rats. Chinese Medicine, 2022, 17, . 1.6 2

28849 Protective role of fermented whey and pumpkin extract against aflatoxin B1 and ochratoxin A toxicity
in Jurkat T-cells. World Mycotoxin Journal, 2023, 16, 165-178. 0.8 5

28850
The Molecular Mechanisms of Panax ginseng in Treating Type 2 Diabetes Mellitus: Network
Pharmacology Analysis and Molecular Docking Validation. Evidence-based Complementary and
Alternative Medicine, 2022, 2022, 1-11.

0.5 3

28851 Role of 5-methylcytosine in determining the prognosis, tumor microenvironment, and applicability of
precision medicine in patients with hepatocellular carcinoma. Frontiers in Genetics, 0, 13, . 1.1 0

28852
Unveiling the Mechanism of the Traditional Korean Medicinal Formula FDY003 on Glioblastoma
Through a Computational Network Pharmacology Approach. Natural Product Communications, 2022,
17, 1934578X2211263.

0.2 0

28853 Never-homozygous genetic variants in healthy populations are potential recessive disease candidates.
Npj Genomic Medicine, 2022, 7, . 1.7 3

28854 Proteotype coevolution and quantitative diversity across 11 mammalian species. Science Advances,
2022, 8, . 4.7 10

28855 Investigation of Anti-Liver Cancer Activity of the Herbal Drug FDY003 Using Network Pharmacology.
Evidence-based Complementary and Alternative Medicine, 2022, 2022, 1-14. 0.5 0

28856 IFI44 is an immune evasion biomarker for SARS-CoV-2 and Staphylococcus aureus infection in patients
with RA. Frontiers in Immunology, 0, 13, . 2.2 12

28857 Asynchronous excitatory neuron development in an isogenic cortical spheroid model of Down
syndrome. Frontiers in Neuroscience, 0, 16, . 1.4 4

28858 GATA4 and GATA6 loss-of-expression is associated with extinction of the classical programme and
poor outcome in pancreatic ductal adenocarcinoma. Gut, 2023, 72, 535-548. 6.1 10

28859 Berberine Overcomes Gemcitabine-Associated Chemoresistance through Regulation of Rap1/PI3K-Akt
Signaling in Pancreatic Ductal Adenocarcinoma. Pharmaceuticals, 2022, 15, 1199. 1.7 9

28860 Complementary CRISPR genome-wide genetic screens in PARP10-knockout and overexpressing cells
identify synthetic interactions for PARP10-mediated cellular survival. Oncotarget, 2022, 13, 1078-1091. 0.8 2

28861 Ileal bile acid transporter inhibition in Cyp2c70 KO mice ameliorates cholestatic liver injury. Journal
of Lipid Research, 2022, 63, 100261. 2.0 11

28863 Identification of core genes as potential biomarkers for predicting progression and prognosis in
glioblastoma. Frontiers in Genetics, 0, 13, . 1.1 1



1401

Citation Report

# Article IF Citations

28864 Potential biomarkers and immune characteristics of small bowel adenocarcinoma. Scientific Reports,
2022, 12, . 1.6 5

28865 An LKB1â€“mitochondria axis controls TH17 effector function. Nature, 2022, 610, 555-561. 13.7 24

28866 Dynamic immune and exosome transcriptomic responses in patients undergoing psychostimulant
methamphetamine withdrawal. Frontiers in Cellular Neuroscience, 0, 16, . 1.8 2

28869 The single cell atlas of cultured human endometrial stromal cells. F&S Science, 2022, , . 0.5 1

28870 Identification of an endoplasmic reticulum stress-associated gene signature to predict the immune
status and prognosis of cutaneous melanoma. Medicine (United States), 2022, 101, e30280. 0.4 0

28871 Mutations in protein kinase CÎ³ promote spinocerebellar ataxia type 14 by impairing kinase
autoinhibition. Science Signaling, 2022, 15, . 1.6 3

28873 Molecular Analysis of Prognosis and Immune Infiltration of Ovarian Cancer Based on Homeobox D
Genes. Computational and Mathematical Methods in Medicine, 2022, 2022, 1-16. 0.7 6

28874 The Promising Epigenetic Regulators for Refractory Epilepsy: An Adventurous Road Ahead.
NeuroMolecular Medicine, 0, , . 1.8 0

28875 Combinatorial approaches for mitigating resistance to KRAS-targeted therapies. Biochemical Journal,
2022, 479, 1985-1997. 1.7 2

28876 Cyclin genes as potential novel prognostic biomarkers and therapeutic targets in breast cancer.
Oncology Letters, 2022, 24, . 0.8 2

28878 Regulatory role of phosphoproteins in the development of bovine small intestine during early life.
Journal of Dairy Science, 2022, , . 1.4 1

28879 Genome-wide post-transcriptional regulation of bovine mammary gland response to Streptococcus
uberis. Journal of Applied Genetics, 2022, 63, 771-782. 1.0 5

28880 JAG1-NOTCH4 mechanosensing drives atherosclerosis. Science Advances, 2022, 8, . 4.7 11

28881 Coronary artery disease risk factors affected by RNA modification-related genetic variants. Frontiers
in Cardiovascular Medicine, 0, 9, . 1.1 5

28882 Transcriptional changes in the gilthead seabream (Sparus aurata) skin in response to ultraviolet B
radiation exposure. Frontiers in Marine Science, 0, 9, . 1.2 1

28883 Antiâ€•Postmenopausal osteoporosis effects of Isopsoralen: A bioinformaticsâ€•integrated experimental
study. Phytotherapy Research, 2023, 37, 231-251. 2.8 3

28884 CBDCEM: An effective centrality based differential co-expression method for critical gene finding.
Gene Reports, 2022, 29, 101688. 0.4 0

28885 Proteome profiling of whole plasma and plasma-derived extracellular vesicles facilitates the
detection of tissue biomarkers in the non-obese diabetic mouse. Frontiers in Endocrinology, 0, 13, . 1.5 3



1402

Citation Report

# Article IF Citations

28886 Differential expression and functional prediction of <scp>mRNA</scp> in the ovaries of Hanper sheep
of high and low fecundity. Reproduction in Domestic Animals, 0, , . 0.6 1

28887 Multi-genomic analysis of 260 adrenocortical cancer patient tumors identifies novel network
BIRC5-hsa-miR-335-5p-PAX8-AS1 strongly associated with poor survival. Surgery, 2023, 173, 43-51. 1.0 4

28888
Protective Mechanisms of Nootropic Herb Shankhpushpi (Convolvulus pluricaulis) against Dementia:
Network Pharmacology and Computational Approach. Evidence-based Complementary and Alternative
Medicine, 2022, 2022, 1-18.

0.5 3

28889 A germline SNP in BRMS1 predisposes patients with lung adenocarcinoma to metastasis and can be
ameliorated by targeting c-fos. Science Translational Medicine, 2022, 14, . 5.8 4

28890 A single-cell atlas of the cycling murine ovary. ELife, 0, 11, . 2.8 23

28892 Changes in the urinary proteome before and after quadrivalent influenza vaccine and COVID-19
vaccination. Frontiers in Immunology, 0, 13, . 2.2 2

28893 Translatome and transcriptome co-profiling reveals a role of TPRXs in human zygotic genome
activation. Science, 2022, 378, . 6.0 46

28894
Expanding the Prostate Cancer Cell Line Repertoire with ACRJ-PC28, an AR-negative Neuroendocrine
Cell Line Derived From an African-Caribbean Patient. Cancer Research Communications, 2022, 2,
1355-1371.

0.7 1

28895 p300/CBP sustains Polycomb silencing by non-enzymatic functions. Molecular Cell, 2022, 82,
3580-3597.e9. 4.5 9

28896 Targeting telomerase reverse transcriptase with the covalent inhibitor NU-1 confers immunogenic
radiation sensitization. Cell Chemical Biology, 2022, 29, 1517-1531.e7. 2.5 6

28897 Dermal fibroblasts are the key sensors of aseptic skin inflammation through interleukin 1 release by
lesioned keratinocytes. Frontiers in Immunology, 0, 13, . 2.2 5

28898 Genomic profiling with wholeâ€•exome sequencing revealed distinct mutations and novel pathways in
Asian melanoma. Journal of Dermatology, 2022, 49, 1299-1309. 0.6 3

28899 Systematic analysis of cancerâ€•specific synthetic lethal interactions provides insight into personalized
anticancer therapy. FEBS Journal, 2023, 290, 1531-1548. 2.2 2

28900 Retinoic acid receptor gamma is required for proliferation of pancreatic cancer cells. Cell Biology
International, 0, , . 1.4 4

28901
Determining Toxic Potencies of Water-Soluble Contaminants in Wastewater Influents and Effluent
Using Gene Expression Profiling in C. elegans as a Bioanalytical Tool. Archives of Environmental
Contamination and Toxicology, 2022, 83, 284-294.

2.1 1

28902 Regional heterogeneity in mitochondrial function underlies region specific vulnerability in human
brain ageing: Implications for neurodegeneration. Free Radical Biology and Medicine, 2022, , . 1.3 2

28903
Correlation between aortic valve protein levels and vector flow mapping of wall shear stress and
oscillatory shear index in patients supported with continuous-flow left ventricular assist devices.
Journal of Heart and Lung Transplantation, 2023, 42, 64-75.

0.3 2

28904 System-wide identification of myeloid markers of TB disease and HIV-induced reactivation in the
macaque model of Mtb infection and Mtb/SIV co-infection. Frontiers in Immunology, 0, 13, . 2.2 4



1403

Citation Report

# Article IF Citations

28905 Integration of ATAC-seq and RNA-seq analysis identifies key genes affecting intramuscular fat content
in pigs. Frontiers in Nutrition, 0, 9, . 1.6 8

28906 Discovery and Biological Characterization of PRMT5:MEP50 Proteinâ€“Protein Interaction Inhibitors.
Journal of Medicinal Chemistry, 2022, 65, 13793-13812. 2.9 8

28907 Inhibition of mTOR signaling protects human glioma cells from hypoxia-induced cell death in an
autophagy-independent manner. Cell Death Discovery, 2022, 8, . 2.0 5

28910 oppOntology: a MATLAB Toolbox for Enrichment Analysis. Applied Biochemistry and Biotechnology, 0, ,
. 1.4 0

28911 Peripheral Blood Gene Expression Profile of Infants with Atopic Dermatitis. JID Innovations, 2023, 3,
100165. 1.2 4

28912 Knockout of NRF2 triggers prostate cancer cells death through ROS modulation and sensitizes to
cisplatin. Journal of Cellular Biochemistry, 2022, 123, 2079-2092. 1.2 7

28913 Tumor Derived Extracellular Vesicles Modulate Gene Expression in T cells. Gene, 2023, 850, 146920. 1.0 4

28914
Comparison of Geqingpi and Sihuaqingpi based on ultraâ€•highâ€•performance liquid
chromatographyâ€•tandem mass spectrometry combined with multivariate statistics, network
pharmacology analysis, and molecular docking. Journal of Separation Science, 2022, 45, 4079-4098.

1.3 3

28915 Late isocaloric eating increases hunger, decreases energy expenditure, and modifies metabolic
pathways in adults with overweight and obesity. Cell Metabolism, 2022, 34, 1486-1498.e7. 7.2 38

28916 Identification of novel genetic and epigenetic regulators of different tissue types of cervical cancer.
Journal of Obstetrics and Gynaecology Research, 2022, 48, 3179-3190. 0.6 1

28917 Phagocytosing differentiated cell-fragments is a novel mechanism for controlling somatic stem cell
differentiation within a short time frame. Cellular and Molecular Life Sciences, 2022, 79, . 2.4 9

28918 p73 is required for vessel integrity controlling endothelial junctional dynamics through Angiomotin.
Cellular and Molecular Life Sciences, 2022, 79, . 2.4 0

28919 GATA1 controls numbers of hematopoietic progenitors and their response to autoimmune
neuroinflammation. Blood Advances, 2022, 6, 5980-5994. 2.5 5

28920 Identification of CPT2 as a prognostic biomarker by integrating the metabolism-associated gene
signature in colorectal cancer. BMC Cancer, 2022, 22, . 1.1 3

28921
Integrated genomics approaches identify transcriptional mediators and epigenetic responses to
Afghan desert particulate matter in small airway epithelial cells. Physiological Genomics, 2022, 54,
389-401.

1.0 3

28922 Intrinsic myocardial defects underlie an Rbfox-deficient zebrafish model of hypoplastic left heart
syndrome. Nature Communications, 2022, 13, . 5.8 12

28923
Comparative Photoaffinity Profiling of Omega-3 Signaling Lipid Probes Reveals Prostaglandin
Reductase 1 as a Metabolic Hub in Human Macrophages. Journal of the American Chemical Society, 2022,
144, 18938-18947.

6.6 11

28924 Meta-connectomic analysis maps consistent, reproducible, and transcriptionally relevant functional
connectome hubs in the human brain. Communications Biology, 2022, 5, . 2.0 10



1404

Citation Report

# Article IF Citations

28925 PCAF Accelerates Vascular Senescence via the Hippo Signaling Pathway. Oxidative Medicine and
Cellular Longevity, 2022, 2022, 1-17. 1.9 3

28926 Analysis and identification of potential type II helper T cell (Th2)-Related key genes and therapeutic
agents for COVID-19. Computers in Biology and Medicine, 2022, 150, 106134. 3.9 6

28927 Acetylation and phosphorylation changes to cardiac proteins in experimental HFpEF due to metabolic
risk reveal targets for treatment. Life Sciences, 2022, 309, 120998. 2.0 4

28928 MicroRNA miR1118 contributes to wheat (Triticum aestivum L.) salinity tolerance by regulating the
(PIP1;5) gene. Journal of Plant Physiology, 2022, 278, 153827. 1.6 4

28929 Oxidized low-density lipoprotein causes ribosome reduction and inhibition of protein synthesis in
retinal pigment epithelial cells. Biochemistry and Biophysics Reports, 2022, 32, 101345. 0.7 0

28930 Transcriptional and toxic responses to saxitoxin exposure in the marine copepod Tigriopus japonicus.
Chemosphere, 2022, 309, 136464. 4.2 0

28931 Prognostic biomarkers of pancreatic cancer identified based on a competing endogenous RNA
regulatory network. Translational Cancer Research, 2022, 11, 4019-4036. 0.4 1

28932 Upregulated YTHDF1 associates with tumor immune microenvironment in head and neck squamous cell
carcinomas. Translational Cancer Research, 2022, 11, 3986-3999. 0.4 2

28933 Application of WGCNA and PloGO2 in the Analysis of Complex Proteomic Data. Methods in Molecular
Biology, 2023, , 375-390. 0.4 1

28934 Influence of different sample preparation strategies on hypothesis-driven shotgun proteomic analysis
of human saliva. Open Chemistry, 2022, 20, 1000-1018. 1.0 1

28935 Proteomics-based molecular and functional characteristic profiling of muscle tissue in Triploid
crucian carp. Molecular Omics, 0, , . 1.4 0

28936 An improved MOPSO approach with adaptive strategy for identifying biomarkers from gene expression
dataset. Mathematical Biosciences and Engineering, 2022, 20, 1580-1598. 1.0 0

28937 Prognostic Value of Tumor-microenvironment-associated Genes in Ovarian Cancer. BIO Integration,
2023, 4, . 0.9 0

28938 Identification of Genomic Regions and Candidate Genes Associated with Body Weight and Body
Conformation Traits in Karachai Goats. Genes, 2022, 13, 1773. 1.0 7

28939
Identification and Validation of Novel Biomarkers and Potential Targeted Drugs in
Cholangiocarcinoma: Bioinformatics, Virtual Screening, and Biological Evaluation. Journal of
Microbiology and Biotechnology, 2022, 32, 1262-1274.

0.9 1

28940 A brief analysis of the mechanism of treatment of depression based on the 5-HT hypothesis. , 0, 14,
386-396. 0

28941 Acute Effects of Intratumor DNA Electrotransfer. Pharmaceutics, 2022, 14, 2097. 2.0 4

28942 Systemic Biomarkers and Unique Pathways in Different Phenotypes of Heart Failure with Preserved
Ejection Fraction. Biomolecules, 2022, 12, 1419. 1.8 3



1405

Citation Report

# Article IF Citations

28943 Developmental Potency and Metabolic Traits of Extended Pluripotency Are Faithfully Transferred to
Somatic Cells via Cell Fusion-Induced Reprogramming. Cells, 2022, 11, 3266. 1.8 1

28944 Desmin Knock-Out Cardiomyopathy: A Heart on the Verge of Metabolic Crisis. International Journal of
Molecular Sciences, 2022, 23, 12020. 1.8 15

28945 Characterization of placental and decidual cell development in early pregnancy loss by single-cell
RNA sequencing. Cell and Bioscience, 2022, 12, . 2.1 4

28946 Survival and Virulence Potential of Drug-Resistant E. coli in Simulated Gut Conditions and Antibiotic
Challenge. International Journal of Environmental Research and Public Health, 2022, 19, 12805. 1.2 1

28948 scRNA-sequencing reveals subtype-specific transcriptomic perturbations in DRG neurons of PirtEGFPf
mice in neuropathic pain condition. ELife, 0, 11, . 2.8 12

28949 Zearalenone damages the male reproductive system of rats by destroying testicular focal adhesion.
Environmental Toxicology, 2023, 38, 278-288. 2.1 3

28950 Identifying the critical state of complex biological systems by the directed-network rank score
method. Bioinformatics, 2022, 38, 5398-5405. 1.8 8

28951 High-resolution transcriptomics informs glial pathology in human temporal lobe epilepsy. Acta
Neuropathologica Communications, 2022, 10, . 2.4 13

28952 Changes to Urinary Proteome in High-Fat-Diet ApoEâˆ’/âˆ’ Mice. Biomolecules, 2022, 12, 1569. 1.8 0

28953 Symbiont specificity differs among green hydra strains. Royal Society Open Science, 2022, 9, . 1.1 1

28954 Glatiramer Acetate Complexed with CpG as Intratumoral Immunotherapy in Combination with
Anti-PD-1. Molecular Pharmaceutics, 0, , . 2.3 1

28955 CTpathway: a CrossTalk-based pathway enrichment analysis method for cancer research. Genome
Medicine, 2022, 14, . 3.6 10

28956 Altered transcription factor targeting is associated with differential peripheral blood mononuclear
cell proportions in sarcoidosis. Frontiers in Immunology, 0, 13, . 2.2 5

28957 E2F4DN Transgenic Mice: A Tool for the Evaluation of E2F4 as a Therapeutic Target in Neuropathology
and Brain Aging. International Journal of Molecular Sciences, 2022, 23, 12093. 1.8 1

28958 The commonness in immune infiltration of rheumatoid arthritis and atherosclerosis: Screening for
central targets via microarray data analysis. Frontiers in Immunology, 0, 13, . 2.2 3

28959 Lactucin, a Bitter Sesquiterpene from Cichorium intybus, Inhibits Cancer Cell Proliferation by
Downregulating the MAPK and Central Carbon Metabolism Pathway. Molecules, 2022, 27, 7358. 1.7 2

28962 MIR retrotransposons link the epigenome and the transcriptome of coding genes in acute myeloid
leukemia. Nature Communications, 2022, 13, . 5.8 1

28963 CD8+ T cells induce interferon-responsive oligodendrocytes and microglia in white matter aging.
Nature Neuroscience, 2022, 25, 1446-1457. 7.1 56



1406

Citation Report

# Article IF Citations

28964 Intratympanic steroid treatment can reduce ROS and immune response in human perilymph investigated
by inâ€•depth proteome analysis. Proteomics, 0, , 2200211. 1.3 1

28965 Bioinformatics analysis of the clinical significance of HLA class II in breast cancer. Medicine (United) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 702 Td (States), 2022, 101, e31071.0.4 3

28967 Prolonged Exposure to High Temperature Inhibits Shoot Primary and Root Secondary Growth in Panax
ginseng. International Journal of Molecular Sciences, 2022, 23, 11647. 1.8 2

28968
Molecular phenotyping of malignant canine mammary tumours: Detection of highâ€•risk group and its
relationship with clinicomolecular characteristics. Veterinary and Comparative Oncology, 2023, 21,
73-81.

0.8 0

28969 Consecutive BNT162b2 mRNA vaccination induces short-term epigenetic memory in innate immune cells.
JCI Insight, 2022, 7, . 2.3 15

28970 First comprehensive identification of cardiac proteins with putative increased O-GlcNAc levels during
pressure overload hypertrophy. PLoS ONE, 2022, 17, e0276285. 1.1 5

28972 Gender-related differentially expressed genes in pancreatic cancer: possible culprits or accomplices?.
Frontiers in Genetics, 0, 13, . 1.1 0

28973 Role of liquid fructose/sucrose in regulating the hepatic transcriptome in a high-fat Western diet
model of NAFLD. Journal of Nutritional Biochemistry, 2023, 112, 109174. 1.9 3

28974 Comparative analysis of microsatellites in coding regions provides insights into the adaptability of
the giant panda, polar bear and brown bear. Genetica, 0, , . 0.5 0

28975 The purine metabolite inosine monophosphate accelerates myelopoiesis and acute pancreatitis
progression. Communications Biology, 2022, 5, . 2.0 0

28976 Shared mechanisms and crosstalk of COVID-19 and osteoporosis via vitamin D. Scientific Reports, 2022,
12, . 1.6 2

28978 NaÃ¯ve pluripotent-like characteristics of non-tumorigenic Muse cells isolated from human amniotic
membrane. Scientific Reports, 2022, 12, . 1.6 5

28980 Transcriptome alterations in chicken HD11 cells with steady knockdown and overexpression of RIPK2
gene. Poultry Science, 2022, , 102263. 1.5 2

28981 Effect of Cannabidiolic Acid, N-Trans-Caffeoyltyramine and Cannabisin B from Hemp Seeds on
microRNA Expression in Human Neural Cells. Current Issues in Molecular Biology, 2022, 44, 5106-5116. 1.0 6

28982 Brain region and gene dosage-differential transcriptomic changes in Shank2-mutant mice. Frontiers in
Molecular Neuroscience, 0, 15, . 1.4 3

28983 Identification of differential methylome signatures of white pigmented skin patches in Nili Ravi
buffalo of India. Environmental and Molecular Mutagenesis, 2022, 63, 408-417. 0.9 1

28984
Immune Pathway and Gene Database (IMPAGT) Revealed the Immune Dysregulation Dynamics and
Overactivation of the PI3K/Akt Pathway in Tumor Buddings of Cervical Cancer. Current Issues in
Molecular Biology, 2022, 44, 5139-5152.

1.0 4

28985 The Emerging Roles of Protein Interactions with O-GlcNAc Cycling Enzymes in Cancer. Cancers, 2022,
14, 5135. 1.7 6



1407

Citation Report

# Article IF Citations

28986 Extracellular vesicle miRNAs in breast milk of obese mothers. Frontiers in Nutrition, 0, 9, . 1.6 5

28987 Establishment and evaluation of module-based immune-associated gene signature to predict overall
survival in patients of colon adenocarcinoma. Journal of Biomedical Science, 2022, 29, . 2.6 3

28988 Role of reactive oxygen species in regulating 27-hydroxycholesterol-induced apoptosis of
hematopoietic progenitor cells and myeloid cell lines. Cell Death and Disease, 2022, 13, . 2.7 8

28989 Network pharmacology and molecular docking analysis on the mechanism of Baihe Zhimu decoction
in the treatment of postpartum depression. Medicine (United States), 2022, 101, e29323. 0.4 3

28990 Integration analysis identifies the role of metallothionein in the progression from hepatic steatosis
to steatohepatitis. Frontiers in Endocrinology, 0, 13, . 1.5 1

28991 The Transcriptomic Landscape of Pediatric Astrocytoma. International Journal of Molecular Sciences,
2022, 23, 12696. 1.8 3

28992 A hierarchical transcription factor cascade regulates enteroendocrine cell diversity and plasticity in
Drosophila. Nature Communications, 2022, 13, . 5.8 4

28993 Central gene transcriptional regulatory networks shaping monocyte development in bone marrow.
Frontiers in Immunology, 0, 13, . 2.2 1

28994 Classification of High-Grade Serous Ovarian Cancer Using Tumor Morphologic Characteristics. JAMA
Network Open, 2022, 5, e2236626. 2.8 6

28995 A subset of <scp>OPCs</scp> do not express Olig2 during development which can be increased in the
adult by brain injuries and complex motor learning. Glia, 2023, 71, 415-430. 2.5 7

28996 High-density genotyping reveals candidate genomic regions for chicken body size in breeds of Asian
origin. Poultry Science, 2022, , 102303. 1.5 3

28997 Identification of Heme Oxygenase-1 as a Putative DNA-Binding Protein. Antioxidants, 2022, 11, 2135. 2.2 2

28998 V-ATPase/TORC1-mediated ATFS-1 translation directs mitochondrial UPR activation in <i>C. elegans</i>.
Journal of Cell Biology, 2023, 222, . 2.3 3

28999 Neuronal CaMKK2 promotes immunosuppression and checkpoint blockade resistance in glioblastoma.
Nature Communications, 2022, 13, . 5.8 11

29000 Comparative transcriptomic responses of European and Japanese larches to infection by Phytophthora
ramorum. BMC Plant Biology, 2022, 22, . 1.6 1

29001 ESKAPE Act Plus: Pathway Activation Analysis for Bacterial Pathogens. MSystems, 2022, 7, . 1.7 4

29002 The prognostic marker FLVCR2 associated with tumor progression and immune infiltration for acute
myeloid leukemia. Frontiers in Cell and Developmental Biology, 0, 10, . 1.8 2

29003 Class II transactivator induces expression of MHC-I and MHC-II in transmissible Tasmanian devil facial
tumours. Open Biology, 2022, 12, . 1.5 4



1408

Citation Report

# Article IF Citations

29004 Association between cancer stem cell gene expression signatures and prognosis in head and neck
squamous cell carcinoma. BMC Cancer, 2022, 22, . 1.1 4

29005 RNA Sequencing Reveals the Regulation Mechanism of Yunnan Baiyao in Treating Skin Infection Caused
by Staphylococcus aureus. Evidence-based Complementary and Alternative Medicine, 2022, 2022, 1-15. 0.5 2

29007 Airway surface hyperviscosity and defective mucociliary transport by IL-17/TNF-Î± are corrected by
Î²-adrenergic stimulus. JCI Insight, 2022, 7, . 2.3 5

29009
Adapted tensor decomposition and PCA based unsupervised feature extraction select more
biologically reasonable differentially expressed genes than conventional methods. Scientific Reports,
2022, 12, .

1.6 8

29010 Loss of Drosophila Clueless differentially affects the mitochondrial proteome compared to loss of
Sod2 and Pink1. Frontiers in Physiology, 0, 13, . 1.3 1

29011 Chlamydia trachomatis Alters Mitochondrial Protein Composition and Secretes Effector Proteins
That Target Mitochondria. MSphere, 2022, 7, . 1.3 4

29012 Early pathogenesis profiles across SARS-CoV-2 variants in K18-hACE2 mice revealed differential
triggers of lung damages. Frontiers in Immunology, 0, 13, . 2.2 1

29014 miR-516a-3P, a potential circulating biomarker in hepatocellular carcinoma, correlated with
<i>rs738409</i> polymorphism in <i>PNPLA3</i>. Personalized Medicine, 2022, 19, 483-493. 0.8 6

29015 Microevolutionary mechanism of highâ€•altitude adaptation in Tibetan chicken populations from an
elevation gradient. Evolutionary Applications, 2022, 15, 2100-2112. 1.5 3

29016 Genome Wide Association Study with Imputed Whole Genome Sequence Data Identifies a 431 kb Risk
Haplotype on CFA18 for Congenital Laryngeal Paralysis in Alaskan Sled Dogs. Genes, 2022, 13, 1808. 1.0 2

29017 Expression Profiles of Kidney Mitochondrial Proteome during the Progression of the Unilateral
Ureteral Obstruction: Focus on Energy Metabolism Adaptions. Metabolites, 2022, 12, 936. 1.3 3

29018 Transcription profiling of feline mammary carcinomas and derived cell lines reveals biomarkers and
drug targets associated with metabolic and cell cycle pathways. Scientific Reports, 2022, 12, . 1.6 1

29021 Low copy numbers for mitochondrial DNA moderates the strength of nuclearâ€“cytoplasmic
incompatibility in plants. Journal of Integrative Plant Biology, 2023, 65, 739-754. 4.1 1

29022
Intrachromosomal Looping and Histone K27 Methylation Coordinately Regulates the lncRNA H19-Fetal
Mitogen IGF2 Imprinting Cluster in the Decidual Microenvironment of Early Pregnancy. Cells, 2022, 11,
3130.

1.8 4

29024 MYO10-filopodia support basement membranes at pre-invasive tumor boundaries. Developmental Cell,
2022, 57, 2350-2364.e7. 3.1 12

29025 Effect of Light Quality on Metabolomic, Ionomic, and Transcriptomic Profiles in Tomato Fruit.
International Journal of Molecular Sciences, 2022, 23, 13288. 1.8 2

29026 Chromatin Accessibility and Transcriptional Differences in Human Stem Cell-Derived Early-Stage
Retinal Organoids. Cells, 2022, 11, 3412. 1.8 3

29027 Dual roles of mTORC1-dependent activation of the ubiquitin-proteasome system in muscle
proteostasis. Communications Biology, 2022, 5, . 2.0 10



1409

Citation Report

# Article IF Citations

29029 Trends in metabolic signaling pathways of tumor drug resistance: A scientometric analysis. Frontiers
in Oncology, 0, 12, . 1.3 2

29030 Profound Effects of Dexamethasone on the Immunological State, Synthesis and Secretion Capacity of
Human Testicular Peritubular Cells. Cells, 2022, 11, 3164. 1.8 1

29031 Integrated network pharmacology and metabolomics to reveal the mechanism of QiShenYiQi Dripping
Pills against cardiac structural and functional abnormalities. Frontiers in Pharmacology, 0, 13, . 1.6 2

29032 Aerocyte specification and lung adaptation to breathing is dependent on alternative splicing changes.
Life Science Alliance, 2022, 5, e202201554. 1.3 2

29033 Investigating the effects and mechanisms of Erchen Decoction in the treatment of colorectal cancer
by network pharmacology and experimental validation. Frontiers in Pharmacology, 0, 13, . 1.6 2

29034 Response of Ruminal Microbiotaâ€“Host Gene Interaction to High-Altitude Environments in Tibetan
Sheep. International Journal of Molecular Sciences, 2022, 23, 12430. 1.8 3

29035 Identification of Prognostic LncRNAs Subtypes Predicts Prognosis and Immune Microenvironment for
Glioma. Evidence-based Complementary and Alternative Medicine, 2022, 2022, 1-13. 0.5 5

29036 Identifying Key Lysosome-Related Genes Associated with Drug-Resistant Breast Cancer Using
Computational and Systems Biology Approach. Iranian Journal of Pharmaceutical Research, 2022, 21, . 0.3 2

29037 Tick-borne encephalitis virus capsid protein induces translational shutoff as revealed by its
structuralâ€“biological analysis. Journal of Biological Chemistry, 2022, 298, 102585. 1.6 4

29038 Thioredoxin-1 regulates self-renewal and differentiation of murine hematopoietic stem cells through
p53 tumor suppressor. Experimental Hematology and Oncology, 2022, 11, . 2.0 3

29039 Relationship between osteoporosis and Cushing syndrome based on bioinformatics. Medicine (United) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 342 Td (States), 2022, 101, e31283.0.4 1

29040 The Arabidopsis ATP-Binding Cassette E protein ABCE2 is a conserved component of the translation
machinery. Frontiers in Plant Science, 0, 13, . 1.7 3

29041 Assessing the effects of Leishmania (Leishmania) infantum and L. (L.) amazonensis infections in
macrophages using a quantitative proteome approach. Experimental Parasitology, 2022, 243, 108413. 0.5 1

29042 Changes of Protein Expression after CRISPR/Cas9 Knockout of miRNA-142 in Cell Lines Derived from
Diffuse Large B-Cell Lymphoma. Cancers, 2022, 14, 5031. 1.7 2

29043 Loss of heat shock factor initiates intracellular lipid surveillance by actin destabilization. Cell
Reports, 2022, 41, 111493. 2.9 9

29044
Identification of candidate hub genes correlated with the pathogenesis, diagnosis, and prognosis of
prostate cancer by integrated bioinformatics analysis. Translational Cancer Research, 2022, 11,
3548-3571.

0.4 2

29045 Synaptic proteomics reveal distinct molecular signatures of cognitive change and C9ORF72 repeat
expansion in the human ALS cortex. Acta Neuropathologica Communications, 2022, 10, . 2.4 16

29046 Timeâ€•restricted feeding affects transcriptomic profiling of hypothalamus in pigs through regulating
aromatic amino acids metabolism. Journal of the Science of Food and Agriculture, 2023, 103, 1578-1587. 1.7 4



1410

Citation Report

# Article IF Citations

29047 Longitudinal transcriptome analysis of cattle infected with Theileria parva. International Journal for
Parasitology, 2022, , . 1.3 0

29049 <i>Lactiplantibacillus plantarum</i> 299v supplementation modulates Î²-cell ER stress and antioxidative
defense pathways and prevents type 1 diabetes in gluten-free BioBreeding rats. Gut Microbes, 2022, 14, . 4.3 3

29050 Pan-Cancer Analysis on the Oncogenic Role of Programmed Cell Death 10. Journal of Oncology, 2022,
2022, 1-11. 0.6 1

29051 Delayed puberty, gonadotropin abnormalities and subfertility in male Padi2/Padi4 double knockout
mice. Reproductive Biology and Endocrinology, 2022, 20, . 1.4 5

29052 Effects of Different Rearing Systems on Lueyang Black-Bone Chickens: Meat Quality, Amino Acid
Composition, and Breast Muscle Transcriptome. Genes, 2022, 13, 1898. 1.0 5

29053 An Integrated Bioinformatics Approach to Identify Network-Derived Hub Genes in Starving Zebrafish.
Animals, 2022, 12, 2724. 1.0 1

29054 A comprehensive survey of the approaches for pathway analysis using multi-omics data integration.
Briefings in Bioinformatics, 2022, 23, . 3.2 13

29055 Age-associated changes in microglia activation and Sirtuin-1- chromatin binding patterns. Aging, 0, , . 1.4 0

29056
Mechanisms of action of Zishen Yutai pills in treating premature ovarian failure determined by
integrating UHPLC-Q-TOF-MS and network pharmacology analysis. BMC Complementary Medicine and
Therapies, 2022, 22, .

1.2 3

29058 The antimicrobial peptide Magainin-2 interacts with BamA impairing folding of E. coli membrane
proteins. Frontiers in Chemistry, 0, 10, . 1.8 5

29059 MAN2A1 predicts prognosis and progression through cancer-related pathways in colorectal cancer.
Translational Cancer Research, 2022, 11, 3686-3697. 0.4 0

29060 In-Depth Characterization of the Clostridioides difficile Phosphoproteome to Identify Ser/Thr Kinase
Substrates. Molecular and Cellular Proteomics, 2022, 21, 100428. 2.5 5

29061 Transcriptome features of innate immune memory in Drosophila. PLoS Genetics, 2022, 18, e1010005. 1.5 7

29062 Ex vivo engineered human plasma cells exhibit robust protein secretion and long-term engraftment in
vivo. Nature Communications, 2022, 13, . 5.8 11

29063 A brief morning rest period benefits cardiac repair in pressure overload hypertrophy and
postmyocardial infarction. JCI Insight, 2022, 7, . 2.3 4

29064
Network pharmacology and molecular docking-based prediction of active compounds and mechanisms
of action of Cnidii Fructus in treating atopic dermatitis. BMC Complementary Medicine and Therapies,
2022, 22, .

1.2 2

29065
A systems biology approach for investigating significantly expressed genes among COVID-19,
hepatocellular carcinoma, and chronic hepatitis B. Egyptian Journal of Medical Human Genetics, 2022,
23, .

0.5 1

29066 Computed cancer interactome explains the effects of somatic mutations in cancers. Protein Science,
2022, 31, . 3.1 8



1411

Citation Report

# Article IF Citations

29067 The Deubiquitinating Enzyme USP48 Interacts with the Retinal Degeneration-Associated Proteins
UNC119a and ARL3. International Journal of Molecular Sciences, 2022, 23, 12527. 1.8 3

29068 Lost pigs of Angola: Whole genome sequencing reveals unique regions of selection with emphasis on
metabolism and feed efficiency. Frontiers in Genetics, 0, 13, . 1.1 0

29071
Assessing Genetic Diversity and Searching for Selection Signatures by Comparison between the
Indigenous Livni and Duroc Breeds in Local Livestock of the Central Region of Russia. Diversity, 2022,
14, 859.

0.7 1

29072 G Protein Coupled Receptors Potentially Involved in Oligodendrogenesis: A Gene Expression Analysis.
Iranian Journal of Public Health, 0, , . 0.3 0

29073 Brain milieu induces early microglial maturation through the BAX-Notch axis. Nature
Communications, 2022, 13, . 5.8 1

29074 Highly Cytotoxic Molybdenocenes withÂ Strong Metabolic Effects Inhibit Tumour Growth in Mice.
Chemistry - A European Journal, 0, , . 1.7 3

29075 Dysregulated transforming growth factor-beta mediates early bone marrow dysfunction in diabetes.
Communications Biology, 2022, 5, . 2.0 3

29076 Guidance landscapes unveiled by quantitative proteomics to control reinnervation in adult visual
system. Nature Communications, 2022, 13, . 5.8 11

29077
Embryonic transcriptome unravels mechanisms and pathways underlying embryonic development with
respect to muscle growth, egg production, and plumage formation in native and broiler chickens.
Frontiers in Genetics, 0, 13, .

1.1 4

29078 Proteomic response of early juvenile Pacific oysters (<i>Crassostrea gigas</i>) to temperature. PeerJ,
0, 10, e14158. 0.9 3

29079 Proteomic Profiling of Plant and Pathogen Interaction on the Leaf Epidermis. International Journal of
Molecular Sciences, 2022, 23, 12171. 1.8 2

29080 RT-qPCR Expression Profiles of Selected Oncogenic and Oncosuppressor miRNAs in Formalin-Fixed,
Paraffin-Embedded Canine Mammary Tumors. Animals, 2022, 12, 2898. 1.0 2

29081 miR766-3p and miR124-3p Dictate Drug Resistance and Clinical Outcome in HNSCC. Cancers, 2022, 14, 5273. 1.7 3

29082 Wnt-pathway inhibitors with selective activity against triple-negative breast cancer: From
thienopyrimidine to quinazoline inhibitors. Frontiers in Pharmacology, 0, 13, . 1.6 1

29083 Bioinformatics Analysis of RNA-seq Data Reveals Genes Related to Cancer Stem Cells in Colorectal
Cancerogenesis. International Journal of Molecular Sciences, 2022, 23, 13252. 1.8 3

29084 Ischemic Stroke Impacts the Gut Microbiome, Ileal Epithelial and Immune Homeostasis. IScience, 2022,
25, 105437. 1.9 6

29086 Identifying the Transcriptional Drivers of Metastasis Embedded within Localized Melanoma. Cancer
Discovery, 2023, 13, 194-215. 7.7 5

29087 MicroRNA biomarkers of type 2 diabetes: evidence synthesis from meta-analyses and pathway
modelling. Diabetologia, 2023, 66, 288-299. 2.9 9



1412

Citation Report

# Article IF Citations

29088
Transcriptome Profiling of the Hippocampal Seizure Network Implicates a Role for Wnt Signaling
during Epileptogenesis in a Mouse Model of Temporal Lobe Epilepsy. International Journal of
Molecular Sciences, 2022, 23, 12030.

1.8 5

29089 Ezh2Y641F mutations co-operate with Stat3 to regulate MHC class I antigen processing and alter the
tumor immune response in melanoma. Oncogene, 2022, 41, 4983-4993. 2.6 6

29090 Dynamic proteomic and phosphoproteomic atlas of corticostriatal axons in neurodevelopment. ELife,
0, 11, . 2.8 5

29091 Molecular Mechanisms of Notopterygii Rhizoma Et Radix for Treating Arrhythmia Based on Network
Pharmacology. Combinatorial Chemistry and High Throughput Screening, 2022, 26, . 0.6 0

29092 AGR2 expression as a predictive biomarker for therapy response in esophageal squamous cell
carcinoma. PLoS ONE, 2022, 17, e0276990. 1.1 4

29093 Over expression of mTOR gene predicts overall survival in myelodysplastic syndromes. Molecular
Biology Reports, 0, , . 1.0 0

29094 Timed use of digoxin prevents heart ischemiaâ€“reperfusion injury through a REV-ERBÎ±â€“UPS signaling
pathway. , 2022, 1, 990-1005. 2

29095 Multiplexed high-throughput immune cell imaging reveals molecular health-associated phenotypes.
Science Advances, 2022, 8, . 4.7 13

29096 Comparison of the effect of glyphosate and glyphosate-based herbicide on hippocampal neurogenesis
after developmental exposure in rats. Toxicology, 2023, 483, 153369. 2.0 4

29097 Global profiling of the RNA and protein complexes of<i>Escherichia coli</i>by size exclusion
chromatography followed by RNA sequencing and mass spectrometry (SEC-seq). Rna, 2023, 29, 123-139. 1.6 8

29098 Single-cell RNA sequencing reveals different signatures of mesenchymal stromal cell pluripotent-like
and multipotent populations. IScience, 2022, 25, 105395. 1.9 5

29099 RAD51AP1 regulates ALT-HDR through chromatin-directed homeostasis of TERRA. Molecular Cell, 2022,
82, 4001-4017.e7. 4.5 20

29100 Estimates of genomic heritability and genome-wide association studies for blood parameters in
Akkaraman sheep. Scientific Reports, 2022, 12, . 1.6 4

29101 5â€² Untranslated mRNA Regions Allow Bypass of Host Cell Translation Inhibition by Legionella
pneumophila. Infection and Immunity, 2022, 90, . 1.0 2

29102
The NESHIE and CP Genetics Resource (NCGR): A database of genes and variants reported in neonatal
encephalopathy with suspected hypoxic ischemic encephalopathy (NESHIE) and consequential cerebral
palsy (CP). Genomics, 2022, 114, 110508.

1.3 1

29103 Embryonic microRNAs are essential for bovine preimplantation embryo development. Proceedings of
the National Academy of Sciences of the United States of America, 2022, 119, . 3.3 4

29104 Shared and unique phosphoproteomics responses in skeletal muscle from exercise models and in
hyperammonemic myotubes. IScience, 2022, 25, 105325. 1.9 1

29105 Microarray profiling of hypothalamic gene expression changes in Huntingtonâ€™s disease mouse models.
Frontiers in Neuroscience, 0, 16, . 1.4 3



1413

Citation Report

# Article IF Citations

29106 Mitochondrial Uncoupling Induces Epigenome Remodeling and Promotes Differentiation in
Neuroblastoma. Cancer Research, 2023, 83, 181-194. 0.4 11

29107
Pharmacological mechanism and clinical study of Qiming granules in treating diabetic retinopathy
based on network pharmacology and literature review. Journal of Ethnopharmacology, 2023, 302,
115861.

2.0 6

29108
Postâ€•prostaticâ€•massage urine exosomes of men with chronic prostatitis/chronic pelvic pain syndrome
carry prostateâ€•cancerâ€•typical micro<scp>RNA</scp>s and activate protoâ€•oncogenes. Molecular
Oncology, 2023, 17, 445-468.

2.1 0

29109
Network Pharmacology and Experimental Validation to Reveal Effects and Mechanisms of Icariin
Combined with Nobiletin against Chronic Obstructive Pulmonary Diseases. Evidence-based
Complementary and Alternative Medicine, 2022, 2022, 1-13.

0.5 2

29110 High-Performance Statistical Computing in the Computing Environments of the 2020s. Statistical
Science, 2022, 37, . 1.6 4

29112 Age-dependent increase of cytoskeletal components in sensory axons in human skin. Frontiers in Cell
and Developmental Biology, 0, 10, . 1.8 4

29113 Integrative analysis links ferroptosis to necrotizing enterocolitis and reveals the role of ACSL4 in
immune disorders. IScience, 2022, 25, 105406. 1.9 10

29114 Cancer cell intrinsic TIM-3 induces glioblastoma progression. IScience, 2022, 25, 105329. 1.9 10

29115 Nutrigenomics: An inimitable interaction amid genomics, nutrition and health. Innovative Food
Science and Emerging Technologies, 2022, 82, 103196. 2.7 8

29116
Phenology of the transcriptome coincides with the physiology of double-crested cormorant
embryonic development. Comparative Biochemistry and Physiology Part D: Genomics and Proteomics,
2022, 44, 101029.

0.4 0

29117 An in vitro alveolar model allows for the rapid assessment of chemical respiratory sensitization with
modifiable biomarker endpoints. Chemico-Biological Interactions, 2022, 368, 110232. 1.7 2

29118 The regulation role and diagnostic value of fibrinogen-like protein 1 revealed by pan-cancer analysis.
Materials Today Bio, 2022, 17, 100470. 2.6 2

29119 Transcriptomic analysis reveals distinct mechanisms of adaptation of a polar picophytoplankter under
ocean acidification conditions. Marine Environmental Research, 2022, 182, 105782. 1.1 0

29120 Microfluidic chip with reversible interface for noninvasive remission status monitoring and
prognosis prediction of acute myeloid leukemia. Biosensors and Bioelectronics, 2023, 219, 114803. 5.3 2

29121 Integration of transcriptomic and metabolomic analyses provides insights into response mechanisms
to nitrogen and phosphorus deficiencies in soybean. Plant Science, 2023, 326, 111498. 1.7 11

29122 Identification of key adipogenic transcription factors for the pork belly parameters via the
association weight matrix. Meat Science, 2023, 195, 109015. 2.7 2

29123
Integrated analysis of the genomic and transcriptional profile of gliomas with isocitrate
dehydrogenase-1 and tumor protein 53 mutations. International Journal of Immunopathology and
Pharmacology, 2022, 36, 039463202211392.

1.0 0

29124
Single-cell RNA sequencing of peripheral blood reveals that monocytes with high cathepsin S
expression aggravate cerebral ischemiaâ€“reperfusion injury. Brain, Behavior, and Immunity, 2023, 107,
330-344.

2.0 7



1414

Citation Report

# Article IF Citations

29125 Analysis of Exosomal MicroRNA Dynamics in Response to Rhinovirus Challenge in a Longitudinal
Case-Control Study of Asthma. Viruses, 2022, 14, 2444. 1.5 4

29126 Transcriptome analysis of intestine from alk-SMase knockout mice reveals the effect of alk-SMase.
Cancer Cell International, 2022, 22, . 1.8 3

29127
Transcriptome analysis of PBMCs isolated from piglets treated with a miR-124 sponge construct
identified miR124/IQGAP2/Rho GTPase as a target pathway support Salmonella Typhimurium infection.
Molecular Genetics and Genomics, 0, , .

1.0 0

29128 Pan-claudin family interactome analysis reveals shared and specific interactions. Cell Reports, 2022,
41, 111588. 2.9 6

29129 Identification of Dihydrolipoamide Dehydrogenase as Potential Target of Vemurafenib-Resistant
Melanoma Cells. Molecules, 2022, 27, 7800. 1.7 3

29130
Deep phenotyping of two preclinical mouse models and a cohort of RBM20 mutation carriers reveals
no sex-dependent disease severity in <i>RBM20</i> cardiomyopathy. American Journal of Physiology -
Heart and Circulatory Physiology, 2022, 323, H1296-H1310.

1.5 2

29131 Examination of generational impacts of adolescent chemotherapy: Ifosfamide and potential for
epigenetic transgenerational inheritance. IScience, 2022, 25, 105570. 1.9 2

29132 Identification of the Potential Molecular Mechanism of TGFBI Gene in Persistent Atrial Fibrillation.
Computational and Mathematical Methods in Medicine, 2022, 2022, 1-14. 0.7 0

29133 Gene set proximity analysis: expanding gene set enrichment analysis through learned geometric
embeddings, with drug-repurposing applications in COVID-19. Bioinformatics, 2023, 39, . 1.8 6

29134 Chromatin reconstruction during mouse terminal erythropoiesis. IScience, 2022, 25, 105554. 1.9 4

29135 Identification and verification of immune-related biomarkers and immune infiltration in diabetic heart
failure. Frontiers in Cardiovascular Medicine, 0, 9, . 1.1 9

29137 Replication collisions induced by de-repressed S-phase transcription are connected with malignant
transformation of adult stem cells. Nature Communications, 2022, 13, . 5.8 1

29138 Proteomics analysis reveals novel insights into the mechanism of hepatotoxicity induced by
Tripterygium wilfordii multiglycoside in mice. Frontiers in Pharmacology, 0, 13, . 1.6 0

29139 Severe COVID-19 in pregnancy has a distinct serum profile, including greater complement activation
and dysregulation of serum lipids. PLoS ONE, 2022, 17, e0276766. 1.1 4

29140 A neuralâ€•related gene risk score for head and neck squamous cell carcinoma. Oral Diseases, 0, , . 1.5 2

29141
SWI/SNF complex gene variations are associated with a higher tumor mutational burden and a better
response to immune checkpoint inhibitor treatment: a pan-cancer analysis of next-generation
sequencing data corresponding to 4591 cases. Cancer Cell International, 2022, 22, .

1.8 7

29142 Cell-derived nanovesicles from mesenchymal stem cells as extracellular vesicle-mimetics in wound
healing. Acta Pharmaceutica Sinica B, 2023, 13, 1887-1902. 5.7 9

29143 Culture of Cancer Cells at Physiological Oxygen Levels Affects Gene Expression in a Cell-Type Specific
Manner. Biomolecules, 2022, 12, 1684. 1.8 3



1415

Citation Report

# Article IF Citations

29145 LRG1 is an adipokine that promotes insulin sensitivity and suppresses inflammation. ELife, 0, 11, . 2.8 7

29146 CHRNB2 represses pancreatic cancer migration and invasion via inhibiting Î²-catenin pathway. Cancer
Cell International, 2022, 22, . 1.8 3

29147 Proteomic signatures of infiltrative gastric cancer by proteomic and bioinformatic analysis. World
Journal of Gastrointestinal Oncology, 0, 14, 2097-2107. 0.8 2

29148
Methylome and transcriptome data integration reveals potential roles of DNA methylation and
candidate biomarkers of cow Streptococcus uberis subclinical mastitis. Journal of Animal Science and
Biotechnology, 2022, 13, .

2.1 9

29149 Exploring the molecular mechanism of hepatitis virus inducing hepatocellular carcinoma by
microarray data and immune infiltrates analysis. Frontiers in Immunology, 0, 13, . 2.2 5

29150 Quantifying In Situ Structural Stabilities of Human Blood Plasma Proteins Using a Novel Iodination
Protein Stability Assay. Journal of Proteome Research, 2022, 21, 2920-2935. 1.8 4

29151 High-dimensional gene expression and morphology profiles of cells across 28,000 genetic and
chemical perturbations. Nature Methods, 2022, 19, 1550-1557. 9.0 34

29152 Integration of stool microbiota, proteome and amino acid profiles to discriminate patients with
adenomas and colorectal cancer. Gut Microbes, 2022, 14, . 4.3 9

29154 Skewed fate and hematopoiesis of CD34+ HSPCs in umbilical cord blood amid the COVID-19 pandemic.
IScience, 2022, 25, 105544. 1.9 7

29155 Comprehensive Temporal Protein Dynamics during Postirradiation Recovery in Deinococcus
radiodurans. Oxidative Medicine and Cellular Longevity, 2022, 2022, 1-11. 1.9 2

29156
Computer-Aided Imaging Analysis of Probe-Based Confocal Laser Endomicroscopy With Molecular
Labeling and Gene Expression Identifies Markers of Response to Biological Therapy in IBD Patients: The
Endo-Omics Study. Inflammatory Bowel Diseases, 2023, 29, 1409-1420.

0.9 13

29157 Longitudinal Epigenome-Wide Analysis of Kidney Transplant Recipients Pretransplant and
Posttransplant. Kidney International Reports, 2023, 8, 330-340. 0.4 3

29158 Transcription Analysis of Liver and Muscle Tissues from Landrace Finishing Pigs with Different Feed
Conversion Ratios. Genes, 2022, 13, 2067. 1.0 5

29160 Nanoceria-GO-intercalated multicellular spheroids revascularize and salvage critical ischemic limbs
through anti-apoptotic and pro-angiogenic functions. Biomaterials, 2023, 292, 121914. 5.7 7

29161 TCDD alters essential transcriptional regulators of osteogenic differentiation in multipotent
mesenchymal stem cells. Toxicological Sciences, 0, , . 1.4 1

29163
Multiple-Molecule Drug Repositioning for Disrupting Progression of SARS-CoV-2 Infection by Utilizing
the Systems Biology Method through Host-Pathogen-Interactive Time Profile Data and DNN-Based DTI
Model with Drug Design Specifications. Stresses, 2022, 2, 405-436.

1.8 2

29164 Podocalyxinâ€•Like Protein 1 Regulates Pluripotency through the Cholesterol Biosynthesis Pathway.
Advanced Science, 2023, 10, . 5.6 4

29165 Integrative analysis of multiomics data identifies selenium-related gene ALAD associating with keshan
disease. Free Radical Biology and Medicine, 2022, 193, 702-719. 1.3 3



1416

Citation Report

# Article IF Citations

29166
Compound Danshen Dripping Pill inhibits hypercholesterolemia/atherosclerosis-induced heart failure
in ApoE and LDLR dual deficient mice via multiple mechanisms. Acta Pharmaceutica Sinica B, 2023, 13,
1036-1052.

5.7 4

29168 RNA 5â€•Methylcytosine Modification Regulates Vegetative Development Associated with H3K27
Trimethylation in <i>Arabidopsis</i>. Advanced Science, 2023, 10, . 5.6 4

29169 In mice and humans, brain microvascular contractility matures postnatally. Brain Structure and
Function, 2023, 228, 475-492. 1.2 4

29170 Mod(mdg4) variants repress telomeric retrotransposon <i>HeT-A</i> by blocking subtelomeric
enhancers. Nucleic Acids Research, 0, , . 6.5 2

29171 Mitochondrial <scp>DNA</scp> haplogroup <scp>M7</scp>: A predictor of poor prognosis for
colorectal cancer patients in Chinese population. Cancer Science, 2023, 114, 1056-1066. 1.7 2

29172 PGC-1Î² modulates catabolism and fiber atrophy in the fasting-response of specific skeletal muscle beds.
Molecular Metabolism, 2022, , 101643. 3.0 1

29174 SILAC-based quantitative proteomics and microscopy analysis of cancer cells treated with the
N-glycolyl GM3-specific anti-tumor antibody 14F7. Frontiers in Immunology, 0, 13, . 2.2 1

29175 Neuroinflammation regulates the balance between hippocampal neuron death and neurogenesis in an
ex vivo model of thiamine deficiency. Journal of Neuroinflammation, 2022, 19, . 3.1 4

29176 Transcriptome annotation of 17 porcine tissues using nanopore sequencing technology. Animal
Genetics, 0, , . 0.6 0

29177 Novel geneâ€“intergenic fusion involving ubiquitin E3 ligase UBE3C causes distal hereditary motor
neuropathy. Brain, 2023, 146, 880-897. 3.7 5

29178 Predicting Essential Genes of Alzheimer Disease based on Module Partition and Gravity-like Method in
Heterogeneous Network. WSEAS Transactions on Applied and Theoretical Mechanics, 2022, 17, 158-165. 0.4 0

29180 Identifying Genes Related to Retinitis Pigmentosa in Drosophila melanogaster Using Eye Size and Gene
Expression Data. BioMedInformatics, 2022, 2, 625-636. 1.0 1

29181
Mass spectrometryâ€•based proteomics analysis of human globus pallidus from progressive
supranuclear palsy patients discovers multiple disease pathways. Clinical and Translational Medicine,
2022, 12, .

1.7 6

29182
Distinct p53 phosphorylation patterns in chronic lymphocytic leukemia patients are reflected in the
activation of circumjacent pathways upon <scp>DNA</scp> damage. Molecular Oncology, 2023, 17,
82-97.

2.1 0

29183
Exploring differentially expressed genes in hypothalamic, <i>pars tuberalis</i> and pineal gland
transcriptomes in different sexual behavior phenotypes in rams using RNA-Seq. Journal of Animal
Science, 2023, 101, .

0.2 4

29184 QSER1 preserves the suppressive status of the pro-apoptotic genes to prevent apoptosis. Cell Death and
Differentiation, 2023, 30, 779-793. 5.0 5

29185 A New Benzothiazolthiazolidine Derivative, 11726172, Is Active <i>In Vitro</i> , <i>In Vivo</i> , and
against Nonreplicating Cells of Mycobacterium tuberculosis. MSphere, 0, , . 1.3 0

29186 Integrated analysis identified prognostic microRNAs in breast cancer. BMC Cancer, 2022, 22, . 1.1 3



1417

Citation Report

# Article IF Citations

29187
Phosphoproteomics revealed cellular signals immediately responding to disruption of cancer amino
acid homeostasis induced by inhibition of l-type amino acid transporter 1. Cancer & Metabolism, 2022,
10, .

2.4 5

29188 The CIC-ERF co-deletion underlies fusion-independent activation of ETS family member, ETV1, to drive
prostate cancer progression. ELife, 0, 11, . 2.8 3

29190
Associations between circulating interferon and kynurenine/tryptophan pathway metabolites: support
for a novel potential mechanism for cognitive dysfunction in SLE. Lupus Science and Medicine, 2022, 9,
e000808.

1.1 5

29191 Dynamic analysis of gene signatures in the progression of COPD. ERJ Open Research, 2023, 9, 00343-2022. 1.1 1

29192 Maf1 is an intrinsic suppressor against spontaneous neural repair and functional recovery after
ischemic stroke. Journal of Advanced Research, 2023, 51, 73-90. 4.4 3

29193 A transcriptomic (RNA-seq) analysis of Drosophila melanogaster adult testes overexpressing
microRNA-2b-1. Data in Brief, 2022, , 108748. 0.5 0

29194 FABP5 controls macrophage alternative activation and allergic asthma by selectively programming
long-chain unsaturated fatty acid metabolism. Cell Reports, 2022, 41, 111668. 2.9 19

29195 Potentials of miR-9-5p in promoting epileptic seizure and improving survival of gliomaÂ patients. Acta
Epileptologica, 2022, 4, . 0.4 2

29196 Maternal plasma proteome profiling of biomarkers and pathogenic mechanisms of early-onset and
late-onset preeclampsia. Scientific Reports, 2022, 12, . 1.6 8

29197
Investigation of the potential mechanism of the Shugan Xiaozhi decoction for the treatment of
nonalcoholic fatty liver disease based on network pharmacology, molecular docking and molecular
dynamics simulation. PeerJ, 0, 10, e14171.

0.9 2

29198 Identification and validation of core genes as promising diagnostic signature in hepatocellular
carcinoma based on integrated bioinformatics approach. Scientific Reports, 2022, 12, . 1.6 3

29199 A systems biology approach towards oral cancer using computational tools and techniques.
Chemometrics and Intelligent Laboratory Systems, 2022, 231, 104709. 1.8 0

29200 Bioinformatics Analysis of Differentially Expressed Genes and Related Pathways in Acute Pancreatitis.
Pancreas, 2022, 51, 821-829. 0.5 2

29201 Neoadjuvant chemotherapy is associated with an altered metabolic profile and increased cancer
stemness in patients with pancreatic ductal adenocarcinoma. Molecular Oncology, 0, , . 2.1 4

29202
<scp>11â€•Clâ€•BBQ</scp>, a select modulator of <scp>AhR</scp>â€•regulated transcription, suppresses lung
cancer cell growth via activation of p53 and <scp>p27<sup>Kip1</sup></scp>. FEBS Journal, 2023, 290,
2064-2084.

2.2 5

29204 Exploring the pharmacological mechanism of Shengjing capsule on male infertility by a network
pharmacology approach. BMC Complementary Medicine and Therapies, 2022, 22, . 1.2 0

29205 DNAJB6-Containing Extracellular Vesicles as Chaperone Delivery Systems: A Proteomic Analysis.
Pharmaceutics, 2022, 14, 2485. 2.0 1

29206 Combined physical exercise reverses the reduced expression of Bmal1 in the liver of aged mice. Life
Sciences, 2023, 312, 121175. 2.0 1



1418

Citation Report

# Article IF Citations

29207 <scp>LUBAC</scp> assembles a ubiquitin signaling platform at mitochondria for signal amplification
and transport of <scp>NFâ€•ÎºB</scp> to the nucleus. EMBO Journal, 2022, 41, . 3.5 14

29208 Study on the Antioxidant Effect of Tanshinone IIA on Diabetic Retinopathy and Its Mechanism Based on
Integrated Pharmacology. Evidence-based Complementary and Alternative Medicine, 2022, 2022, 1-17. 0.5 2

29209 Cost-effectively dissecting the genetic architecture of complex wool traits in rabbits by low-coverage
sequencing. Genetics Selection Evolution, 2022, 54, . 1.2 4

29210 Genome-wide characterization of circRNA expression profile in overexpression of <i>RIP2</i> chicken
macrophages associated with avian pathogenic <i>E.coli</i> infection. Avian Pathology, 2023, 52, 62-77. 0.8 3

29211 POLÎ¸ processes ssDNA gaps and promotes replication fork progression in BRCA1-deficient cells. Cell
Reports, 2022, 41, 111716. 2.9 27

29212 Opportunities and challenges in interpretable deep learning for drug sensitivity prediction of cancer
cells. Frontiers in Bioinformatics, 0, 2, . 1.0 4

29213 The miR-106b-25 cluster mediates drug resistance in myeloid leukaemias by inactivating multiple
apoptotic genes. International Journal of Hematology, 2023, 117, 236-250. 0.7 2

29214 Density peaks clustering algorithm based on improved similarity and allocation strategy.
International Journal of Machine Learning and Cybernetics, 2023, 14, 1527-1542. 2.3 1

29215 Chronic sleep loss disrupts rhythmic gene expression in Drosophila. Frontiers in Physiology, 0, 13, . 1.3 2

29217
Mass Spectrometryâ€“Based Proteomics Analysis of Human Substantia Nigra From Parkinson's Disease
Patients Identifies Multiple Pathways Potentially Involved in the Disease. Molecular and Cellular
Proteomics, 2023, 22, 100452.

2.5 15

29218 The c-MYC-WDR43 signalling axis promotes chemoresistance and tumour growth in colorectal cancer
by inhibiting p53 activity. Drug Resistance Updates, 2023, 66, 100909. 6.5 9

29219 Profiling of microRNA from skeletal muscle of Bandur sheep using RNA sequencing. Indian Journal of
Animal Sciences, 2022, 90, 1115-1119. 0.1 0

29220 A new integrated method for tissue extracellular vesicle enrichment and proteome profiling. RSC
Advances, 2022, 12, 33409-33418. 1.7 2

29221 Differentially expressed AC077690.1, AL049874.3 and AP001037.1 lncRNAs in prostate cancer. Archives of
Biological Sciences, 2022, 74, 359-366. 0.2 0

29222 HPIPred: Hostâ€“pathogen interactome prediction with phenotypic scoring. Computational and
Structural Biotechnology Journal, 2022, 20, 6534-6542. 1.9 3

29223 A Network Pharmacological Approach to Explore the Mechanisms of TongXieYaoFang in Inflammatory
Bowel Disease. Brazilian Journal of Pharmaceutical Sciences, 0, 58, . 1.2 0

29224 FRG1 is a direct transcriptional regulator of nonsense-mediated mRNA decay genes. Genomics, 2023, 115,
110539. 1.3 0

29225 Data-driven analysis and druggability assessment methods to accelerate the identification of novel
cancer targets. Computational and Structural Biotechnology Journal, 2023, 21, 46-57. 1.9 0



1419

Citation Report

# Article IF Citations

29226
Robust identification of common genomic biomarkers from multiple gene expression profiles for the
prognosis, diagnosis, and therapies of pancreatic cancer. Computers in Biology and Medicine, 2023, 152,
106411.

3.9 7

29227 Magnetic enrichment of immuno-specific extracellular vesicles for mass spectrometry using
biofilm-derived iron oxide nanowires. Nanoscale, 2023, 15, 1236-1247. 2.8 2

29228
Ultraviolet A at levels experienced outdoors suppresses transforming growth factor-beta signaling
and collagen production in human scleral fibroblasts. Biochemical and Biophysical Research
Communications, 2023, 641, 10-17.

1.0 1

29229 Immunological profiles of human oligodendrogliomas define two distinct molecular subtypes.
EBioMedicine, 2023, 87, 104410. 2.7 3

29230 7,8-Dihydroxy-3-(4â€²-hydroxyphenyl)coumarin inhibits invasion and migration of osteosarcoma cells.
Biochemical and Biophysical Research Communications, 2023, 638, 200-209. 1.0 3

29231 Identification and analysis of C17orf53 as a prognostic signature for hepatocellular carcinoma.
Computers in Biology and Medicine, 2023, 152, 106348. 3.9 1

29232 Comprehensive proteomic profiling of early antral follicles from sheep. Animal Reproduction Science,
2023, 248, 107153. 0.5 1

29233 Neuronal nitric oxide synthase/reactive oxygen species pathway is involved in apoptosis and
pyroptosis in epilepsy. Neural Regeneration Research, 2023, 18, 1277. 1.6 6

29234 Charcot-Marie-Tooth-1A and sciatic nerve crush rat models: insights from proteomics. Neural
Regeneration Research, 2023, 18, 1354. 1.6 0

29235
PPARÎ³ (Peroxisome Proliferator-Activated Receptor Î³) Deacetylation Suppresses Aging-Associated
Atherosclerosis and Hypercholesterolemia. Arteriosclerosis, Thrombosis, and Vascular Biology, 2023,
43, 30-44.

1.1 6

29236 Leveraging class hierarchy for detecting missing annotations on hierarchical multi-label
classification. Computers in Biology and Medicine, 2023, 152, 106423. 3.9 1

29237
Oncogenic BRAF<sup>V600E</sup> induces microglial proliferation through extracellular
signal-regulated kinase and neuronal death through c-Jun N-terminal kinase. Neural Regeneration
Research, 2023, 18, 1613.

1.6 1

29238 Nuclear access of DNlg3 c-terminal fragment and its function in regulating innate immune response
genes. Biochemical and Biophysical Research Communications, 2023, 641, 93-101. 1.0 0

29239 Single-cell RNA sequencing uncovers dynamic roadmap and cell-cell communication during buffalo
spermatogenesis. IScience, 2023, 26, 105733. 1.9 7

29240 Exploring the potential molecular mechanism of trastuzumab-induced cardiotoxicity based on RNA
sequencing and bioinformatics analysis. Biochemical Pharmacology, 2023, 208, 115388. 2.0 1

29241 Network pharmacology based investigation on the mechanism of tetrandrine against breast cancer.
Phytomedicine Plus, 2023, 3, 100381. 0.9 0

29242 Proteomic alterations in the cerebellum and hippocampus in an Alzheimerâ€™s disease mouse model:
Alleviating effect of palmatine. Biomedicine and Pharmacotherapy, 2023, 158, 114111. 2.5 9

29243 Qiangguyin inhibited fat accumulation in OVX mice through the p38 MAPK signaling pathway to achieve
anti-osteoporosis effects. Biomedicine and Pharmacotherapy, 2023, 158, 114122. 2.5 3



1420

Citation Report

# Article IF Citations

29244 Enniatin B and beauvericin affect intestinal cell function and hematological processes in Atlantic
salmon (Salmo salar) after acute exposure. Food and Chemical Toxicology, 2023, 172, 113557. 1.8 1

29245 Comparative proteomic analysis reveals the different hepatotoxic mechanisms of human hepatocytes
exposed to silver nanoparticles. Journal of Hazardous Materials, 2023, 445, 130599. 6.5 4

29246 Exploration of potential mechanism of Rougan formula against hepatic fibrosis by network analysis
and experimental assessment. Journal of Ethnopharmacology, 2023, 304, 115960. 2.0 2

29247 The methylation inhibitor 3DZNep promotes HDR pathway choice during CRISPR-Cas9 genome editing.
Gene and Genome Editing, 2023, 5, 100023. 1.3 0

29248 Potential therapeutic drug targets and pathways prediction for premature ovarian insufficiency
â€”Based on network pharmacologic method. Journal of Ethnopharmacology, 2023, 304, 116054. 2.0 3

29249 Comparing the Characteristics of Microglia Preparations Generated Using Different Human iPSC-Based
Differentiation Methods to Model Neurodegenerative Diseases. ASN Neuro, 2022, 14, 175909142211451. 1.5 2

29250 The oncogenic JAG1 intracellular domain is a transcriptional cofactor that acts in concert with
DDX17/SMAD3/TGIF2. Cell Reports, 2022, 41, 111626. 2.9 6

29252 Runs of Homozygosity Analysis Reveals Genomic Diversity and Population Structure of an Indigenous
Cattle Breed in Southwest China. Animals, 2022, 12, 3239. 1.0 0

29253 Identification of the Inner Cell Mass and the Trophectoderm Responses after an In Vitro Exposure to
Glucose and Insulin during the Preimplantation Period in the Rabbit Embryo. Cells, 2022, 11, 3766. 1.8 1

29255
Transcriptome Analysis Reveals Modulation of Human Stem Cells from the Apical Papilla by Species
Associated with Dental Root Canal Infection. International Journal of Molecular Sciences, 2022, 23,
14420.

1.8 3

29256 Absence of Wee1 alters global transcriptional response to oxidative stress in
<i>Schizosaccharomyces pombe</i>. FEMS Microbiology Letters, 2022, 369, . 0.7 0

29257 Transcriptome analysis of aphids exposed to glandular trichomes in tomato reveals stress and
starvation related responses. Scientific Reports, 2022, 12, . 1.6 6

29259
Sanguisorba officinalis L. suppresses non-small cell lung cancer via downregulating the
PI3K/AKT/mTOR signaling pathway based on network pharmacology and experimental investigation.
Frontiers in Pharmacology, 0, 13, .

1.6 1

29260 Comprehensive bioinformatics analysis for MEF2 family genes in gastric cancer. Translational Cancer
Research, 2022, 11, 4057-4069. 0.4 0

29261 Blood transcriptome comparison between sexes and their function in 4-week Rhode Island red
chickens. Animal Cells and Systems, 2022, 26, 358-368. 0.8 1

29262 Cross-regulome profiling of RNA polymerases highlights the regulatory role of polymerase III on
mRNA transcription by maintaining local chromatin architecture. Genome Biology, 2022, 23, . 3.8 10

29263 Spatial and temporal regulation of parent-of-origin allelic expression in the endosperm. Plant
Physiology, 2023, 191, 986-1001. 2.3 11

29266
Analysis of the Clinical Efficacy and Molecular Mechanism of Xuefu Zhuyu Decoction in the Treatment
of COPD Based on Meta-Analysis and Network Pharmacology. Computational and Mathematical
Methods in Medicine, 2022, 2022, 1-24.

0.7 3



1421

Citation Report

# Article IF Citations

29270 Quantitative Sequencing Analysis of the Striatal Transcriptome in a Mouse Model of Alzheimer
Disease. International Neurourology Journal, 2022, 26, S117-125. 0.5 3

29271 Bioinformatics Prediction and Machine Learning on Gene Expression Data Identifies Novel Gene
Candidates in Gastric Cancer. Genes, 2022, 13, 2233. 1.0 2

29272 Systematic single-cell pathway analysis to characterize early TÂ cell activation. Cell Reports, 2022, 41,
111697. 2.9 22

29273 Identification of potential microRNA diagnostic panels and uncovering regulatory mechanisms in
breast cancer pathogenesis. Scientific Reports, 2022, 12, . 1.6 11

29274 Carbon nanoparticles induce DNA repair and PARP inhibitor resistance associated with nanozyme
activity in cancer cells. Cancer Nanotechnology, 2022, 13, . 1.9 7

29275
Discovery of the key active compounds in Citri Reticulatae Pericarpium (Citrus reticulata â€œChachiâ€•)
and their therapeutic potential for the treatment of COVID-19 based on comparative metabolomics and
network pharmacology. Frontiers in Pharmacology, 0, 13, .

1.6 3

29276 Integrated analysis of proteome-wide and transcriptome-wide association studies identified novel
genes and chemicals for vertigo. Brain Communications, 2022, 4, . 1.5 0

29277 Spleen-based proteogenomics reveals that <i>Escherichia coli</i> infection induces activation of
phagosome maturation pathway in chicken. Virulence, 2023, 14, . 1.8 2

29278 Reduced secretion of neuronal growth regulator 1 contributes to impaired adipose-neuronal
crosstalk in obesity. Nature Communications, 2022, 13, . 5.8 2

29279 An Intestinal Symbiotic Bacterial Strain of Oscheius chongmingensis Modulates Host Viability at Both
Global and Post-Transcriptional Levels. International Journal of Molecular Sciences, 2022, 23, 14692. 1.8 0

29280 Calreticulin mutations affect its chaperone function and perturb the glycoproteome. Cell Reports,
2022, 41, 111689. 2.9 2

29282 Long noncoding RNA DIO3OS induces glycolytic-dominant metabolic reprogramming to promote
aromatase inhibitor resistance in breast cancer. Nature Communications, 2022, 13, . 5.8 18

29283 ALKBH5 in mouse testicular Sertoli cells regulates Cdh2 mRNA translation to maintain bloodâ€“testis
barrier integrity. Cellular and Molecular Biology Letters, 2022, 27, . 2.7 8

29284 TERRA regulates DNA G-quadruplex formation and ATRX recruitment to chromatin. Nucleic Acids
Research, 2022, 50, 12217-12234. 6.5 7

29285 Extracellular matrix drives tumor organoids toward desmoplastic matrix deposition and
mesenchymal transition. Acta Biomaterialia, 2023, 158, 115-131. 4.1 16

29286 Quantitative proteomic analysis of exosomes from umbilical cord mesenchymal stem cells and rat
bone marrow stem cells. Proteomics, 2023, 23, . 1.3 2

29287 Genomic Analysis of Gastrointestinal Parasite Resistance in Akkaraman Sheep. Genes, 2022, 13, 2177. 1.0 5

29288 Detecting potential mechanism of vitamin D in treating rheumatoid arthritis based on network
pharmacology and molecular docking. Frontiers in Pharmacology, 0, 13, . 1.6 0



1422

Citation Report

# Article IF Citations

29289
Identification of super-enhancer-driven peptidyl arginine deiminases as potential biomarkers and
therapeutic targets for osimertinib-resistant non-small cell lung cancer. Frontiers in Pharmacology,
0, 13, .

1.6 0

29290 Rumen microbiota-host transcriptome interaction mediates the protective effects of trans-10, cis-12
CLA on facilitating weaning transition of lambs. Animal Nutrition, 2023, 12, 345-359. 2.1 4

29291
Integrated analysis of microRNAs, circular RNAs, long non-coding RNAs, and mRNAs revealed
competing endogenous RNA networks involved in brown adipose tissue whitening in rabbits. BMC
Genomics, 2022, 23, .

1.2 2

29292 Loss of NDR1/2 kinases impairs endomembrane trafficking and autophagy leading to
neurodegeneration. Life Science Alliance, 2023, 6, e202201712. 1.3 5

29293 Multi-omics peripheral and core regions of cancer. Npj Systems Biology and Applications, 2022, 8, . 1.4 1

29294 Efficacy of low-dose hCG on FET cycle in patients with recurrent implantation failure. Frontiers in
Endocrinology, 0, 13, . 1.5 1

29295 Epigenetic therapy reprograms M2-type tumor-associated macrophages into an M1-like phenotype by
upregulating miR-7083-5p. Frontiers in Immunology, 0, 13, . 2.2 3

29296 Enhanced activity of Alzheimer disease-associated variant of protein kinase CÎ± drives cognitive decline
in a mouse model. Nature Communications, 2022, 13, . 5.8 9

29297 Efficient Selection of Enhancers and Promoters from MIA PaCa-2 Pancreatic Cancer Cells by
ChIP-lentiMPRA. International Journal of Molecular Sciences, 2022, 23, 15011. 1.8 0

29299 Natural annual transcriptome dynamics of<i>Eucalyptus</i>reveal seasonal adaptation of
tropical/sub-tropical trees. Tree Physiology, 2023, 43, 658-674. 1.4 3

29301 P53 maintains gallid alpha herpesvirus 1 replication by direct regulation of nucleotide metabolism and
ATP synthesis through its target genes. Frontiers in Microbiology, 0, 13, . 1.5 1

29302 The DEAD-box RNA helicase Dhx15 controls glycolysis and arbovirus replication in Aedes aegypti
mosquito cells. PLoS Pathogens, 2022, 18, e1010694. 2.1 1

29303 Divergence of olfactory receptors associated with the evolution of assortative mating and
reproductive isolation in mice. , 0, 2, . 1

29306 Development and Characterization of Bioinspired Lipid Raft Nanovesicles for Therapeutic Applications.
ACS Applied Materials &amp; Interfaces, 2022, 14, 54458-54477. 4.0 5

29307 CEP55 predicts the poor prognosis and promotes tumorigenesis in endometrial cancer by regulating
the Foxo1 signaling. Molecular and Cellular Biochemistry, 2023, 478, 1561-1571. 1.4 4

29308 Integration of genome-scale data identifies candidate sleep regulators. Sleep, 2023, 46, . 0.6 4

29309 Comprehensive analysis of the expression, prognostic significance, and regulation pathway of G2E3 in
breast cancer. World Journal of Surgical Oncology, 2022, 20, . 0.8 1

29310 Proteasome Inhibitors Silence Oncogenes in Multiple Myeloma through Localized Histone Deacetylase
3 Stabilization and Chromatin Condensation. Cancer Research Communications, 2022, 2, 1693-1710. 0.7 2



1423

Citation Report

# Article IF Citations

29311 PGCLCs of human 45,XO reveal pathogenetic pathways of neurocognitive and psychosocial disorders.
Cell and Bioscience, 2022, 12, . 2.1 1

29312 SETD7 Expression Is Associated with Breast Cancer Survival Outcomes for Specific Molecular
Subtypes: A Systematic Analysis of Publicly Available Datasets. Cancers, 2022, 14, 6029. 1.7 2

29313 Transcriptomic changes underlying glucocorticoid-induced suppression of milk production by dairy
cows. Frontiers in Genetics, 0, 13, . 1.1 1

29314 Temporally integrated transcriptome analysis reveals ASFV pathology and host response dynamics.
Frontiers in Immunology, 0, 13, . 2.2 1

29315 Characteristics of piRNAs and their comparative profiling in testes of sheep with different fertility.
Frontiers in Genetics, 0, 13, . 1.1 1

29316 An Approach for Systems-Level Understanding of Prostate Cancer from High-Throughput Data
Integration to Pathway Modeling and Simulation. Cells, 2022, 11, 4121. 1.8 7

29317 Small RNA Targets: Advances in Prediction Tools and High-Throughput Profiling. Biology, 2022, 11, 1798. 1.3 3

29318 CCN4/WISP1 Promotes Migration of Human Primary Osteoarthritic Chondrocytes. Cartilage, 0, ,
194760352211447. 1.4 0

29319 Identification of Potential Biomarkers Using Integrative Approach: A Case Study of ESCC. SN Computer
Science, 2023, 4, . 2.3 0

29320 A strategy can be used to analyze intracellular interaction proteomics of cell-surface receptors.
Amino Acids, 2023, 55, 263-273. 1.2 2

29321 Inflammation promotes synucleinopathy propagation. Experimental and Molecular Medicine, 2022, 54,
2148-2161. 3.2 12

29322 Placental macrophage responses to viral and bacterial ligands and the influence of fetal sex. IScience,
2022, 25, 105653. 1.9 5

29323 Selective extracellular secretion of small double-stranded RNA by Tetragenococcus halophilus.
Functional and Integrative Genomics, 2023, 23, . 1.4 1

29324 Label-Free Quantification from Direct Infusion Shotgun Proteome Analysis (DISPA-LFQ) with CsoDIAq
Software. Analytical Chemistry, 0, , . 3.2 3

29325 In the battle of the disease: aÂ transcriptomic analysis of European foulbrood-diseased larvae of the
Western honey bee (Apis mellifera). BMC Genomics, 2022, 23, . 1.2 0

29326 Banxia baizhu tianma decoction, a Chinese herbal formula, for hypertension: Integrating meta-analysis
and network pharmacology. Frontiers in Pharmacology, 0, 13, . 1.6 5

29327 Characterization of the <i>pars tuberalis</i> and hypothalamus transcriptome in female sheep under
different reproductive stages. Animal Biotechnology, 0, , 1-14. 0.7 0

29328 Insight into Glyproline Peptidesâ€™ Activity through the Modulation of the Inflammatory and
Neurosignaling Genetic Response Following Cerebral Ischemiaâ€“Reperfusion. Genes, 2022, 13, 2380. 1.0 3



1424

Citation Report

# Article IF Citations

29330 Caspase-8 as a novel mediator linking Src kinase signaling to enhanced glioblastoma malignancy. Cell
Death and Differentiation, 2023, 30, 417-428. 5.0 7

29331 Improved Î²-cell function leads to improved glucose tolerance in a transgenic mouse expressing
lipoprotein lipase in adipocytes. Scientific Reports, 2022, 12, . 1.6 0

29332 The potential mechanism of Neu5Gc inducing colorectal cancer based on network pharmacology and
experimental validation. Naunyn-Schmiedeberg's Archives of Pharmacology, 2023, 396, 705-718. 1.4 1

29333 Quantitative proteomic analysis uncovers protein-expression profiles during gonadotropin-dependent
folliculogenesis in mice. Biology of Reproduction, 0, , . 1.2 0

29334
The Expression Pattern of Adhesion G Protein-Coupled Receptor F5 Is Related to Cell Adhesion and
Metastatic Pathways in Colorectal Cancerâ€”Comprehensive Study Based on In Silico Analysis. Cells,
2022, 11, 3876.

1.8 2

29335
Brown-Norway chromosome 1 mitigates the upregulation of pro-inflammatory pathways in mTAL cells
and subsequent age-related CKD in Dahl SS/JrHsdMcwi Rats. American Journal of Physiology - Renal
Physiology, 0, , .

1.3 0

29336 The transcription factor c-Jun inhibits RBM39 to reprogram pre-mRNA splicing during genotoxic
stress. Nucleic Acids Research, 2022, 50, 12768-12789. 6.5 3

29338 Identification of Novel Biomarkers for Response to Preoperative Chemoradiation in Locally Advanced
Rectal Cancer with Genetic Algorithmâ€“Based Gene Selection. Journal of Gastrointestinal Cancer, 0, , . 0.6 0

29339 Proteomic signatures of schizophrenia-sourced iPSC-derived neural cells and brain organoids are
similar to patients' postmortem brains. Cell and Bioscience, 2022, 12, . 2.1 5

29340 Small RNA sequencing and profiling of serum-derived exosomes from African swine fever
virus-infected pigs. Journal of Animal Science, 0, , . 0.2 0

29341 Mild therapeutic hypothermia protects against inflammatory and proapoptotic processes in the rat
model of cochlear implant trauma. Hearing Research, 2023, 428, 108680. 0.9 5

29342 Genomic adaptation of Ethiopian indigenous cattle to high altitude. Frontiers in Genetics, 0, 13, . 1.1 4

29343 Proteogenomic landscape of human pancreatic ductal adenocarcinoma in an Asian population reveals
tumor cell-enriched and immune-rich subtypes. Nature Cancer, 2023, 4, 290-307. 5.7 11

29344 Active DNA demethylation promotes cell fate specification and the DNA damage response. Science,
2022, 378, 983-989. 6.0 39

29345
Rumen Epithelial Development- and Metabolism-Related Genes Regulate Their Micromorphology and
VFAs Mediating Plateau Adaptability at Different Ages in Tibetan Sheep. International Journal of
Molecular Sciences, 2022, 23, 16078.

1.8 3

29347 &lt;i&gt;SCUBE2&lt;/i&gt; as a Marker of Resistance to Taxane-based Neoadjuvant Chemotherapy and a
Potential Therapeutic Target in Breast Cancer. The Journal of Breast Health, 2022, 19, 45-54. 0.4 1

29348 Enhancing Cutaneous Wound Healing Based on Human Induced Neural Stem Cell-derived Exosomes.
International Journal of Nanomedicine, 0, Volume 17, 5991-6006. 3.3 7

29349 De novo transcriptome analysis for exploration of genes responding to salinity in a halophyte New
Zealand spinach (Tetragonia tetragonioides). Plant Biotechnology Reports, 2022, 16, 741-755. 0.9 2



1425

Citation Report

# Article IF Citations

29351 Screening Key Pathogenic Genes and Small Molecule Compounds for PNET. Journal of Pediatric
Hematology/Oncology, 0, Publish Ahead of Print, . 0.3 0

29352 Pan-cancer landscape of AID-related mutations, composite mutations, and their potential role in the
ICI response. Npj Precision Oncology, 2022, 6, . 2.3 2

29353 Disruption of male fertility-critical Dcaf17 dysregulates mouse testis transcriptome. Scientific
Reports, 2022, 12, . 1.6 0

29354 The BRCAness Landscape of Cancer. Cells, 2022, 11, 3877. 1.8 5

29355 Transcriptome and proteome profiling of activated cardiac fibroblasts supports target prioritization
in cardiac fibrosis. Frontiers in Cardiovascular Medicine, 0, 9, . 1.1 3

29356 Dynamic landscape of long noncoding RNAs during leaf aging in Arabidopsis. Frontiers in Plant
Science, 0, 13, . 1.7 5

29357 Spontaneous immortalization of chicken fibroblasts generates stable, high-yield cell lines for
serum-free production of cultured meat. Nature Food, 2023, 4, 35-50. 6.2 33

29359 Expression dynamics of periodic transcripts during cancer cell cycle progression and their
correlation with anticancer drug sensitivity. Military Medical Research, 2022, 9, . 1.9 2

29360
Structure-Based Drug Design and Synthesis of Novel <i>N</i>-Aryl-2,4-bithiazole-2-amine
CYP1B1-Selective Inhibitors in Overcoming Taxol Resistance in A549 Cells. Journal of Medicinal
Chemistry, 2022, 65, 16451-16480.

2.9 4

29361 A tensor decomposition-based integrated analysis applicable to multiple gene expression profiles
without sample matching. Scientific Reports, 2022, 12, . 1.6 2

29363 Construction and analysis of gene co-expression network in the pathogenic fungus Ustilago maydis.
Frontiers in Microbiology, 0, 13, . 1.5 0

29364 Extensive proteome and functional genomic profiling of variability between genetically identical
human B-lymphoblastoid cells. Scientific Data, 2022, 9, . 2.4 0

29365
Potential bioactive compounds and mechanisms of Fibraurea recisa Pierre for the treatment of
Alzheimerâ€™s disease analyzed by network pharmacology and molecular docking prediction. Frontiers
in Aging Neuroscience, 0, 14, .

1.7 4

29366 Impact of Asp/Gluâ€•ADPâ€•ribosylation on proteinâ€•protein interaction and protein function. Proteomics,
2023, 23, . 1.3 3

29367 Add-on Chinese medicine for hospitalized chronic obstructive pulmonary disease (CHOP): A cohort
study of hospital registry. Phytomedicine, 2023, 109, 154586. 2.3 1

29368 p53 regulates expression of nuclear envelope components in cancer cells. Biology Direct, 2022, 17, . 1.9 19

29369 Disrupting the ArcA Regulatory Network Amplifies the Fitness Cost of Tetracycline Resistance in
Escherichia coli. MSystems, 2023, 8, . 1.7 5

29371 Macrophagic AMPKÎ±1 orchestrates regenerative inflammation induced by glucocorticoids. EMBO
Reports, 2023, 24, . 2.0 8



1426

Citation Report

# Article IF Citations

29372 A positive feedback circuit between RN7SK snRNA and m6A readers is essential for tumorigenesis.
Molecular Therapy, 2023, 31, 1615-1635. 3.7 6

29373 BCL-xL inhibition potentiates cancer therapies by redirecting the outcome of p53 activation from
senescence to apoptosis. Cell Reports, 2022, 41, 111826. 2.9 7

29375
Dysregulation in Multiple Transcriptomic Endometrial Pathways Is Associated with Recurrent
Implantation Failure and Recurrent Early Pregnancy Loss. International Journal of Molecular
Sciences, 2022, 23, 16051.

1.8 2

29376 Conservation of Nematocida microsporidia gene expression and host response in Caenorhabditis
nematodes. PLoS ONE, 2022, 17, e0279103. 1.1 7

29377 Classification of Extracellular Vesicles Based on Surface Glycan Structures by Spongy-like Separation
Media. Analytical Chemistry, 2022, 94, 18025-18033. 3.2 8

29378 Organoid modeling of human fetal lung alveolar development reveals mechanisms of cell fate
patterning and neonatal respiratory disease. Cell Stem Cell, 2023, 30, 20-37.e9. 5.2 20

29379 Modeling sex differences in humans using isogenic induced pluripotent stemÂ cells. Stem Cell Reports,
2022, 17, 2732-2744. 2.3 7

29380 A generic parallel framework for inferring large-scale gene regulatory networks from expression
profiles: application to Alzheimerâ€™s disease network. Briefings in Bioinformatics, 2023, 24, . 3.2 1

29381 Polyglutamine-expanded ATXN7 alters a specific epigenetic signature underlying photoreceptor
identity gene expression in SCA7 mouse retinopathy. Journal of Biomedical Science, 2022, 29, . 2.6 1

29382 ADAMTSL3 knock-out mice develop cardiac dysfunction and dilatation with increased TGFÎ² signalling
after pressure overload. Communications Biology, 2022, 5, . 2.0 5

29383 GeneFriends: gene co-expression databases and tools for humans and model organisms. Nucleic Acids
Research, 2023, 51, D145-D158. 6.5 10

29384 A comprehensive review on rhubarb astringent/ laxative actions and the role of aquaporins as hub
genes. Phytochemistry Reviews, 2023, 22, 565-586. 3.1 2

29385 Overexpression of HMGB3 and its prognostic value in breast cancer. Frontiers in Oncology, 0, 12, . 1.3 4

29386 The Alarmone Diadenosine Tetraphosphate as a Cosubstrate for Protein AMPylation. Angewandte
Chemie, 0, , . 1.6 0

29387 Hedgehog signaling regulates Wolffian duct development through the primary cilium. Biology of
Reproduction, 2023, 108, 241-257. 1.2 0

29388 INO80 Is Required for the Cell Cycle Control, Survival, and Differentiation of Mouse ESCs by
Transcriptional Regulation. International Journal of Molecular Sciences, 2022, 23, 15402. 1.8 4

29389 Toward a hypothesisâ€•free understanding of how phosphorylation dynamically impacts protein
turnover. Proteomics, 0, , 2100387. 1.3 3

29390
Correlation of Transcriptomics and FDG-PET SUVmax Indicates Reciprocal Expression of
Stemness-Related Transcription Factor and Neuropeptide Signaling Pathways in Glucose Metabolism of
Ewing Sarcoma. Cancers, 2022, 14, 5999.

1.7 2



1427

Citation Report

# Article IF Citations

29391 Predictive and Prognostic Value of TRIM58 Protein Expression in Patients with Breast Cancer Receiving
Neoadjuvant Chemotherapy. Breast Cancer: Targets and Therapy, 0, Volume 14, 475-487. 1.0 0

29394 Embryonic alcohol exposure disrupts the ubiquitin-proteasome system. JCI Insight, 2022, 7, . 2.3 5

29395 HLA variants have different preferences to present proteins with specific molecular functions which
are complemented in frequent haplotypes. Frontiers in Immunology, 0, 13, . 2.2 6

29396 A genome-wide CRISPR screen identifies CALCOCO2 as a regulator of beta cell function influencing
type 2 diabetes risk. Nature Genetics, 2023, 55, 54-65. 9.4 10

29397 Epigenomeâ€•wide association study of BMI in Black populations from InterGEN and GENOA. Obesity, 2023,
31, 243-255. 1.5 3

29398 Dental implant material related changes in molecular signatures in peri-implantitis â€“ A systematic
review and integrative analysis of omics in-vitro studies. Dental Materials, 2023, 39, 101-113. 1.6 8

29399 Exploring breast cancer exosomes for novel biomarkers of potential diagnostic and prognostic
importance. 3 Biotech, 2023, 13, . 1.1 3

29400 Radiosensitivity is associated with antitumor immunity in estrogen receptor-negative breast cancer.
Breast Cancer Research and Treatment, 2023, 197, 479-488. 1.1 2

29401 Identification of PTPN22 as a potential genetic biomarker for abdominal aortic aneurysm. Frontiers in
Cardiovascular Medicine, 0, 9, . 1.1 2

29402 Histone H3.3 deposition in seed is essential for the post-embryonic developmental competence in
Arabidopsis. Nature Communications, 2022, 13, . 5.8 15

29403 Combined thioredoxin reductase and glutaminase inhibition exerts synergistic anti-tumor activity in
MYC-high high-grade serous ovarian carcinoma. Molecular Therapy, 2023, 31, 729-743. 3.7 8

29404 Binimetinib ameliorates the severity of septic cardiomyopathy by downregulating inflammatory
factors. International Immunopharmacology, 2022, 113, 109454. 1.7 1

29405 Compound K is a potential clinical anticancer agent in prostate cancer by arresting cell cycle.
Phytomedicine, 2023, 109, 154584. 2.3 3

29407 IGF2BP3 is an essential N6-methyladenosine biotarget for suppressing ferroptosis in lung
adenocarcinoma cells. Materials Today Bio, 2022, 17, 100503. 2.6 17

29408 Effect of M2-like macrophages of the injured-kidney cortex on kidney cancer progression. Cell Death
Discovery, 2022, 8, . 2.0 3

29409 Therapeutic Implications of TGF-Î² Pathway in Desmoid Tumor Based on Comprehensive Molecular
Profiling and Clinicopathological Properties. Cancers, 2022, 14, 5975. 1.7 2

29410 Angiogenic adipokine C1q-TNFâ€“related protein 9 ameliorates myocardial infarction via histone
deacetylase 7â€“mediated MEF2 activation. Science Advances, 2022, 8, . 4.7 4

29411 Epiregulin is a dendritic cellâ€“derived EGFR ligand that maintains skin and lung fibrosis. Science
Immunology, 2022, 7, . 5.6 8



1428

Citation Report

# Article IF Citations

29412 <i>In situ</i> digestion of alcohol-fixed cells for quantitative proteomics. Journal of Biochemistry, 0,
, . 0.9 0

29413 GDF15 negatively regulates chemosensitivity via TGFBR2-AKT pathway-dependent metabolism in
esophageal squamous cell carcinoma. Frontiers of Medicine, 2023, 17, 119-131. 1.5 3

29414 Integrated bioinformatics analysis of the transcription factor-mediated gene regulatory networks in
the formation of spermatogonial stem cells. Frontiers in Physiology, 0, 13, . 1.3 2

29417 Tip60-mediated H2A.Z acetylation promotes neuronal fate specification and bivalent gene activation.
Molecular Cell, 2022, 82, 4627-4646.e14. 4.5 11

29418 Dietary intake of fructose increases purine de novo synthesis: A crucial mechanism for hyperuricemia.
Frontiers in Nutrition, 0, 9, . 1.6 7

29419 Epigenetic priming of immune/inflammatory pathways activation and abnormal activity of cell cycle
pathway in a perinatal model of white matter injury. Cell Death and Disease, 2022, 13, . 2.7 2

29420 Stimulation of RAS-dependent ROS signaling extends longevity by modulating a developmental
program of global gene expression. Science Advances, 2022, 8, . 4.7 2

29421 Multimodal Learning for Multi-omics: A Survey. , 2023, 01, . 1

29422 Natural Variation in Diauxic Shift between Patagonian <i>Saccharomyces eubayanus</i> Strains.
MSystems, 2022, 7, . 1.7 2

29423 Transcriptomic profiling reveals sex-specific molecular signatures of adipose endothelial cells under
obesogenic conditions. IScience, 2023, 26, 105811. 1.9 7

29424 Paiteling induces apoptosis of cervical cancer cells by down-regulation of the E6/E7-Pi3k/Akt pathway:
A network pharmacology. Journal of Ethnopharmacology, 2023, 305, 116062. 2.0 3

29425 TCF-1 regulates NKG2D expression on CD8 T cells during anti-tumor responses. Cancer Immunology,
Immunotherapy, 2023, 72, 1581-1601. 2.0 5

29426 Piwil2 (Mili) sustains neurogenesis and prevents cellular senescence in the postnatal hippocampus.
EMBO Reports, 2023, 24, . 2.0 5

29430 Nr6a1 controls Hox expression dynamics and is a master regulator of vertebrate trunk development.
Nature Communications, 2022, 13, . 5.8 7

29431 Exploring the potential anti-Alzheimer disease mechanisms of Alpiniae Oxyphyliae Fructus by network
pharmacology study and molecular docking. Metabolic Brain Disease, 2023, 38, 933-944. 1.4 1

29432 Comparative proteomic analysis of children FSGS FFPE tissues. BMC Pediatrics, 2022, 22, . 0.7 1

29434 Combination bezafibrate and nivolumab treatment of patients with advanced nonâ€“small cell lung
cancer. Science Translational Medicine, 2022, 14, . 5.8 6

29438
Ginsenoside Rk1 Prevents UVB Irradiation-Mediated Oxidative Stress, Inflammatory Response, and
Collagen Degradation <i>via</i> the PI3K/AKT/NF-ÎºB Pathway <i>In Vitro</i> and <i>In Vivo</i>. Journal
of Agricultural and Food Chemistry, 2022, 70, 15804-15817.

2.4 12



1429

Citation Report

# Article IF Citations

29440 ERR2 and ERR3 promote the development of gamma motor neuron functional properties required for
proprioceptive movement control. PLoS Biology, 2022, 20, e3001923. 2.6 1

29441 Identification and Comparative Analysis of the miRNAs in Gonads of High-altitude Species,
Batrachuperus tibetanus. Russian Journal of Bioorganic Chemistry, 0, , . 0.3 0

29442 Fibroblast growth factor-2 bound to specific dermal fibroblast-derived extracellular vesicles is
protected from degradation. Scientific Reports, 2022, 12, . 1.6 3

29443 Par6 Enhances Glioma Invasion by Activating MEK/ERK Pathway Through a LIN28/let-7d Positive Feedback
Loop. Molecular Neurobiology, 0, , . 1.9 0

29444 Evolutionary analysis of endogenous intronic retroviruses in primates reveals an enrichment in
transcription binding sites associated with key regulatory processes. PeerJ, 0, 10, e14431. 0.9 0

29445 Characterization of bovine uterine fluid extracellular vesicles proteomic profiles at follicular and
luteal phases of the oestrous cycle. Veterinary Research Communications, 0, , . 0.6 1

29446 Overexpression of CENPL mRNA potentially regulated by miR-340-3p predicts the prognosis of
pancreatic cancer patients. BMC Cancer, 2022, 22, . 1.1 4

29447 Guidelines for mouse and human DC functional assays. European Journal of Immunology, 2023, 53, . 1.6 1

29448 Identification of prognostic values of the transcription factor-CpG-gene triplets in lung
adenocarcinoma: A narrative review. Medicine (United States), 2022, 101, e32045. 0.4 1

29449 CRISPRi-microfluidics screening enables genome-scale target identification for high-titer protein
production and secretion. Metabolic Engineering, 2023, 75, 192-204. 3.6 12

29450 Integrative stemness characteristics associated with prognosis and the immune microenvironment in
lung adenocarcinoma. BMC Pulmonary Medicine, 2022, 22, . 0.8 1

29451 The mineralocorticoid receptor modulates timing and location of genomic binding by glucocorticoid
receptor in response to synthetic glucocorticoids in keratinocytes. FASEB Journal, 2023, 37, . 0.2 6

29452 The Alarmone Diadenosine Tetraphosphate as a Cosubstrate for Protein AMPylation. Angewandte
Chemie - International Edition, 2023, 62, . 7.2 2

29453 Visual Omics: a web-based platform for omics data analysis and visualization with rich graph-tuning
capabilities. Bioinformatics, 2023, 39, . 1.8 4

29454 Genetic evidence of aberrant striatal synaptic maturation and secretory pathway alteration in a
dystonia mouse model. , 0, 1, . 1

29455 miR194 hypomethylation regulates coronary artery disease pathogenesis. BMC Medical Genomics, 2022,
15, . 0.7 1

29456 RSK1 and RSK2 serine/threonine kinases regulate different transcription programs in cancer. Frontiers
in Cell and Developmental Biology, 0, 10, . 1.8 3

29457
Dnmt1/Tet2-mediated changes in Cmip methylation regulate the development of nonalcoholic fatty
liver disease by controlling the Gbp2-PparÎ³-CD36 axis. Experimental and Molecular Medicine, 2023, 55,
143-157.

3.2 6



1430

Citation Report

# Article IF Citations

29459
Transcriptome analysis reveals the differential inflammatory effects between propofol and
sevoflurane during lung cancer resection: a randomized pilot study. World Journal of Surgical
Oncology, 2023, 21, .

0.8 0

29460 Transcription analyses of differentially expressed mRNAs, lncRNAs, circRNAs, and miRNAs in the
growth plate of rats with glucocorticoid-induced growth retardation. PeerJ, 0, 11, e14603. 0.9 0

29462
Transcriptome Analysis Revealed Osmoregulation Related Regulatory Networks and Hub Genes in the
Gills of Hilsa shad, Tenualosa ilisha, during the Migratory Osmotic Stress. Marine Biotechnology,
2023, 25, 161-173.

1.1 3

29463 Mutations in the transcriptional regulator MeCP2 severely impact key cellular and molecular
signatures of human astrocytes during maturation. Cell Reports, 2023, 42, 111942. 2.9 10

29464 Multi-region sequencing depicts intratumor heterogeneity and clonal evolution in cervical cancer. ,
2023, 40, . 2

29466 Temporal and spatial stability of the EM/PM molecular subtypes in adult diffuse glioma. Frontiers of
Medicine, 2023, 17, 240-262. 1.5 2

29467 Age- and Microbiota-Dependent Cell Stemness Plasticity Revealed by Cattle Cell Landscape. Research,
2023, 6, . 2.8 0

29468 Loading Nanoceria Improves Extracellular Vesicle Membrane Integrity and Therapy to Wounds in Aged
Mice. ACS Biomaterials Science and Engineering, 2023, 9, 732-742. 2.6 2

29470 A developed ant colony algorithm for cancer molecular subtype classification to reveal the
predictive biomarker in the renal cell carcinoma. Biocell, 2023, 47, 555-567. 0.4 0

29471 The hitchhikersâ€™ guide to RNA sequencing and functional analysis. Briefings in Bioinformatics, 2023,
24, . 3.2 8

29472 Pathogenic bacteria modulate pheromone response to promote mating. Nature, 2023, 613, 324-331. 13.7 14

29473 Regulation of macrophage IFNÎ³-stimulated gene expression by the transcriptional coregulator CITED1.
Journal of Cell Science, 2023, 136, . 1.2 2

29474 Eltrombopag increases the hematopoietic supporting ability of mesenchymal stem/stromal cells.
Therapeutic Advances in Hematology, 2022, 13, 204062072211421. 1.1 0

29475 A streamlined tandem tip-based workflow for sensitive nanoscale phosphoproteomics.
Communications Biology, 2023, 6, . 2.0 12

29477 A PREVENTIVE TOOL FOR PREDICTING BLOODSTREAM INFECTIONS IN CHILDREN WITH BURNS. Shock, 2023,
59, 393-399. 1.0 1

29479 Metabolic enzyme UAP1 mediates IRF3 pyrophosphorylation to facilitate innate immune response.
Molecular Cell, 2023, 83, 298-313.e8. 4.5 3

29480 The Nuclear Transporter Importin 13 Can Regulate Stress-Induced Cell Death through the
Clusterin/KU70 Axis. Cells, 2023, 12, 279. 1.8 0

29481 Transcriptomic Analysis of Subtype-Specific Tyrosine Kinases as Triple Negative Breast Cancer
Biomarkers. Cancers, 2023, 15, 403. 1.7 3



1431

Citation Report

# Article IF Citations

29482 Proximity proteomics reveals role of Abelson interactor 1 in the regulation of
<scp>TAK1</scp>/<scp>RIPK1</scp> signaling. Molecular Oncology, 2023, 17, 2356-2379. 2.1 1

29483 Cellular mechanism of action of forsythiaside for the treatment of diabetic kidney disease. Frontiers
in Pharmacology, 0, 13, . 1.6 3

29484 Specificity of the innate immune responses to different classes of non-tuberculous mycobacteria.
Frontiers in Immunology, 0, 13, . 2.2 5

29485 FAT1 expression in T-cell acute lymphoblastic leukemia (T-ALL) modulates proliferation and WNT
signaling. Scientific Reports, 2023, 13, . 1.6 2

29487 In silico design of a promiscuous chimeric multi-epitope vaccine against Mycobacterium tuberculosis.
Computational and Structural Biotechnology Journal, 2023, 21, 991-1004. 1.9 7

29488 Comprehensive analysis of RNA-binding protein SRSF2-dependent alternative splicing signature in
malignant proliferation of colorectal carcinoma. Journal of Biological Chemistry, 2023, 299, 102876. 1.6 3

29489 Single-cell profiling of lncRNAs in human germ cells and molecular analysis reveals transcriptional
regulation of LNC1845 on LHX8. ELife, 0, 12, . 2.8 0

29490 GBCdb: RNA expression landscapes and ncRNAâ€“mRNA interactions in gallbladder carcinoma. BMC
Bioinformatics, 2023, 24, . 1.2 1

29491
Comparative Transcriptome Analysis Reveals Complex Physiological Response and Gene Regulation in
Peanut Roots and Leaves under Manganese Toxicity Stress. International Journal of Molecular
Sciences, 2023, 24, 1161.

1.8 5

29492 Study on the muscle transcriptome of two diverse Indian backyard poultry breeds acclimatized to
different agro-ecological conditions. Molecular Biology Reports, 2023, 50, 2453-2461. 1.0 2

29496 Coordinated histone variant H2A.Z eviction and H3.3 deposition control plant thermomorphogenesis.
New Phytologist, 2023, 238, 750-764. 3.5 14

29497 One-day thermal regime extends the lifespan in Caenorhabditis elegans. Computational and Structural
Biotechnology Journal, 2023, 21, 495-505. 1.9 1

29498 Yupingfeng San exhibits anticancer effect in hepatocellular carcinoma cells via the MAPK pathway
revealed by HTS2 technology. Journal of Ethnopharmacology, 2023, 306, 116134. 2.0 4

29499 PARP inhibitor olaparib induced differential protein expression in cervical cancer cells. Journal of
Proteomics, 2023, , 104823. 1.2 0

29501 Multi-omics analysis revealed the role of CCT2 in the induction of autophagy in Alzheimerâ€™s disease.
Frontiers in Genetics, 0, 13, . 1.1 1

29502 A Network-based Approach for Inferring Thresholds in Co-expression Networks. Studies in
Computational Intelligence, 2023, , 265-276. 0.7 0

29503 The interferon stimulated gene-encoded protein HELZ2 inhibits human LINE-1 retrotransposition and
LINE-1 RNA-mediated type I interferon induction. Nature Communications, 2023, 14, . 5.8 10

29504 Deletion induced splicing in <scp> <i>RIC3</i> </scp> drives nicotinic acetylcholine receptor
regulation with implications for endoplasmic reticulum stress in human astrocytes. Glia, 0, , . 2.5 0



1432

Citation Report

# Article IF Citations

29505 High ambient temperature impacts on flowering time in <i>Brassica napus</i> through both
H2A.Zâ€•dependent and independent mechanisms. Plant, Cell and Environment, 2023, 46, 1427-1441. 2.8 3

29506 Proteomic profiling of IgA nephropathy reveals distinct molecular prognostic subtypes. IScience, 2023,
26, 105961. 1.9 4

29507
An herbal formulation â€œShenshuaifu Granuleâ€• alleviates cisplatin-induced nephrotoxicity by
suppressing inflammation and apoptosis through inhibition of the TLR4/MyD88/NF-ÎºB pathway. Journal
of Ethnopharmacology, 2023, , 116168.

2.0 1

29508 Canalization of Phenotypesâ€”When the Transcriptome is Constantly but Weakly Perturbed. Molecular
Biology and Evolution, 2023, 40, . 3.5 3

29509
The Pseudomonas aeruginosa RpoH (Ïƒ32) Regulon and Its Role in Essential Cellular Functions,
Starvation Survival, and Antibiotic Tolerance. International Journal of Molecular Sciences, 2023, 24,
1513.

1.8 4

29510 Artificial extracellular matrix scaffolds of mobile molecules enhance maturation of human stem
cell-derived neurons. Cell Stem Cell, 2023, 30, 219-238.e14. 5.2 22

29511 Monitoring mitochondrial translation by pulse SILAC. Journal of Biological Chemistry, 2023, 299,
102865. 1.6 5

29512
Identifying the Mechanisms and Molecular Targets of Guchang Zhixie Pills on Ulcerative Colitis:
Coupling Network Pharmacology with GEO Database and experiment verification. Combinatorial
Chemistry and High Throughput Screening, 2023, 26, .

0.6 0

29513 Stem cell plasticity, acetylation of H3K14, and de novo gene activation rely on KAT7. Cell Reports, 2023,
42, 111980. 2.9 3

29514 Axonal plasticity in response to active forces generated through magnetic nano-pulling. Cell Reports,
2023, 42, 111912. 2.9 4

29515 Transcriptomic Signature of the Simulated Microgravity Response in Caenorhabditis elegans and
Comparison to Spaceflight Experiments. Cells, 2023, 12, 270. 1.8 2

29516 Functional role of GATA3 and CDX2 in lineage specification during bovine early embryonic
development. Reproduction, 2023, , . 1.1 1

29517 Downregulation of oxidative stress-mediated glial innate immune response suppresses seizures in a fly
epilepsy model. Cell Reports, 2023, 42, 112004. 2.9 3

29518 MAGNET: A web-based application for gene set enrichment analysis using macrophage data sets. PLoS
ONE, 2023, 18, e0272166. 1.1 0

29519 Distinct effects of <scp>SDC3</scp> and <scp>FGFRL1</scp> on selective neurodegeneration in
<scp>AD</scp> and <scp>PD</scp>. FASEB Journal, 2023, 37, . 0.2 2

29520 Genome-wide mapping of fluoroquinolone-stabilized DNA gyrase cleavage sites displays drug specific
effects that correlate with bacterial persistence. Nucleic Acids Research, 2023, 51, 1208-1228. 6.5 2

29521 Identification of key module and hub genes in pulpitis using weighted gene co-expression network
analysis. BMC Oral Health, 2023, 23, . 0.8 1

29522 Adaptive autophagy reprogramming in Schwann cells during peripheral demyelination. Cellular and
Molecular Life Sciences, 2023, 80, . 2.4 5



1433

Citation Report

# Article IF Citations

29523
Type III Secretion System Repressor RhpR Induces GrlP, a Glycine-Rich Outer Membrane Lipoprotein with
Functions in Regulating the Periplasmic Space and Pleiotropic Responses. Applied and Environmental
Microbiology, 2023, 89, .

1.4 1

29524 The formation of HuR/YB1 complex is required for the stabilization of target mRNA to promote
myogenesis. Nucleic Acids Research, 2023, 51, 1375-1392. 6.5 2

29525 Insights into the toxicities of UV-328, UV-329, UV-P in HepG2 cells and their roles in AHR-mediated
pathway. Ecotoxicology and Environmental Safety, 2023, 250, 114478. 2.9 5

29526 A Systemic and Integrated Analysis of p63-Driven Regulatory Networks in Mouse Oral Squamous Cell
Carcinoma. Cancers, 2023, 15, 446. 1.7 1

29527 Differential gene expression in the contralateral hemisphere of the rat brain after focal ischemia.
Scientific Reports, 2023, 13, . 1.6 6

29528 Protein Kinase C Modulation Determines the Mesoderm/Extraembryonic Fate Under BMP4 Induction
From Human Pluripotent Stem Cells. Stem Cells, 2023, 41, 578-591. 1.4 2

29529 Interferon gamma-related gene signature based on anti-tumor immunity predicts glioma patient
prognosis. Frontiers in Genetics, 0, 13, . 1.1 6

29530 Prediction and analysis of osteoarthritis hub genes with bioinformatics. Annals of Translational
Medicine, 2023, 11, 66-66. 0.7 1

29531 Anti-retroviral treatment with zidovudine alters pyrimidine metabolism, reduces translation, and
extends healthy longevity via ATF-4. Cell Reports, 2023, 42, 111928. 2.9 7

29532 The Fibrotic Effects of LINC00663 in Human Hepatic Stellate LX-2 Cells and in Bile Duct-Ligated
Cholestasis Mice Are Mediated through the Splicing Factor 2-Fibronectin. Cells, 2023, 12, 215. 1.8 1

29533 Bioinformatics and Connectivity Map Analysis Suggest Viral Infection as a Critical Causative Factor of
Hashimotoâ€™s Thyroiditis. International Journal of Molecular Sciences, 2023, 24, 1157. 1.8 4

29534 Retinal Proteome Analysis Reveals a Region-Specific Change in the Rabbit Myopia Model. International
Journal of Molecular Sciences, 2023, 24, 1286. 1.8 1

29535 Peripheral blood transcriptome analysis of patients with ovarian hyperstimulation syndrome through
high-throughput sequencing. Reproductive and Developmental Medicine, 2023, 7, 115-121. 0.2 1

29536 Identification of Novel Pathways Regulated by APE1/Ref-1 in Human Retinal Endothelial Cells.
International Journal of Molecular Sciences, 2023, 24, 1101. 1.8 6

29537 An environmentally relevant concentration of antibiotics impairs the immune system of zebrafish
(Danio rerio) and increases susceptibility to virus infection. Frontiers in Immunology, 0, 13, . 2.2 3

29538 Culture Protocol and Transcriptomic Analysis of Murine SVZ NPCs and OPCs. Stem Cell Reviews and
Reports, 2023, 19, 983-1000. 1.7 2

29539 <scp>CRISPR</scp> â€•induced exon skipping of Î²â€•catenin reveals tumorigenic mutants driving distinct
subtypes of liver cancer. Journal of Pathology, 0, , . 2.1 1

29540 Evaluating Linear Ion Trap for MS3-Based Multiplexed Single-Cell Proteomics. Analytical Chemistry,
2023, 95, 1888-1898. 3.2 7



1434

Citation Report

# Article IF Citations

29541 The AKT1-FOXO4 axis reciprocally regulates hemochorial placentation. Development (Cambridge), 2023,
150, . 1.2 2

29542 Cell type characterization of spatiotemporal gene co-expression modules in Down syndrome brain.
IScience, 2023, 26, 105884. 1.9 3

29543 MiR-182 Is Upregulated in Prostate Cancer and Contributes to Tumor Progression by Targeting MITF.
International Journal of Molecular Sciences, 2023, 24, 1824. 1.8 6

29544
Deciphering the Mechanism of Wogonin, a Natural Flavonoid, on the Proliferation of Pulmonary
Arterial Smooth Muscle Cells by Integrating Network Pharmacology and In Vitro Validation. Current
Issues in Molecular Biology, 2023, 45, 555-570.

1.0 1

29545 Integrated whole transcriptome analysis for the crucial regulators and functional pathways related
to cardiac fibrosis in rats. Mathematical Biosciences and Engineering, 2023, 20, 5413-5429. 1.0 0

29546 TREM2 is associated with tumor immunity and implies poor prognosis in glioma. Frontiers in
Immunology, 0, 13, . 2.2 10

29547 Loss of CRY2 promotes regenerative myogenesis by enhancing PAX7 expression and satellite cell
proliferation. MedComm, 2023, 4, . 3.1 1

29548
Compound Danshen Dripping Pills moderate intestinal flora and the TLR4/MyD88/NF-ÎºB signaling
pathway in alleviating cognitive dysfunction in type 2 diabetic KK-Ay mice. Phytomedicine, 2023, 111,
154656.

2.3 1

29550 Characterization of the innate immune response to Streptococcus pneumoniae infection in zebrafish.
PLoS Genetics, 2023, 19, e1010586. 1.5 0

29551 Matrine restrains the development of colorectal cancer through regulating the
<scp>AGRN</scp>/Wnt/Î²â€•catenin pathway. Environmental Toxicology, 2023, 38, 809-819. 2.1 4

29552 Comprehensive analysis of the prognosis and immune infiltrates for the BET protein family reveals the
significance of BRD4 in glioblastoma multiforme. Frontiers in Cell and Developmental Biology, 0, 11, . 1.8 2

29553 Defining the age-dependent and tissue-specific circadian transcriptome in male mice. Cell Reports, 2023,
42, 111982. 2.9 30

29554 Finding shortest and nearly shortest path nodes in large substantially incomplete networks by
hyperbolic mapping. Nature Communications, 2023, 14, . 5.8 3

29555
Associations between outdoor air pollutants and non-viral asthma exacerbations and airway
inflammatory responses in children and adolescents living in urban areas in the USA: a retrospective
secondary analysis. Lancet Planetary Health, The, 2023, 7, e33-e44.

5.1 18

29556 Genomeâ€•wide reâ€•sequencing data reveals the genetic diversity and population structure of Wenchang
chicken in China. Animal Genetics, 2023, 54, 328-337. 0.6 4

29557 Proteomics Characterization of Clear Cell Renal Cell Carcinoma. Journal of Clinical Medicine, 2023,
12, 384. 1.0 1

29558 Frequent loss of metastatic ability in subclones of <i>Apc</i>, <i>Kras</i>, <i>Tgfbr2</i>, and
<i>Trp53</i> mutant intestinal tumor organoids. Cancer Science, 2023, 114, 1437-1450. 1.7 5

29559
Combination CTLA4Ig and Antiâ€“CD40 Ligand Treatment Modifies T and B Cell Metabolic Profiles and
Promotes B Cell Receptor Remodeling in a Mouse Model of Systemic Lupus Erythematosus. Journal of
Immunology, 0, , .

0.4 0



1435

Citation Report

# Article IF Citations

29560 Mechanistic study of Coriandrum sativum on neuritogenesis and synaptogenesis based on
computationally guided in vitro analyses. Journal of Ethnopharmacology, 2023, 306, 116165. 2.0 3

29562 Plastin 3 rescues cell surface translocation and activation of TrkB in spinal muscular atrophy.
Journal of Cell Biology, 2023, 222, . 2.3 5

29563 Taurine, Coenzyme Q10, and Hydrogen Water Prevents Germanium Dioxide-Induced Mitochondrial
Dysfunction and Associated Sensorineural Hearing Loss in mouse. Hearing Research, 2023, 428, 108678. 0.9 0

29564 Proteomic profile of nuclei containing p62-positive inclusions in a patient with neuronal
intranuclear inclusion disease. Neurobiology of Disease, 2023, 177, 105989. 2.1 0

29565 DNA methylation-mediated phenylpropane and starch metabolism causes male poplars to be more
tolerant to nitrogen deficiency than females. Plant Physiology and Biochemistry, 2023, 195, 144-154. 2.8 0

29566 Tandem mass tag-based thermal proteome profiling for the discovery of drug-protein interactions in
cancer cells. STAR Protocols, 2023, 4, 102012. 0.5 1

29567 MiR-125b and SATB1-AS1 might be shear stress-mediated therapeutic targets. Gene, 2023, 857, 147181. 1.0 3

29568 CSF-1 maintains pathogenic but not homeostatic myeloid cells in the central nervous system during
autoimmune neuroinflammation.. Journal of Immunology, 2022, 208, 60.14-60.14. 0.4 0

29569 Phylogenomic resolution of order- and family-level monocot relationships using 602 single-copy
nuclear genes and 1375 BUSCO genes. Frontiers in Plant Science, 0, 13, . 1.7 10

29570 The transcription factor ATF4 mediates endoplasmic reticulum stress-related podocyte injury and slit
diaphragm defects. Kidney International, 2023, 103, 872-885. 2.6 3

29571 Intrinsic and Extrinsic Transcriptional Profiles That Affect the Clinical Response to PD-1 Inhibitors in
Patients with Nonâ€“Small Cell Lung Cancer. Cancers, 2023, 15, 197. 1.7 1

29572 Image-based crosstalk analysis of cellâ€“cell interactions during sprouting angiogenesis using
blood-vessel-on-a-chip. Stem Cell Research and Therapy, 2022, 13, . 2.4 4

29573
Next-Generation Sequencing in the Assessment of the Transcriptomic Landscape of DNA Damage Repair
Genes in Abdominal Aortic Aneurysm, Chronic Venous Disease and Lower Extremity Artery Disease.
International Journal of Molecular Sciences, 2023, 24, 551.

1.8 0

29574 Transcriptome Profile in the Mouse Brain of Hepatic Encephalopathy and Alzheimerâ€™s Disease.
International Journal of Molecular Sciences, 2023, 24, 675. 1.8 1

29575 mRNA transport, translation, and decay in adult mammalian central nervous system axons. Neuron,
2023, 111, 650-668.e4. 3.8 16

29576 Physiological and transcriptome analyses of the effects of excessive water deficit on malic acid
accumulation in apple. Tree Physiology, 0, , . 1.4 0

29577 Integrating Transcriptomic and ChIP-Seq Reveals Important Regulatory Regions Modulating Gene
Expression in Myometrium during Implantation in Pigs. Biomolecules, 2023, 13, 45. 1.8 1

29578 Network Connectivity Analysis of Coding and Noncoding RNAs in Cancer. , 2022, , . 0



1436

Citation Report

# Article IF Citations

29580 Myostatin Mutation Enhances Bovine Myogenic Differentiation through PI3K/AKT/mTOR Signalling via
Removing DNA Methylation of RACK1. Cells, 2023, 12, 59. 1.8 3

29581 Neurobiological Basis of Aversion-Resistant Ethanol Seeking in C. elegans. Metabolites, 2023, 13, 62. 1.3 1

29582 Performance and Metabolic, Inflammatory, and Oxidative Stress-Related Parameters in Early Lactating
Dairy Cows with High and Low Hepatic FGF21 Expression. Animals, 2023, 13, 131. 1.0 0

29583 An Rna Sequencing Analysis of Glaucoma Genesis in Mice. , 2022, , . 0

29584
Phylotranscriptomic Analyses of Mycoheterotrophic Monocots Show a Continuum of Convergent
Evolutionary Changes in Expressed Nuclear Genes From Three Independent Nonphotosynthetic
Lineages. Genome Biology and Evolution, 2023, 15, .

1.1 5

29586 Genome-wide analysis in the search for candidate genes associated with meat productivity traits in
meat-and-dairy goats. TeoriÃ¢ I Praktika Pererabotki MÃ¢sa, 2022, 7, 288-295. 0.2 0

29587 The autism risk factor CHD8 is a chromatin activator in human neurons and functionally dependent
on the ERK-MAPK pathway effector ELK1. Scientific Reports, 2022, 12, . 1.6 3

29588 Global gene expression analysis reveals complex cuticle organization of the <i>Tribolium</i>
compound eye. Genome Biology and Evolution, 0, , . 1.1 0

29590 Gene Expression Profiling Elucidates Cellular Responses to NCX4040 in Human Ovarian Tumor Cells:
Implications in the Mechanisms of Action of NCX4040. Cancers, 2023, 15, 285. 1.7 3

29591 Analysis of differentially expressed long non-coding RNAs in LPS-induced human HMC3 microglial
cells. BMC Genomics, 2022, 23, . 1.2 1

29592 Ribosomal Stress Couples with the Hypoxia Response in Dec1-Dependent Orthodontic Tooth Movement.
International Journal of Molecular Sciences, 2023, 24, 618. 1.8 2

29593 SESN2 Knockdown Increases Betulinic Acid-Induced Radiosensitivity of Hypoxic Breast Cancer Cells.
Cells, 2023, 12, 177. 1.8 0

29595
Exploring the mechanisms underlying the therapeutic effect of the drug pair Rhubarb-Coptis in
diabetic nephropathy using network pharmacology and molecular docking analysis. Annals of
Translational Medicine, 2022, 10, 1343-1343.

0.7 2

29596 TCMSID: a simplified integrated database for drug discovery from traditional chinese medicine.
Journal of Cheminformatics, 2022, 14, . 2.8 7

29597 Multi-omics profiling visualizes dynamics of cardiac development and functions. Cell Reports, 2022,
41, 111891. 2.9 11

29598 Trophectoderm non-coding RNAs reflect the higher metabolic and more invasive properties of young
maternal age blastocysts. Systems Biology in Reproductive Medicine, 2023, 69, 3-19. 1.0 0

29599 FABP5 Deficiency Impaired Macrophage Inflammation by Regulating AMPK/NF-ÎºB Signaling Pathway.
Journal of Immunology, 2022, 209, 2181-2191. 0.4 14

29600 Behavioral and Proteomic Studies Reveal Methylglyoxal Activate Pathways Associated with
Alzheimerâ€™s Disease. ACS Pharmacology and Translational Science, 2023, 6, 65-75. 2.5 2



1437

Citation Report

# Article IF Citations

29601 De-novo transcriptome assembly and analysis of lettuce plants grown under red, blue or white light.
Scientific Reports, 2022, 12, . 1.6 0

29602 212. Genome-wide evaluation of runs of homozygosity in Indian Sahiwal cattle. , 2022, , . 1

29603 Inhibition of autophagy in microglia and macrophages exacerbates innate immune responses and
worsens brain injury outcomes. Autophagy, 2023, 19, 2026-2044. 4.3 11

29604 Identification of miRNA-mediated gene regulatory networks in L-methionine exposure counteracts
cocaine-conditioned place preference in mice. Frontiers in Genetics, 0, 13, . 1.1 1

29605 Context-dependent DNA methylation signatures in animal livestock. Environmental Epigenetics, 2023, 9,
. 0.9 2

29606
Mesothelioma-associated fibroblasts enhance proliferation and migration of pleural mesothelioma
cells via c-Met/PI3K and WNT signaling but do not protect against cisplatin. Journal of Experimental
and Clinical Cancer Research, 2023, 42, .

3.5 7

29608 Transcriptomic Analysis of Hepatitis B Infected Liver for Prediction of Hepatocellular Carcinoma.
Biology, 2023, 12, 188. 1.3 1

29611 Efficacy and safety of metabolic interventions for the treatment of severe COVID-19: in vitro,
observational, and non-randomized open-label interventional study. ELife, 0, 12, . 2.8 5

29612 Genetic Polymorphism and mRNA Expression Studies Reveal IL6R and LEPR Gene Associations with
Reproductive Traits in Chinese Holsteins. Agriculture (Switzerland), 2023, 13, 321. 1.4 1

29613 A Network-Based Approach for Improving Annotation of Transcription Factor Functions and Binding
Sites in Arabidopsis thaliana. Genes, 2023, 14, 282. 1.0 0

29614 Genome-wide liver transcriptomic profiling of a malaria mouse model reveals disturbed immune and
metabolic responses. Parasites and Vectors, 2023, 16, . 1.0 3

29615 Dual viscosity mixture vehicle for intratympanic steroid treatment modifies the ROS and inflammation
related proteomes. Frontiers in Pharmacology, 0, 14, . 1.6 1

29616 Study on the Mechanism of Astragalus Polysaccharides on Cervical Cancer Based on Network
Pharmacology. Combinatorial Chemistry and High Throughput Screening, 2023, 26, . 0.6 0

29617 Multi-omics analyses of CD276 in pan-cancer reveals its clinical prognostic value in glioblastoma and
other major cancer types. BMC Cancer, 2023, 23, . 1.1 4

29618 Transcriptome RNA Sequencing Reveals That Circular RNAs Are Abundantly Expressed in Embryonic
Breast Muscle of Duck. Veterinary Sciences, 2023, 10, 75. 0.6 6

29619 Inositol pyrophosphate profiling reveals regulatory roles of IP6K2-dependent enhanced IP7 metabolism
in the enteric nervous system. Journal of Biological Chemistry, 2023, 299, 102928. 1.6 4

29620 Selection signatures for local and regional adaptation in Chinese Mongolian horse breeds reveal
candidate genes for hoof health. BMC Genomics, 2023, 24, . 1.2 4

29621
The Potential Mechanism of Zishen Yutai Pills against Threatened Abortion: An Approach Involving
Network Pharmacology and Experimental Evidence. Evidence-based Complementary and Alternative
Medicine, 2023, 2023, 1-16.

0.5 0



1438

Citation Report

# Article IF Citations

29623 Singleâ€•cell <scp>RNA</scp> sequencing: Inhibited Notch2 signalling underlying the increased lens fibre
cells differentiation in high myopia. Cell Proliferation, 2023, 56, . 2.4 0

29625 High-throughput proteomic characterization of seminal plasma from bulls with contrasting semen
quality. 3 Biotech, 2023, 13, . 1.1 3

29626 The <i>Gynandropsis gynandra</i> genome provides insights into whole-genome duplications and the
evolution of C4 photosynthesis in Cleomaceae. Plant Cell, 2023, 35, 1334-1359. 3.1 8

29627
Dysregulation and Epigenetic Reprogramming of NRF2 Signaling Axis Promote Acquisition of Cisplatin
Resistance and Metastasis in Head and Neck Squamous Cell Carcinoma. Clinical Cancer Research, 2023,
29, 1344-1359.

3.2 5

29629 Biomarker prediction in autism spectrum disorder using a network-based approach. BMC Medical
Genomics, 2023, 16, . 0.7 2

29630 Integration of proteomic and metabolomic analyses: New insights for mapping informal workers
exposed to potentially toxic elements. Frontiers in Public Health, 0, 10, . 1.3 1

29632 <i>Bacteroides uniformis</i> and its preferred substrate, Î±-cyclodextrin, enhance endurance exercise
performance in mice and human males. Science Advances, 2023, 9, . 4.7 17

29633 Cell Cycle-Related Gene SPC24: A Novel Potential Diagnostic and Prognostic Biomarker for Laryngeal
Squamous Cell Cancer. BioMed Research International, 2023, 2023, 1-14. 0.9 1

29634 Neoplastic signatures: Comparative proteomics of canine hepatobiliary neuroendocrine tumors to
normal niche tissue. PLoS ONE, 2023, 18, e0280928. 1.1 1

29635 Differential proteomics of Zika virus (ZIKV) infection reveals molecular changes potentially involved
in immune system evasion by a Brazilian strain of ZIKV. Archives of Virology, 2023, 168, . 0.9 1

29636 DNA Double-Strand Break-Related Competitive Endogenous RNA Network of Noncoding RNA in Bovine
Cumulus Cells. Genes, 2023, 14, 290. 1.0 2

29637 Hypolipidemic Effects of Beetroot Juice in SHR-CRP and HHTg Rat Models of Metabolic Syndrome:
Analysis of Hepatic Proteome. Metabolites, 2023, 13, 192. 1.3 0

29638 A TLR7-nanoparticle adjuvant promotes a broad immune response against heterologous strains of
influenza and SARS-CoV-2. Nature Materials, 0, , . 13.3 9

29639 Transcriptomic Profiling and Pathway Analysis of Mesenchymal Stem Cells Following Low Dose-Rate
Radiation Exposure. Antioxidants, 2023, 12, 241. 2.2 3

29640 A Bidirectional Singleâ€•Cell Migration and Retrieval Chip for Quantitative Study of Dendritic Cell
Migration. Advanced Science, 2023, 10, . 5.6 5

29641 Machine learning identifies T cell receptor repertoire signatures associated with COVID-19 severity.
Communications Biology, 2023, 6, . 2.0 7

29642 Extensive accumulation of misfolded protein aggregates during natural aging and senescence.
Frontiers in Aging Neuroscience, 0, 14, . 1.7 8

29643 RIPK1 blocks T cell senescence mediated by RIPK3 and caspase-8. Science Advances, 2023, 9, . 4.7 8



1439

Citation Report

# Article IF Citations

29644 Vanoxerine kills mycobacteria through membrane depolarization and efflux inhibition. Frontiers in
Microbiology, 0, 14, . 1.5 1

29645 FIMICS: A panel of long noncoding RNAs for cardiovascular conditions. Heliyon, 2023, 9, e13087. 1.4 5

29646 Identification of therapeutic targets and prognostic biomarkers among CC chemokines in the
pancreatic adenocarcinoma microenvironment. , 2023, 1, 91-101. 0

29647 YAP1 and WWTR1 expression inversely correlates with neuroendocrine markers in Merkel cell
carcinoma. Journal of Clinical Investigation, 2023, 133, . 3.9 3

29648 An adaptive test based on principal components for detecting multiple phenotype associations using
GWAS summary data. Genetica, 0, , . 0.5 0

29649 Analysis of dog breed diversity using a composite selection index. Scientific Reports, 2023, 13, . 1.6 3

29650 Inhibition of EZH2 Causes Retrotransposon Derepression and Immune Activation in Porcine Lung
Alveolar Macrophages. International Journal of Molecular Sciences, 2023, 24, 2394. 1.8 0

29651 VGLL2-NCOA2 leverages developmental programs for pediatric sarcomagenesis. Cell Reports, 2023, 42,
112013. 2.9 2

29652 Molecular analysis of Brevibacillus brevis as polyethylene biodegradation agents. AIP Conference
Proceedings, 2023, , . 0.3 0

29653 Selective Destabilization of Transcripts by mRNA Decapping Regulates Oocyte Maturation and Innate
Immunity Gene Expression during Ageing in C. elegans. Biology, 2023, 12, 171. 1.3 1

29654
Integrated Microarray-Based Data Analysis of miRNA Expression Profiles: Identification of Novel
Biomarkers of Cisplatin-Resistance in Testicular Germ Cell Tumours. International Journal of
Molecular Sciences, 2023, 24, 2495.

1.8 5

29655 Comparative proteomic analysis identified proteins and the phenylpropanoid biosynthesis pathway
involved in the response to ABA treatment in cotton fiber development. Scientific Reports, 2023, 13, . 1.6 2

29656 miRinGO: Prediction of Biological Processes Indirectly Targeted by Human microRNAs. Non-coding
RNA, 2023, 9, 11. 1.3 1

29657 scm6A-seq reveals single-cell landscapes of the dynamic m6A during oocyte maturation and early
embryonic development. Nature Communications, 2023, 14, . 5.8 21

29659 Enhancer RNA-based modeling of adverse events and objective responses of cancer immunotherapy
reveals associated key enhancers and target genes. Frontiers in Oncology, 0, 12, . 1.3 0

29660 Effects of sustained hyperprolactinemia in late gestation on the mammary parenchymal tissue
transcriptome of gilts. BMC Genomics, 2023, 24, . 1.2 2

29661 Deciphering the lysine acetylation pattern of leptospiral strains by in silico approach. Network
Modeling Analysis in Health Informatics and Bioinformatics, 2023, 12, . 1.2 1

29662 Aqueous microRNA profiling in age-related macular degeneration and polypoidal choroidal
vasculopathy by next-generation sequencing. Scientific Reports, 2023, 13, . 1.6 3



1440

Citation Report

# Article IF Citations

29663 Protein Arginylation Is Regulated during SARS-CoV-2 Infection. Viruses, 2023, 15, 290. 1.5 2

29664 Potential Pharmacological Mechanism of Action Mechanism of Spica prunellae in Treating Thyroid
Nodule. Advances in Clinical Medicine, 2023, 13, 1128-1138. 0.0 0

29665
Farrerol Inhibits Vascular Smooth Muscle Cell Proliferation and Protects Them From Oxidative Injury
via Bidirectional Modulation of the PI3K/Akt/mTOR Signaling Pathway. Natural Product
Communications, 2023, 18, 1934578X2211174.

0.2 0

29666
Selection of p53 pathway in adaptive evolution and reproductive isolation in incipient sympatric
speciation of <i>Drosophila</i> at Evolution Canyon. Biological Journal of the Linnean Society, 2023,
138, 216-228.

0.7 0

29669 Evaluation of Complex Mixture Toxicity in the Milwaukee Estuary (WI, USA) Using Wholeâ€•Mixture and
Componentâ€•Based Evaluation Methods. Environmental Toxicology and Chemistry, 2023, 42, 1229-1256. 2.2 4

29670 Analysis of affinity purification-related proteomic data for studying proteinâ€“protein interaction
networks in cells. Briefings in Bioinformatics, 2023, 24, . 3.2 1

29671 Fourth Report on Chicken Genes and Chromosomes 2022. Cytogenetic and Genome Research, 2022, 162,
405-528. 0.6 12

29672
Uncovering the Oxidative Stress Mechanisms and Targets in Alzheimerâ€™s Disease by Integrating
Phenotypic Screening Data and Polypharmacology Networks. Journal of Alzheimer's Disease, 2023, ,
1-18.

1.2 3

29673 CCN3/NOV promotes metastasis and tumor progression via GPNMB-induced EGFR activation in
triple-negative breast cancer. Cell Death and Disease, 2023, 14, . 2.7 4

29674 Genome-wide identification of murine interferon genes in microglial-mediated neuroinflammation in
Alzheimer's disease. Journal of Neuroimmunology, 2023, 375, 578031. 1.1 1

29675 The impact of spatial correlation on methylation entropy with application to mouse brain methylome.
Epigenetics and Chromatin, 2023, 16, . 1.8 1

29676
Quantitative Proteomics of Human Retinal Pigment Epithelium Reveals Key Regulators for the
Pathogenesis of Age-Related Macular Degeneration. International Journal of Molecular Sciences,
2023, 24, 3252.

1.8 4

29677 Exosomes and ultrasound: The future of theranostic applications. Materials Today Bio, 2023, 19,
100556. 2.6 6

29678 Modeling SILAC Data to Assess Protein Turnover in a Cellular Model of Diabetic Nephropathy.
International Journal of Molecular Sciences, 2023, 24, 2811. 1.8 0

29679
Long noncoding RNAs expression profile of RIP2 knockdown in chicken HD11 macrophages associated
with avian pathogenic E. coli (APEC) infection. Developmental and Comparative Immunology, 2023, 142,
104650.

1.0 1

29680 Network pharmacology research of mechanism of Maxing Shigan Decoction in treating COVIDâ€•19.
Quantitative Biology, 2023, 11, 94-103. 0.3 0

29681 Phosphoproteomic analysis of metformin signaling in colorectal cancer cells elucidates mechanism
of action and potential therapeutic opportunities. Clinical and Translational Medicine, 2023, 13, . 1.7 7

29682 Fetal growth restriction followed by early catch-up growth impairs pancreatic islet morphology in
male rats. Scientific Reports, 2023, 13, . 1.6 0



1441

Citation Report

# Article IF Citations

29683 A Novel Molecular Analysis Approach in Colorectal Cancer Suggests New Treatment Opportunities.
Cancers, 2023, 15, 1104. 1.7 1

29684 Quantitative analysis of highâ€•throughput biological data. Wiley Interdisciplinary Reviews:
Computational Molecular Science, 2023, 13, . 6.2 2

29685 Hepatic Transcriptome Analysis Reveals Genes, Polymorphisms, and Molecules Related to Lamb
Tenderness. Animals, 2023, 13, 674. 1.0 2

29686 Epigenetic and Genetic Population Structure is Coupled in a Marine Invertebrate. Genome Biology and
Evolution, 2023, 15, . 1.1 4

29687 Comprehensive analysis of <i>LILR</i> family genes expression and tumourâ€•infiltrating immune cells in
earlyâ€•stage pancreatic ductal adenocarcinoma. IET Systems Biology, 2023, 17, 39-57. 0.8 5

29688 Transcriptomic analysis provides insight into the mechanism of IKKÎ²-mediated suppression of
HPV18E6-induced cellular abnormalities. G3: Genes, Genomes, Genetics, 2023, 13, . 0.8 0

29690 Hippo signaling and histone methylation control cardiomyocyte cell cycle re-entry through distinct
transcriptional pathways. PLoS ONE, 2023, 18, e0281610. 1.1 3

29692 Alternative polyadenylation alters protein dosage by switching between intronic and 3â€²UTR sites.
Science Advances, 2023, 9, . 4.7 12

29693
RNA sequencing least shrew (Cryptotis parva) brainstem and gut transcripts following
administration of a selective substance P neurokinin NK1 receptor agonist and antagonist expands
genomics resources for emesis research. Frontiers in Genetics, 0, 14, .

1.1 0

29694 Diagnosis of T-cell-mediated kidney rejection by biopsy-based proteomic biomarkers and machine
learning. Frontiers in Immunology, 0, 14, . 2.2 2

29695
Identification of Key MicroRNAs and Genes between Colorectal Adenoma and Colorectal Cancer via
Deep Learning on GEO Databases and Bioinformatics. Contrast Media and Molecular Imaging, 2023,
2023, 1-12.

0.4 1

29696 Rescue of neuropsychiatric phenotypes in a mouse model of 16p11.2 duplication syndrome by genetic
correction of an epilepsy network hub. Nature Communications, 2023, 14, . 5.8 7

29697 Germline VWF/MPRIP and somatoplasm FGA variants synergically confer susceptibility to
non-traumatic osteonecrosis of the femoral head. Scientific Reports, 2023, 13, . 1.6 0

29698 Revealing novel pyroptosis-related therapeutic targets for sepsis based on machine learning. BMC
Medical Genomics, 2023, 16, . 0.7 2

29699 The importance of m<sup>6</sup>A topology in chicken embryo mRNA: a precise mapping of
m<sup>6</sup>A at the conserved chicken Î²-actin zipcode. Rna, 2023, 29, 777-789. 1.6 1

29700 Quantitative proteomic analysis of bronchoalveolar lavage fluids from patients with small cell lung
cancers. Proteomics - Clinical Applications, 2023, 17, . 0.8 3

29701 Hippo pathway and Bonus control developmental cell fate decisions in the Drosophila eye.
Developmental Cell, 2023, 58, 416-434.e12. 3.1 5

29702 Transforming Cold Tumors into Hot Ones with a Metalâ€“Organic Framework-Based Biomimetic
Nanosystem for Enhanced Immunotherapy. ACS Applied Materials &amp; Interfaces, 2023, 15, 17470-17484. 4.0 6



1442

Citation Report

# Article IF Citations

29703 Identification of a novel Immune-Related prognostic model for patients with colorectal cancer based
on 3 subtypes. Immunobiology, 2023, 228, 152352. 0.8 0

29704 Integrated tandem affinity protein purification using the polyhistidine plus extra 4 amino acids (HiP4)
tag system. Proteomics, 2023, 23, . 1.3 1

29705 A cell-type-specific alternative splicing regulator shapes synapse properties in a trans-synaptic manner.
Cell Reports, 2023, 42, 112173. 2.9 7

29706 Genome-Wide Scan of Wool Production Traits in Akkaraman Sheep. Genes, 2023, 14, 713. 1.0 7

29707 Time-Series Expression Profile Analysis of Post-Traumatic Joint Contracture in Rats at the Early Stages
of the Healing Process. Journal of Inflammation Research, 0, Volume 16, 1169-1181. 1.6 0

29708 Network Pharmacology and Molecular Modeling to Elucidate the Potential Mechanism of Neem Oil
against Acne vulgaris. Molecules, 2023, 28, 2849. 1.7 1

29711 Effect of fermented soy beverage in aged female mice model. Food Research International, 2023, 169,
112745. 2.9 2

29712 The MEF2A transcription factor interactome in cardiomyocytes. Cell Death and Disease, 2023, 14, . 2.7 1

29713 Systematic fine-mapping and functional studies of prostate cancer risk variants. IScience, 2023, 26,
106497. 1.9 1

29714 PGC-1s shape epidermal physiology by modulating keratinocyte proliferation and terminal
differentiation. IScience, 2023, 26, 106314. 1.9 3

29715
Protein-protein networks analysis of differentially expressed genes unveils the key phenomenon of
biological process with respect to reproduction in endangered catfish, C. Magur. Gene, 2023, 860,
147235.

1.0 1

29716 Primary papillary epithelial tumor of the sella and posterior pituitary tumor show similar (epi)genetic
features and constitute a single neuro-oncological entity. Neuro-Oncology, 2023, 25, 1487-1497. 0.6 2

29717 Toll-Like Receptor 3 Mediates Aortic Stenosis Through a Conserved Mechanism of Calcification.
Circulation, 2023, 147, 1518-1533. 1.6 5

29718 Key ingredients in Verbena officinalis and determination of their anti-atherosclerotic effect using a
computer-aided drug design approach. Frontiers in Plant Science, 0, 14, . 1.7 0

29719 Role of the Extracytoplasmic Function Sigma Factor SigE in the Stringent Response of Mycobacterium
tuberculosis. Microbiology Spectrum, 2023, 11, . 1.2 4

29720 The Active Fraction of Polyrhachis vicina Roger (AFPR) activates ERK to cause necroptosis in
colorectal cancer. Journal of Ethnopharmacology, 2023, 312, 116454. 2.0 3

29721 Proteostasis networks in aging: novel insights from text-mining approaches. Biogerontology, 2023, 24,
555-562. 2.0 1

29722 RBM47 regulates intestinal injury and tumorigenesis by modifying proliferation, oxidative response,
and inflammatory pathways. JCI Insight, 2023, 8, . 2.3 2



1443

Citation Report

# Article IF Citations

29723 CD95/Fas ligand mRNA is toxic to cells through more than one mechanism. Molecular Biomedicine,
2023, 4, . 1.7 3

29724 Maternal dietÂ alters long-term innate immune cell memory in fetal and juvenile hematopoietic stem and
progenitor cells in nonhuman primate offspring. Cell Reports, 2023, 42, 112393. 2.9 5

29725 A Novel Gemcitabine-Resistant Gallbladder Cancer Model Provides Insights into Molecular Changes
Occurring during Acquired Resistance. International Journal of Molecular Sciences, 2023, 24, 7238. 1.8 2

29726 Impact of tropospheric ozone on root proteomes of two soybean genotypes with contrasting
sensitivity to ozone. Environmental and Experimental Botany, 2023, 208, 105269. 2.0 2

29728 Bioinformatics analysis of potential key ferroptosis-related genes involved in tubulointerstitial
injury in patients with diabetic nephropathy. Renal Failure, 2023, 45, . 0.8 1

29729 Mutation of Arabidopsis SME1 and Sm core assembly improves oxidative stress resilience. Free Radical
Biology and Medicine, 2023, 200, 117-129. 1.3 0

29730 Transcriptomic analysis reveals differential adaptation of colorectal cancer cells to low and acute
doses of cisplatin. Gene, 2023, 864, 147304. 1.0 1

29731 Reprogramming of trunk neural crest to a cranial crest-like identity alters their transcriptome and
developmental potential. Differentiation, 2023, 131, 27-37. 1.0 0

29732 The diverse pancreatic tumor cell-intrinsic response to IFNÎ³ is determined by epigenetic heterogeneity.
Cancer Letters, 2023, 562, 216153. 3.2 1

29733 Ontogenesis of the molecular response to sleep loss. Neurobiology of Sleep and Circadian Rhythms,
2023, 14, 100092. 1.4 3

29734 Nanoplastics induce epigenetic signatures of transgenerational impairments associated with
reproduction in copepods under ocean acidification. Journal of Hazardous Materials, 2023, 449, 131037. 6.5 12

29735 Rat bronchoalveolar lavage proteome changes following e-cigarette aerosol exposures. American
Journal of Physiology - Lung Cellular and Molecular Physiology, 2023, 324, L571-L583. 1.3 2

29736 Whole genome sequencing identified candidate genes related to litter size of Qinghai fine wool sheep
under artificial selection. Small Ruminant Research, 2023, 223, 106969. 0.6 0

29737 Extracellular vesicle microRNA and protein cargo profiling in three clinical-grade stem cell products
reveals key functional pathways. Molecular Therapy - Nucleic Acids, 2023, 32, 80-93. 2.3 9

29738 Porcine oocytes matured in a chemically defined medium are transcriptionally active. Theriogenology,
2023, 203, 89-98. 0.9 4

29739 Network pharmacology, a promising approach to reveal the pharmacology mechanism of Chinese
medicine formula. Journal of Ethnopharmacology, 2023, 309, 116306. 2.0 89

29740 A novel survival prediction signature outperforms PAM50 and artificial intelligence-based
feature-selection methods. Computational Biology and Chemistry, 2023, 104, 107845. 1.1 0

29741 The effects of amyloid beta aggregation on neuronal transcription. IBRO Neuroscience Reports, 2023,
14, 375-379. 0.7 1



1444

Citation Report

# Article IF Citations

29742 The potential role of plasma miR-4301 in PM2.5 exposure-associated lung function reduction.
Environmental Pollution, 2023, 327, 121506. 3.7 0

29743 MiR34 contributes to spinal muscular atrophy and AAV9-mediated delivery of MiR34a ameliorates the
motor deficits in SMA mice. Molecular Therapy - Nucleic Acids, 2023, 32, 144-160. 2.3 1

29744 Transcriptomic analysis of albendazole resistance in human diarrheal parasite Giardia duodenalis.
International Journal for Parasitology: Drugs and Drug Resistance, 2023, 22, 9-19. 1.4 1

29745
Exploring the effective components and potential mechanisms of Zukamu granules against acute upper
respiratory tract infections by UHPLC-Q-Exactive Orbitrap-MS and network pharmacology analysis.
Arabian Journal of Chemistry, 2023, 16, 104875.

2.3 1

29746 Mycobacterium smegmatis secreting methionine sulfoxide reductase A (MsrA) modulates cellular
processes in mouse macrophages. Biochimie, 2023, 211, 1-15. 1.3 0

29747 Characterization of p38Î± Signaling Networks in Cancer Cells Using Quantitative Proteomics and
Phosphoproteomics. Molecular and Cellular Proteomics, 2023, 22, 100527. 2.5 2

29748 Circular RNA Expression Profiling by Microarrayâ€”A Technical and Practical Perspective.
Biomolecules, 2023, 13, 679. 1.8 3

29749 DiDang decoction improves mitochondrial function and lipid metabolism via the HIF-1 signaling
pathway to treat atherosclerosis and hyperlipidemia. Journal of Ethnopharmacology, 2023, 308, 116289. 2.0 9

29751 RNA profile of immunoâ€•magnetically enriched lung cancer associated exosomes isolated from clinical
samples. Cancer Genetics, 2023, 274-275, 59-71. 0.2 0

29752 Transcriptional analysis reveals induction of systemic resistance in tomato treated with Chlorella
microalgae. Algal Research, 2023, 72, 103106. 2.4 2

29753 An integrated multi-level analysis reveals learning-memory deficits and synaptic dysfunction in the rat
model exposure to austere environment. Journal of Proteomics, 2023, 279, 104887. 1.2 1

29757 Investigation of the keratinocyte transcriptome altered in high-glucose environment: An in-vitro
model system for precision medicine. Journal of Dermatological Science, 2023, 109, 37-46. 1.0 3

29758 Scleraxis-lineage cells are required for tendon homeostasis and their depletion induces an
accelerated extracellular matrix aging phenotype. ELife, 0, 12, . 2.8 3

29759 Low HER2 expression in normal breast epithelium enables dedifferentiation and malignant
transformation via chromatin opening. DMM Disease Models and Mechanisms, 2023, 16, . 1.2 5

29760 Pharmacological inhibition of MEK1/2 signaling disrupts bile acid metabolism through loss of Shp and
enhanced Cyp7a1 expression. Biomedicine and Pharmacotherapy, 2023, 159, 114270. 2.5 0

29762 Molecular phenotyping of single pancreatic islet leader beta cells by â€œFlash-Seqâ€•. Life Sciences, 2023,
316, 121436. 2.0 10

29764 Alpha lipoic acid treatment in late middle age improves cognitive function: Proteomic analysis of the
protective mechanisms in the hippocampus. Neuroscience Letters, 2023, 798, 137098. 1.0 0

29765 CPEB1-dependent disruption of the mRNA translation program in oocytes during maternal aging.
Nature Communications, 2023, 14, . 5.8 2



1445

Citation Report

# Article IF Citations

29766 Massively parallel knock-in engineering of human T cells. Nature Biotechnology, 2023, 41, 1239-1255. 9.4 11

29767 Establishment of a schizophrenia classifier based on peripheral blood signatures and investigation of
pathogenic miRNA-mRNA regulation. Journal of Psychiatric Research, 2023, 159, 172-184. 1.5 1

29768 Hepatic phosphatidylcholine catabolism driven by PNPLA7 and PNPLA8 supplies endogenous choline to
replenish the methionine cycle with methyl groups. Cell Reports, 2023, 42, 111940. 2.9 9

29769
MAPKAPK2-centric transcriptome profiling reveals its major role in governing molecular crosstalk of
IGFBP2, MUC4, and PRKAR2B during HNSCC pathogenesis. Computational and Structural Biotechnology
Journal, 2023, 21, 1292-1311.

1.9 1

29770 RHOA Therapeutic Targeting in Hematological Cancers. Cells, 2023, 12, 433. 1.8 7

29771 Glycoproteomic Analysis of Urinary Extracellular Vesicles for Biomarkers of Hepatocellular
Carcinoma. Molecules, 2023, 28, 1293. 1.7 7

29772 Systematic analysis of the oncogenic role of FAM83D across cancers based on data mining. Cell Cycle,
2023, 22, 1005-1019. 1.3 1

29773 GPS2-mediated regulation of the adipocyte secretome modulates adipose tissue remodeling at the
onset of diet-induced obesity. Molecular Metabolism, 2023, 69, 101682. 3.0 3

29774 Neutrophil S100A9 supports M2 macrophage niche formation in granulomas. IScience, 2023, 26, 106081. 1.9 2

29775
Hub Genes and Immune Cell Infiltration in Hypoxia-Induced Pulmonary Hypertension: Bioinformatics
Analysis and In Vivo Validation. Combinatorial Chemistry and High Throughput Screening, 2023, 26,
2085-2097.

0.6 0

29776 Exome-wide analysis identify multiple variations in olfactory receptor genes (OR12D2 and OR5V1)
associated with autism spectrum disorder in Saudi females. Frontiers in Medicine, 0, 10, . 1.2 2

29777 Multimerin 1 aids in the progression of ovarian cancer possibly via modulation of DNA damage
response and repair pathways. Molecular and Cellular Biochemistry, 0, , . 1.4 1

29778 Integrated Proteomic and Metabolomic Analyses Show Differential Effects of Glucose Availability in
Marine <i>Synechococcus</i> and <i>Prochlorococcus</i>. Microbiology Spectrum, 2023, 11, . 1.2 2

29779 Mechanism of circular RNA-mediated regulation of L-DOPA to improve wet age-related macular
degeneration. Gene, 2023, 861, 147247. 1.0 2

29780 Dosage differences in 12-OXOPHYTODIENOATE REDUCTASE genes modulate wheat root growth. Nature
Communications, 2023, 14, . 5.8 8

29781 Predicting phenotypes of beef eating quality traits. Frontiers in Genetics, 0, 14, . 1.1 1

29782 SUMO Proteomics Analyses Identify Protein Inhibitor of Activated STAT-Mediated Regulatory Networks
Involved in Cell Cycle and Cell Proliferation. Journal of Proteome Research, 2023, 22, 812-825. 1.8 5

29783 Transcriptomic analysis reveals the immune response of human microglia to a soy protein and
collagen hybrid bioscaffold. Heliyon, 2023, 9, e13352. 1.4 1



1446

Citation Report

# Article IF Citations

29784 The Legacy of Infectious Disease Exposure on the Genomic Diversity of Indigenous Southern Mexicans.
Genome Biology and Evolution, 2023, 15, . 1.1 0

29785 Pan-cancer chemoresistance-associated genes, affected pathways and potential therapeutic targets. ,
2023, 35, 201151. 0

29789
Regulatory Mechanism between Ferritin and Mitochondrial Reactive Oxygen Species in Spinal
Ligament-Derived Cells from Ossification of Posterior Longitudinal Ligament Patient. International
Journal of Molecular Sciences, 2023, 24, 2872.

1.8 1

29790 Epigenetic signals that direct cell typeâ€“specific interferon beta response in mouse cells. Life Science
Alliance, 2023, 6, e202201823. 1.3 5

29791 Leukocyte Immunoglobulin-like Receptor A5 Deletion Aggravates the Pathogenesis of Pseudomonas
aeruginosa Keratitis by Promoting Proinflammatory Cytokines. Cornea, 2023, 42, 607-614. 0.9 1

29792 Panaxadiol targeting IL2 inducible T cell kinase promotes T cell immunity in radiotherapy. Anti-Cancer
Drugs, 0, Publish Ahead of Print, . 0.7 0

29793 Circadian gene expression in mouse renal proximal tubule. American Journal of Physiology - Renal
Physiology, 2023, 324, F301-F314. 1.3 1

29794 Identifying potential pharmacological targets and molecular pathways of Meliae cortex for COVID-19
therapy. Frontiers in Immunology, 0, 14, . 2.2 2

29796 Global gene expression analysis of the turkey hen hypothalamo-pituitary-gonadal axis during the
preovulatory hormonal surge. Poultry Science, 2023, 102, 102547. 1.5 1

29799 Potential clinical use of azacitidine and MEK inhibitor combination therapy in PTPN11-mutated juvenile
myelomonocytic leukemia. Molecular Therapy, 2023, 31, 986-1001. 3.7 3

29800
Identification of Prognostic Markers of DNA Damage and Oxidative Stress in Diagnosing Papillary
Renal Cell Carcinoma Based on High-Throughput Bioinformatics Screening. Journal of Oncology, 2023,
2023, 1-13.

0.6 0

29801 Characterization of Extracellular Vesicle-Coupled miRNA Profiles in Seminal Plasma of Boars with
Divergent Semen Quality Status. International Journal of Molecular Sciences, 2023, 24, 3194. 1.8 4

29802 Network pharmacology, molecular docking, and experimental verification reveal the mechanism of
San-Huang decoction in treating acute kidney injury. Frontiers in Pharmacology, 0, 14, . 1.6 1

29803 Assessment of copy number variants in three Brazilian locally adapted cattle breeds using
wholeâ€•genome reâ€•sequencing data. Animal Genetics, 2023, 54, 254-270. 0.6 4

29804 Regulation of immunological tolerance by the p53-inhibitor iASPP. Cell Death and Disease, 2023, 14, . 2.7 3

29805 Discovering novel clues of natural selection on four worldwide goat breeds. Scientific Reports,
2023, 13, . 1.6 2

29806 Neuronal extracellular vesicles and associated microRNAs induce circuit connectivity downstream
BDNF. Cell Reports, 2023, 42, 112063. 2.9 16

29807 Text mining and quantitative evaluation of Chinaâ€™s green consumption policies based on green
consumption objects. Environment, Development and Sustainability, 2024, 26, 6601-6622. 2.7 1



1447

Citation Report

# Article IF Citations

29808
Construction of a threeâ€•component regulatory network of transcribed ultraconserved regions for
the identification of prognostic biomarkers in gastric cancer. Journal of Cellular Biochemistry, 2023,
124, 396-408.

1.2 3

29809 iPSC-Derived Pancreatic Progenitors Lacking FOXA2 Reveal Alterations in miRNA Expression Targeting
Key Pancreatic Genes. Stem Cell Reviews and Reports, 0, , . 1.7 2

29810 CXCR3 predicts the prognosis of endometrial adenocarcinoma. BMC Medical Genomics, 2023, 16, . 0.7 0

29811 Drug Repurposing and Systems Biology approaches of Enzastaurin can target potential biomarkers and
critical pathways in Colorectal Cancer. Computers in Biology and Medicine, 2023, 155, 106630. 3.9 4

29812 Macrophages promote anti-androgen resistance in prostate cancer bone disease. Journal of
Experimental Medicine, 2023, 220, . 4.2 12

29813 Proximity Labeling to Identify Î²-Arrestin1 Binding Partners Downstream of Ligand-Activated G
Protein-Coupled Receptors. International Journal of Molecular Sciences, 2023, 24, 3285. 1.8 2

29814 Machineâ€•learning methods applied to integrated transcriptomic data from bovine blastocysts and
elongating conceptuses to identify genes predictive of embryonic competence. FASEB Journal, 2023, 37, . 0.2 8

29815 Fasudil alleviates the vascular endothelial dysfunction and several phenotypes of Fabry disease.
Molecular Therapy, 2023, 31, 1002-1016. 3.7 2

29816
Analysis of miR-203a-3p/SOCS3-mediated induction of M2 macrophage polarization to promote diabetic
wound healing based on epidermal stem cell-derived exosomes. Diabetes Research and Clinical
Practice, 2023, 197, 110573.

1.1 4

29817 Role of Senescence-Resumed Proliferation in Keloid Pathogenesis. Future Pharmacology, 2023, 3,
198-212. 0.6 1

29818
Efficacy evaluation and potential pharmacological mechanism of tanreqing injection in the treatment
of COPD combined with respiratory failure based on meta-analysis and network pharmacology.
Heliyon, 2023, 9, e13513.

1.4 1

29819 Microarray transcriptome datasets of maternal-zygotic DNA methyltransferase 3aaâˆ’/âˆ’ zebrafish
during early developmental stages. Data in Brief, 2023, 47, 108967. 0.5 0

29820
Androgen receptor, a possible anti-infective therapy target and a potent immune respondent in
SARS-CoV-2 spike binding: a computational approach. Expert Review of Anti-Infective Therapy, 2023, 21,
317-327.

2.0 4

29821 515. Selection signatures analyses revealed genes associated with adaptation in selected goat breeds in
Kenya. , 2022, , . 0

29822 512. The application of mixed linear models for the estimation of functional effects on bovine stature
based on SNP summary. , 2022, , . 0

29823 Mechanism of anti-hyperuricemia of isobavachin based on network pharmacology and molecular
docking. Computers in Biology and Medicine, 2023, 155, 106637. 3.9 2

29825
The Effects of Graded Levels of Calorie Restriction: XIX. Impact of Graded Calorie Restriction on
Protein Expression in theÂ Liver. Journals of Gerontology - Series A Biological Sciences and Medical
Sciences, 2023, 78, 1125-1134.

1.7 3

29826 ERdj5 protects goblet cells from endoplasmic reticulum stress-mediated apoptosis under
inflammatory conditions. Experimental and Molecular Medicine, 2023, 55, 401-412. 3.2 3



1448

Citation Report

# Article IF Citations

29827 Epigenome alterations in food allergy: A systematic review of candidate gene and
<scp>epigenomeâ€•wide</scp> association studies. Clinical and Experimental Allergy, 2023, 53, 259-275. 1.4 4

29828 miRâ€•26aâ€•5p alleviates CFAâ€•induced chronic inflammatory hyperalgesia through Wnt5a/CaMKII/NFAT
signaling in mice. CNS Neuroscience and Therapeutics, 2023, 29, 1254-1271. 1.9 7

29829 microRNA regulation of skin pigmentation in golden-back mutant of crucian carp from a rice-fish
integrated farming system. BMC Genomics, 2023, 24, . 1.2 2

29830 Signature of miRNAs derived from the circulating exosomes of patients with amyotrophic lateral
sclerosis. Frontiers in Aging Neuroscience, 0, 15, . 1.7 5

29831 Bioinformatics Analysis Reveals a Shared Pathway for Common Forms of Adult Nephrotic Syndrome.
Kidney360, 2023, Publish Ahead of Print, . 0.9 0

29832
Comparative analysis of the cardiomyocyte differentiation potential of induced pluripotent stem cells
reprogrammed from human atrial or ventricular fibroblasts. Frontiers in Bioengineering and
Biotechnology, 0, 11, .

2.0 1

29833
Combination treatment of T1-44, a PRMT5 inhibitor with Vactosertib, an inhibitor of TGF-Î² signaling,
inhibits invasion and prolongs survival in a mouse model of pancreatic tumors. Cell Death and
Disease, 2023, 14, .

2.7 7

29834 Landscape of Well-Coordinated Fracture Healing in a Mouse Model Using Molecular and Cellular
Analysis. International Journal of Molecular Sciences, 2023, 24, 3569. 1.8 2

29835 Differential methylation in CD44 and SEC23A is associated with time preference in older individuals.
Economics and Human Biology, 2023, 49, 101233. 0.7 0

29836 Comprehensive analysis of NT5DC family prognostic and immune significance in breast cancer.
Medicine (United States), 2023, 102, e32927. 0.4 2

29838 KDM8 epigenetically controls cardiac metabolism to prevent initiation of dilated cardiomyopathy. ,
2023, 2, 174-191. 3

29839 BRD9 Degradation Disrupts Ribosome Biogenesis in Multiple Myeloma. Clinical Cancer Research, 2023,
29, 1807-1821. 3.2 6

29840 Characterization of a Distinct State in the Continuum of Pluripotency Facilitated by Inhibition of PKCÎ¶
in Mouse Embryonic Stem Cells. Stem Cell Reviews and Reports, 2023, 19, 1098-1115. 1.7 2

29841 Positive allosteric GABAA receptor modulation counteracts lipotoxicity-induced gene expression
changes in hepatocytes in vitro. Frontiers in Physiology, 0, 14, . 1.3 0

29842 A novel isolation method for spontaneously released extracellular vesicles from brain tissue and its
implications for stress-driven brain pathology. Cell Communication and Signaling, 2023, 21, . 2.7 8

29843 Histone remodeling reflects conserved mechanismsÂ of bovine and human preimplantationÂ development.
EMBO Reports, 2023, 24, . 2.0 7

29844 Origins, timing and introgression of domestic geese revealed by whole genome data. Journal of Animal
Science and Biotechnology, 2023, 14, . 2.1 6

29845 Expanded Potential Stem Cells from Human Embryos Have an Open Chromatin Configuration with
Enhanced Trophoblast Differentiation Ability. Advanced Science, 2023, 10, . 5.6 1



1449

Citation Report

# Article IF Citations

29846 Suppression of innate and acquired immunity in severe hand foot and mouth disease caused by EV71
infections in children. Clinical Immunology, 2023, 248, 109260. 1.4 0

29847 Nitric oxide suppression by secreted frizzled-related protein 2 drives retinoblastoma. Cell Reports,
2023, 42, 112103. 2.9 1

29849 Exosome-derived Small RNAs in mouse Sertoli cells inhibit spermatogonial apoptosis. Theriogenology,
2023, 200, 155-167. 0.9 4

29850 Revealing Corynebacterium glutamicum proteoforms through top-down proteomics. Scientific
Reports, 2023, 13, . 1.6 1

29851 The Ixodes ricinus salivary gland proteome during feeding and B. Afzelii infection: New avenues for an
anti-tick vaccine. Vaccine, 2023, 41, 1951-1960. 1.7 1

29854 PPICT: an integrated deep neural network for predicting inter-protein PTM cross-talk. Briefings in
Bioinformatics, 2023, 24, . 3.2 1

29855 The mechanism of <i>Pseudomonas aeruginosa</i> outer membrane vesicle biogenesis determines their
protein composition. Proteomics, 2023, 23, . 1.3 6

29858
Pre-Diabetes-Linked miRNA miR-193b-3p Targets PPARGC1A, Disrupts Metabolic Gene Expression Profile
and Increases Lipid Accumulation in Hepatocytes: Relevance for MAFLD. International Journal of
Molecular Sciences, 2023, 24, 3875.

1.8 2

29859 Interactive gene identification for cancer subtyping based on multi-omics clustering. Methods, 2023,
211, 61-67. 1.9 2

29861 De novo human brain enhancers created by single-nucleotide mutations. Science Advances, 2023, 9, . 4.7 6

29862
Mechanical Ventilation-Related High Stretch Mainly Induces Endoplasmic Reticulum Stress and Thus
Mediates Inflammation Response in Cultured Human Primary Airway Smooth Muscle Cells.
International Journal of Molecular Sciences, 2023, 24, 3811.

1.8 4

29863 Loss of mammalian glutaminase orthologs impairs sperm function in Caenorhabditis elegans. IScience,
2023, 26, 106206. 1.9 1

29867 Quantitative phosphoproteome analysis reveals differential whey phosphoproteins of bovine milk
during lactation. International Journal of Biological Macromolecules, 2023, 234, 123681. 3.6 4

29868 Transcriptomic Effects on the Mouse Heart Following 30 Days on the International Space Station.
Biomolecules, 2023, 13, 371. 1.8 3

29869 Characterization of Histone Modifications in Late-Stage Rotator Cuff Tendinopathy. Genes, 2023, 14,
496. 1.0 1

29870 Genomic structural variation: A complex but important driver of human evolution. American Journal
of Biological Anthropology, 2023, 181, 118-144. 0.6 3

29871 Capturing the multifaceted function of adipose tissue macrophages. Frontiers in Immunology, 0, 14, . 2.2 2

29872
The urinary proteome infers dysregulation of mitochondrial, lysosomal, and protein reabsorption
processes in chronic kidney disease of unknown etiology (CKDu). American Journal of Physiology -
Renal Physiology, 2023, 324, F387-F403.

1.3 5



1450

Citation Report

# Article IF Citations

29874 Biological insights from multi-omics analysis strategies: Complex pleotropic effects associated with
autophagy. Frontiers in Plant Science, 0, 14, . 1.7 0

29875 Transcriptome profiling reveals a global response in harmful dinoflagellate Karlodinium veneficum
to naturally-occurring bacterial algicides. Frontiers in Marine Science, 0, 10, . 1.2 1

29877 Distinct genome-wide DNA methylation and gene expression signatures in classical monocytes from
African American patients with systemic sclerosis. Clinical Epigenetics, 2023, 15, . 1.8 3

29878 Role of epigenetics in the clinical evolution of COVID-19 disease. Epigenome-wide association study
identifies markers of severe outcome. European Journal of Medical Research, 2023, 28, . 0.9 3

29879
Whole blood transcriptome analysis in dairy calves experimentally challenged with bovine
herpesvirus 1 (BoHV-1) and comparison to a bovine respiratory syncytial virus (BRSV) challenge.
Frontiers in Genetics, 0, 14, .

1.1 2

29880 Early postnatal defects in neurogenesis in the 3xTg mouse model of Alzheimerâ€™s disease. Cell Death
and Disease, 2023, 14, . 2.7 3

29881 Plasma proteome dynamics of COVID-19 severity learnt by a graph convolutional network of
multi-scale topology. Life Science Alliance, 2023, 6, e202201624. 1.3 0

29882 Application of ionizing radiation as an elicitor to enhance the growth and metabolic activities in
Chlamydomonas reinhardtii. Frontiers in Plant Science, 0, 14, . 1.7 0

29883 Transcriptional Response of Multi-Stress-Tolerant Saccharomyces cerevisiae to Sequential Stresses.
Fermentation, 2023, 9, 195. 1.4 2

29884 Interleukin-27-dependent transcriptome signatures during neonatal sepsis. Frontiers in Immunology, 0,
14, . 2.2 2

29885 Chemical hazard of robotic hull in-water cleaning discharge on coastal embryonic fish.
Ecotoxicology and Environmental Safety, 2023, 253, 114653. 2.9 3

29886 Therapeutic Effect of Costunolide in Autoimmune Hepatitis: Network Pharmacology and Experimental
Validation. Pharmaceuticals, 2023, 16, 316. 1.7 2

29887
Genetic compensation response could exist in colorectal cancer: UPF3A upregulates the oncogenic
homologue gene SRSF3 expression corresponding to SRSF6 to promote colorectal cancer metastasis.
Journal of Gastroenterology and Hepatology (Australia), 2023, 38, 634-647.

1.4 1

29888 Dapagliflozin alleviates myocardial ischemia/reperfusion injury by reducing ferroptosis via MAPK
signaling inhibition. Frontiers in Pharmacology, 0, 14, . 1.6 13

29889 Impaired neurogenesis and neural progenitor fate choice in a human stem cell model of SETBP1
disorder. Molecular Autism, 2023, 14, . 2.6 6

29890
Combining Selective Enrichment and a Boosting Approach to Globally and Site-Specifically
Characterize Protein Co-translational <i>O</i>-GlcNAcylation. Analytical Chemistry, 2023, 95,
4371-4380.

3.2 4

29891 Identification and characterization of microRNAs, especially gga-miR-181b-5p, in chicken macrophages
associated with avian pathogenic <i>E. coli</i> infection. Avian Pathology, 2023, 52, 185-198. 0.8 0

29892 Chronic Cerebral Hypoperfusion-Induced Disturbed Proteostasis of Mitochondria and MAM Is
Reflected in the CSF of Rats by Proteomic Analysis. Molecular Neurobiology, 2023, 60, 3158-3174. 1.9 1



1451

Citation Report

# Article IF Citations

29893 Enlarged fins of Tibetan catfish provide new evidence of adaptation to high plateau. Science China Life
Sciences, 2023, 66, 1554-1568. 2.3 2

29894 Methylation of nonessential genes in cutaneous melanoma â€“ Rule Out hypothesis. Melanoma Research,
2023, 33, 163-172. 0.6 0

29896 Single-cell profiling reveals MÃ¼ller glia coordinate retinal intercellular communication during
light/dark adaptation via thyroid hormone signaling. Protein and Cell, 2023, 14, 603-617. 4.8 2

29897 Short-chain fatty acids improve inflamm-aging and acute lung injury in old mice. American Journal of
Physiology - Lung Cellular and Molecular Physiology, 2023, 324, L480-L492. 1.3 4

29898 Disruption of dayâ€•toâ€•night changes in circadian gene expression with chronic tendinopathy. Journal of
Physiology, 0, , . 1.3 4

29900 Genes critical for development and differentiation of dopaminergic neurons are downregulated in
Parkinsonâ€™s disease. Journal of Neural Transmission, 2023, 130, 495-512. 1.4 4

29901 Competing Endogenous RNA Regulatory Networks of hsa_circ_0126672 in Pathophysiology of
Coronary Heart Disease. Genes, 2023, 14, 550. 1.0 3

29902 Interleukin-3 protects against viral pneumonia in sepsis by enhancing plasmacytoid dendritic cell
recruitment into the lungs and T cell priming. Frontiers in Immunology, 0, 14, . 2.2 2

29903 A comprehensive pan-cancer analysis reveals cancer-associated robust isomiR expression landscapes in
miRNA arm switching. Molecular Genetics and Genomics, 0, , . 1.0 0

29904 Genetic polymorphisms in immune- and inflammation-associated genes and their association with
bovine mastitis resistance/susceptibility. Frontiers in Immunology, 0, 14, . 2.2 6

29905
Molecular mechanisms investigation for liver metastasis of colorectal cancer by combined
bioinformatic gene expression profile analysis. Cancer Treatment and Research Communications, 2023,
35, 100694.

0.7 0

29906 Induction of primordial germ cell-like cells from common marmoset embryonic stem cells by
inhibition of WNT and retinoic acid signaling. Scientific Reports, 2023, 13, . 1.6 4

29907 Transient hyperthermia during ex vivo lung perfusion has no protective effect in rat model.
Transplant Immunology, 2023, 77, 101800. 0.6 0

29910 Multitrait genome-wide analyses identify new susceptibility loci and candidate drugs to primary
sclerosing cholangitis. Nature Communications, 2023, 14, . 5.8 10

29911 A Circular RNA Expressed from the FAT3 Locus Regulates Neural Development. Molecular
Neurobiology, 2023, 60, 3239-3260. 1.9 1

29912 Differential expression of interferon-induced protein with tetratricopeptide repeats 3 (IFIT3) in
Alzheimer's disease and HIV-1 associated neurocognitive disorders. Scientific Reports, 2023, 13, . 1.6 2

29913 Development and Verification of a Prognostic Stemness-Related Gene Signature in Triple-Negative
Breast Cancer. Journal of Oncology, 2023, 2023, 1-13. 0.6 0

29914 Persulfidation protects from oxidative stress under nonphotorespiratory conditions in Arabidopsis.
New Phytologist, 2023, 238, 1431-1445. 3.5 5



1452

Citation Report

# Article IF Citations

29916 A window of opportunity trial evaluating intratumoral injection of CopaxoneÂ® in patients with
percutaneously accessible tumors. Translational Medicine Communications, 2023, 8, . 0.5 0

29917 MicroRNA miRâ€•252â€•5p regulates the Notch signaling pathway by targeting <i>Rab6</i> in
<i>Drosophila</i> wing development. Insect Science, 2023, 30, 1431-1444. 1.5 1

29918 Deconvolution of clinical variance in CAR-T cell pharmacology and response. Nature Biotechnology,
2023, 41, 1606-1617. 9.4 9

29919 Identification and validation of metabolism-related hub genes in idiopathic pulmonary fibrosis.
Frontiers in Genetics, 0, 14, . 1.1 0

29920 Genetic Risk Assessment of Nonsyndromic Cleft Lip with or without Cleft Palate by Linking Genetic
Networks and Deep Learning Models. International Journal of Molecular Sciences, 2023, 24, 4557. 1.8 0

29921 Foxm1 regulates cardiomyocyte proliferation in adult zebrafish after cardiac injury. Development
(Cambridge), 2023, 150, . 1.2 6

29922 The Proteomes of Oral Cells Change during Co-Cultivation with Aggregatibacter
actinomycetemcomitans and Eikenella corrodens. Biomedicines, 2023, 11, 700. 1.4 1

29923
Wholeâ€•genome reâ€•sequencing provides key genomic insights in farmed Arctic charr ( <i>Salvelinus) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 467 Td (alpinus</i> ) populations of anadromous and landlocked origin from Scandinavia. Evolutionary

Applications, 0, , .
1.5 0

29924 Analysis of proteomesâ€”I. , 2023, , 111-138. 0

29925 A parasitic fungus employs mutated eIF4A to survive on rocaglate-synthesizing Aglaia plants. ELife, 0,
12, . 2.8 6

29926 Effect of spaceflight on the phenotype and proteome of <i>Escherichia coli</i>. Open Life Sciences,
2023, 18, . 0.6 1

29927 Non-muscle myosins control radial glial basal endfeet to mediate interneuron organization. PLoS
Biology, 2023, 21, e3001926. 2.6 4

29928 Identification of key target genes and pathway analysis in nonalcoholic fatty liver disease via
integrated bioinformatics analysis. Balkan Journal of Medical Genetics, 2023, 25, 25-34. 0.5 1

29929 Integrator complex subunit 15 controls mRNA splicing and is critical for eye development. Human
Molecular Genetics, 2023, 32, 2032-2045. 1.4 3

29930 Building Bridges from Genome to Physiology Using Machine Learning and <i>Drosophila</i>
Experimental Evolution. Physiological and Biochemical Zoology, 2023, 96, 192-205. 0.6 0

29931
Effect of replacement of soybean oil by Hermetia illucens fat on performance, digestibility, cecal
microbiome, liver transcriptome and liver and plasma lipidomes of broilers. Journal of Animal Science
and Biotechnology, 2023, 14, .

2.1 5

29932 Phenotypic and transcriptional characterization of oligodendrocyte precursor cells in a 3D culture.
Biomaterials Science, 2023, 11, 2860-2869. 2.6 0

29933 A population of stem cells with strong regenerative potential discovered in deer antlers. Science,
2023, 379, 840-847. 6.0 28



1453

Citation Report

# Article IF Citations

29934 The hub genes and their potential regulatory mechanisms in chronic spontaneous urticaria revealed
by integrated transcriptional expression analysis. Experimental Dermatology, 0, , . 1.4 1

29936 Intergenerational Inheritance of Hepatic Steatosis in a Mouse Model of Childhood Obesity: Potential
Involvement of Germ-Line microRNAs. Nutrients, 2023, 15, 1241. 1.7 0

29938 Network Pharmacologyâ€•Based Approach for Investigating the Role of <i>Xanthii Fructus</i> in
Treatment of Allergic Rhinitis. Chemistry and Biodiversity, 2023, 20, . 1.0 1

29939 A subset of highly responsive transcription factors upon tomato infection by pepino mosaic virus.
Plant Biology, 2023, 25, 529-540. 1.8 1

29940
Molecular characterization of circadian gene expression and its correlation with survival
percentage in colorectal cancer patients. Advances in Protein Chemistry and Structural Biology, 2023,
, .

1.0 0

29941
Discovery of a traditional Chinese herbal combination for the treatment of atopic dermatitis:
saposhnikoviae radix, astragali radix and cnidium monnieri. Archives of Dermatological Research,
2023, 315, 1953-1970.

1.1 1

29942 Identification of circular RNAs of Cannabis sativa L. potentially involved in the biosynthesis of
cannabinoids. Planta, 2023, 257, . 1.6 0

29943 Nanoparticle stereochemistry-dependent endocytic processing improves in vivo mRNA delivery. Nature
Chemistry, 2023, 15, 508-515. 6.6 16

29944 A clustering linear combination method for multiple phenotype association studies based on GWAS
summary statistics. Scientific Reports, 2023, 13, . 1.6 0

29945 Crosstalk between m6A mRNAs and m6A circRNAs and the time-specific biogenesis of m6A circRNAs
after OGD/R in primary neurons. Epigenetics, 2023, 18, . 1.3 0

29946 A noncanonical response to replication stress protects genome stability through ROS production, in
an adaptive manner. Cell Death and Differentiation, 2023, 30, 1349-1365. 5.0 5

29947 Hypoxia-inducible factor-1Î±-mediated SERPINE-1 expression in ischemic urinary bladder. Molecular and
Cellular Toxicology, 2023, 19, 403-414. 0.8 0

29948 Epigenome-wide association study in Chinese monozygotic twins identifies DNA methylation loci
associated with blood pressure. Clinical Epigenetics, 2023, 15, . 1.8 4

29949 Analysis of transcriptome expression profiling data in oral leukoplakia and early and lateâ€‘stage oral
squamous cell carcinoma. Oncology Letters, 2023, 25, . 0.8 1

29950 Identification of fibrocyte cluster in tumors reveals the role in antitumor immunity by PD-L1 blockade.
Cell Reports, 2023, 42, 112162. 2.9 8

29951 Exploring the Prognostic Features of Hepatocellular Carcinoma via Text Mining and Data Analysis.
Molecular Biology, 2023, 57, 530-543. 0.4 0

29952 Serum miRNA modulations indicate changes in retinal morphology. Frontiers in Molecular
Neuroscience, 0, 16, . 1.4 0

29954 Transcriptomic profile comparison of monocytes from rheumatoid arthritis patients in treatment
with methotrexate, anti-TNFa, abatacept or tocilizumab. PLoS ONE, 2023, 18, e0282564. 1.1 2



1454

Citation Report

# Article IF Citations

29955 Identification of Selection Signatures and Loci Associated with Important Economic Traits in Yunan
Black and Huainan Pigs. Genes, 2023, 14, 655. 1.0 1

29956
Apatinib Inhibits Bladder Cancer through Suppression of The VEGFR2-PI3K-AKT Signaling Pathway as
revealed by Network Pharmacology and In Vitro Experimental Verification. Combinatorial Chemistry
and High Throughput Screening, 2023, 26, .

0.6 0

29957 Transcriptome responses of intestinal epithelial cells induced by membrane vesicles of Listeria.
Current Research in Microbial Sciences, 2023, 4, 100185. 1.4 2

29958 Banzhilian formula alleviates psoriasis-like lesions via the LCN2/MMP-9 axis based on transcriptome
analysis. Frontiers in Pharmacology, 0, 14, . 1.6 0

29959 Estrogen Mediates the Sexual Dimorphism of GT1b-Induced Central Pain Sensitization. Cells, 2023, 12,
808. 1.8 2

29961 Alterations in the Proteome of Developing Neocortical Synaptosomes in the Absence of MET Signaling
Revealed by Comparative Proteomics. Developmental Neuroscience, 2023, 45, 126-138. 1.0 1

29962 Genome-wide significant risk loci for mood disorders in the Old Order Amish founder population.
Molecular Psychiatry, 0, , . 4.1 3

29963
Differentially expressed discriminative genes and significant meta-hub genes based key genes
identification for hepatocellular carcinoma using statistical machine learning. Scientific Reports,
2023, 13, .

1.6 4

29964 Therapeutic Prospects of Nitric Oxide as an Anti-teratogen. , 2023, , 411-424. 0

29966 Quantitative Proteomics of Nervous System Regeneration: From Sample Preparation to Functional
Data Analyses. Methods in Molecular Biology, 2023, , 343-366. 0.4 0

29968 Driver Mutations Dictate the Immunologic Landscape and Response to Checkpoint Immunotherapy of
Glioblastoma. Cancer Immunology Research, 2023, 11, 629-645. 1.6 5

29969 Exploring the components and mechanism of Solanum nigrum L. for colon cancer treatment based on
network pharmacology and molecular docking. Frontiers in Oncology, 0, 13, . 1.3 2

29971 Arsenite Exposure to Human RPCs (HRTPT) Produces a Reversible Epithelial Mesenchymal Transition
(EMT): In-Vitro and In-Silico Study. International Journal of Molecular Sciences, 2023, 24, 5092. 1.8 0

29974 LONG HYPOCOTYL IN FAR-RED 1 mediates a trade-off between growth and defence under shade in
Arabidopsis. Journal of Experimental Botany, 2023, 74, 3560-3578. 2.4 2

29975 Novel Data Science Methodologies for Essential Genes Identification Based on Network Analysis.
Studies in Computational Intelligence, 2023, , 117-145. 0.7 0

29976 Mediator Subunit Med15 Regulates Cell Morphology and Mating in Candida lusitaniae. Journal of Fungi
(Basel, Switzerland), 2023, 9, 333. 1.5 1

29977 Cottonseed hydrolysate supplementation alters metabolic and proteomics responses in Chinese
hamster ovary cell cultures. Biotechnology Journal, 0, , . 1.8 3

29980 Use of a gene expression signature to identify trimetazidine for repurposing to treat bipolar
depression. Bipolar Disorders, 2023, 25, 661-670. 1.1 3



1455

Citation Report

# Article IF Citations

29981 Nuclear receptor Nr5a2 promotes diverse connective tissue fates in the jaw. Developmental Cell, 2023,
58, 461-473.e7. 3.1 1

29982 LIM1 contributes to the malignant potential of endometrial cancer. Frontiers in Oncology, 0, 13, . 1.3 1

29983 Single-step genome-wide association analyses of claw horn lesions in Holstein cattle using linear and
threshold models. Genetics Selection Evolution, 2023, 55, . 1.2 2

29984 Network Pharmacology Prediction and Experimental Verification for Anti-Ferroptosis of Edaravone
After Experimental Intracerebral Hemorrhage. Molecular Neurobiology, 0, , . 1.9 1

29986
Predicting Key Genes and Therapeutic Molecular Modelling to Explain the Association between
Porphyromonas gingivalis (P. gingivalis) and Alzheimerâ€™s Disease (AD). International Journal of
Molecular Sciences, 2023, 24, 5432.

1.8 2

29987 Methylation of histone H3 lysine 4 is required for maintenance of beta cell function in adult mice.
Diabetologia, 2023, 66, 1097-1115. 2.9 5

29988 Quantitative proteomic landscape of unstable atherosclerosis identifies molecular signatures and
therapeutic targets for plaque stabilization. Communications Biology, 2023, 6, . 2.0 1

29989 Breast milk microRNAs: Potential players in oral tolerance development. Frontiers in Immunology, 0,
14, . 2.2 8

29990 Intratumor microbiota as a novel potential prognostic indicator in mesothelioma. Frontiers in
Immunology, 0, 14, . 2.2 1

29993 The dietary sweetener sucralose is a negative modulator of T cell-mediated responses. Nature, 2023,
615, 705-711. 13.7 24

29995 Comprehensive characterization of B7 family members in NSCLC and identification of its regulatory
network. Scientific Reports, 2023, 13, . 1.6 0

29997 Induction of fetal meiotic oocytes from embryonic stem cells in cynomolgus monkeys. EMBO Journal,
2023, 42, . 3.5 7

29998
Using a whole genome coâ€•expression network to inform the functional characterisation of predicted
genomic elements from <i>Mycobacterium tuberculosis</i> transcriptomic data. Molecular
Microbiology, 2023, 119, 381-400.

1.2 1

29999 Asparagine starvation suppresses histone demethylation through iron depletion. IScience, 2023, 26,
106425. 1.9 1

30000 PI3KÎ± Translocation Mediates Nuclear PtdIns(3,4,5)P3 Effector Signaling in Colorectal Cancer.
Molecular and Cellular Proteomics, 2023, 22, 100529. 2.5 2

30001 In silico analysis to identify miR-1271-5p/PLCB4 (phospholipase C Beta 4) axis mediated oxaliplatin
resistance in metastatic colorectal cancer. Scientific Reports, 2023, 13, . 1.6 1

30003 RNA-Seq reveals that overexpression of TcUBP1 switches the gene expression pattern toward that of
the infective form of Trypanosoma cruzi. Journal of Biological Chemistry, 2023, 299, 104623. 1.6 4

30004 Shared miRNA landscapes of COVID-19 and neurodegeneration confirm neuroinflammation as an
important overlapping feature. Frontiers in Molecular Neuroscience, 0, 16, . 1.4 2



1456

Citation Report

# Article IF Citations

30005 Integrin Î²3-Mediated Cell Senescence Associates with Gut Inflammation and Intestinal Degeneration in
Models of Alzheimerâ€™s Disease. International Journal of Molecular Sciences, 2023, 24, 5697. 1.8 3

30006
Prognostic value of COL10A1 and its correlation with tumor-infiltrating immune cells in urothelial
bladder cancer: A comprehensive study based on bioinformatics and clinical analysis validation.
Frontiers in Immunology, 0, 14, .

2.2 2

30008 Alterated gene expression in dilated cardiomyopathy after left ventricular assist device support by
bioinformatics analysis. Frontiers in Cardiovascular Medicine, 0, 10, . 1.1 1

30009 Review: Diving into the cow hologenome to reduce methane emissions and increase sustainability.
Animal, 2023, 17, 100780. 1.3 3

30010
Phenotypic Heterogeneity Analysis of APC-Mutant Colon Cancer by Proteomics and
Phosphoproteomics Identifies RAI14 as a Key Prognostic Determinant in East Asians and Westerners.
Molecular and Cellular Proteomics, 2023, 22, 100532.

2.5 7

30012 Identification of new potential downstream transcriptional targets of the strigolactone pathway
including glucosinolate biosynthesis. Plant Direct, 2023, 7, . 0.8 6

30013 Salivary annexin <scp>A1</scp>: A candidate biomarker for periodontitis. Journal of Clinical
Periodontology, 2023, 50, 942-951. 2.3 1

30014 Molecular Mechanisms for the Carnosine-Induced Activation of Muscleâ€“Brain Interaction. Nutrients,
2023, 15, 1479. 1.7 2

30015 Dipyridamole enhances the anti-cancer ability of aspirin against colorectal cancer by inducing
apoptosis in an unfolded protein response-dependent manner. Cellular Oncology (Dordrecht), 0, , . 2.1 0

30016 Gene augmentation for autosomal dominant retinitis pigmentosa using rhodopsin genomic loci
nanoparticles in the P23H+/âˆ’ knock-in murine model. Gene Therapy, 2023, 30, 628-640. 2.3 1

30017 Proteomic Analysis Reveals Changes in Tight Junctions in the Small Intestinal Epithelium of Mice Fed a
High-Fat Diet. Nutrients, 2023, 15, 1473. 1.7 0

30018 Effect of Ultraviolet Radiation and Benzo[a]pyrene Co-Exposure on Skin Biology: Autophagy as a
Potential Target. International Journal of Molecular Sciences, 2023, 24, 5863. 1.8 1

30019 Integrative comparative analysis of avian chromosome evolution by in-silico mapping of the gene
ontology of homologous synteny blocks and evolutionary breakpoint regions. Genetica, 0, , . 0.5 0

30020 The Molecular Mechanism of the TEAD1 Gene and miR-410-5p Affect Embryonic Skeletal Muscle
Development: A miRNA-Mediated ceRNA Network Analysis. Cells, 2023, 12, 943. 1.8 2

30022 Longevity-Associated Transcription Factor <i>ATF7</i> Promotes Healthspan by Suppressing Cellular
Senescence and Systematic Inflammation. , 2022, . 1

30023 Bioinformatics-based investigation on the genetic influence between SARS-CoV-2 infections and
idiopathic pulmonary fibrosis (IPF) diseases, and drug repurposing. Scientific Reports, 2023, 13, . 1.6 4

30024 Downregulation of lncRNA <i>SNHG1</i> in hypoxia and stem cells is associated with poor disease
prognosis in gliomas. Cell Cycle, 2023, 22, 1135-1153. 1.3 0

30025 Growth rate-associated transcriptome reorganization in response to genomic, environmental, and
evolutionary interruptions. Frontiers in Microbiology, 0, 14, . 1.5 3



1457

Citation Report

# Article IF Citations

30026 Large Maf transcription factor family is a major regulator of fast type IIb myofiber determination. Cell
Reports, 2023, 42, 112289. 2.9 3

30027
Ingestion of taxifolin-rich foods affects brain activity, mental fatigue, and the whole blood
transcriptome in healthy young adults: a randomized, double-blind, placebo-controlled, crossover
study. Food and Function, 2023, 14, 3600-3612.

2.1 2

30028 Capture RIC-seq reveals positional rules of PTBP1-associated RNA loops in splicing regulation.
Molecular Cell, 2023, 83, 1311-1327.e7. 4.5 11

30029 Proteomic characterisation of polyethylene terephthalate and monomer degradation by Ideonella
sakaiensis. Journal of Proteomics, 2023, 279, 104888. 1.2 1

30030 SERPINE1 and its co-expressed genes are associated with the progression of clear cell renal cell
carcinoma. BMC Urology, 2023, 23, . 0.6 3

30031 Aging disrupts MANF-mediated immune modulation during skeletal muscle regeneration. Nature Aging,
2023, 3, 585-599. 5.3 7

30032 Transcriptome Discovery of Genes in the Three Phases of Autophagy That Are Upregulated During
Atrial Fibrillation. Circulation Reports, 2023, 5, 114-122. 0.4 1

30036 Integrated analysis of multiple transcriptomic data identifies ST8SIA6â€‘AS1 and LINC01093 as potential
biomarkers in HBVâ€‘associated liver cancer. Oncology Letters, 2023, 25, . 0.8 0

30037 Multi-Targeted Prediction of the Antiviral Effect of &lt;i&gt;Momordica charantia&lt;/i&gt; extract
based on Network Pharmacology. Journal of Natural Remedies, 0, , 169-183. 0.1 0

30038 Ginsenoside Rk3 is a novel PI3K/AKT-targeting therapeutics agent that regulates autophagy and
apoptosis in hepatocellular carcinoma. Journal of Pharmaceutical Analysis, 2023, 13, 463-482. 2.4 7

30039 Discovery of aphid-transmitted Rice tiller inhibition virus from native plants through metagenomic
sequencing. PLoS Pathogens, 2023, 19, e1011238. 2.1 0

30041 Identification of Genomic Signatures in Bullmastiff Dogs Using Composite Selection Signals Analysis
of 23 Purebred Clades. Animals, 2023, 13, 1149. 1.0 1

30042
Comparative Study of Transcriptome Profile and Immune-related Genes Network Associated with
Intestinal Epithelial Tissue based on Microarray Data in Poultry with Coccidiosis. Research on Animal
Production, 2022, 13, 154-162.

0.2 0

30043 Neurodevelopmental trajectories, polygenic risk, and lipometabolism in vulnerability and resilience to
schizophrenia. BMC Psychiatry, 2023, 23, . 1.1 0

30044 Genome-wide identification of Kanamycin B binding RNA in Escherichia coli. BMC Genomics, 2023, 24, . 1.2 1

30045 CAR links hypoxia signaling to improved survival after myocardial infarction. Experimental and
Molecular Medicine, 2023, 55, 643-652. 3.2 0

30046 Dynamics of histone acetylation during human early embryogenesis. Cell Discovery, 2023, 9, . 3.1 11

30047 Chronic activation of Toll-like receptor 2 induces an ichthyotic skin phenotype. British Journal of
Dermatology, 0, , . 1.4 3



1458

Citation Report

# Article IF Citations

30048 Integrative genomics analysis highlights functionally relevant genes for equine behaviour. Animal
Genetics, 2023, 54, 457-469. 0.6 2

30049 Small RNA sequencing identified miR-3180 as a potential prognostic biomarker for Chinese
hepatocellular carcinoma patients. Frontiers in Genetics, 0, 14, . 1.1 0

30050
Construction and analysis of circular RNA-associated competing endogenous RNA network in the
hippocampus of aged mice for the occurrence of postoperative cognitive dysfunction. Frontiers in
Aging Neuroscience, 0, 15, .

1.7 1

30051 A single-copy knockin translating ribosome immunoprecipitation toolkit for tissue-specific profiling
of actively translated mRNAs in C. elegans. Cell Reports Methods, 2023, 3, 100433. 1.4 0

30052 Enrichment and nLC-MS/MS Analysis of Head and Neck Cancer Mucinome Glycoproteins. Journal of
Proteome Research, 2023, 22, 1231-1244. 1.8 0

30053 Genome-wide identification of RNA modification-related single nucleotide polymorphisms associated
with rheumatoid arthritis. BMC Genomics, 2023, 24, . 1.2 7

30054 Homozygosity region analysis using commercial single nucleotide polymorphism markers in Japanese
Black cattle population. Journal of Animal Genetics, 2023, 51, 3-10. 0.5 0

30055 Loss of the Maternal Effect Gene Nlrp2 Alters the Transcriptome of Ovulated Mouse Oocytes and
Impacts Expression of Histone Demethylase KDM1B. Reproductive Sciences, 0, , . 1.1 1

30056
Single Nucleotide Polymorphism rs9277336 Controls the Nuclear Alpha Actinin 4â€•Human Leukocyte
Antigenâ€•DPA1 Axis and Pulmonary Endothelial Pathophenotypes in Pulmonary Arterial Hypertension.
Journal of the American Heart Association, 2023, 12, .

1.6 1

30057 Functional Annotation Routines Used by ABRF Bioinformatics Core Facilities - Observations,
Comparisons, and Considerations. Journal of Biomolecular Techniques, 2023, 34, 3fc1f5fe.0b74b9db. 0.8 0

30058 Low expression of SLC34A1 is associated with poor prognosis in clear cell renal cell carcinoma. BMC
Urology, 2023, 23, . 0.6 0

30059
The Zinc-BED Transcription Factor Bedwarfed Promotes Proportional Dendritic Growth and
Branching through Transcriptional and Translational Regulation in Drosophila. International
Journal of Molecular Sciences, 2023, 24, 6344.

1.8 0

30060 An ancient testis-specific IQ motif-containing H gene regulates specific transcript isoform expression
during spermatogenesis. Development (Cambridge), 2023, 150, . 1.2 1

30061 Identification of transcription factors related to diabetic tubulointerstitial injury. Journal of
Translational Medicine, 2023, 21, . 1.8 4

30062 Exploration and analysis of differentially expressed genes in Epsteinâ€“Barr virus negative and positive
plasmablastic lymphoma. Clinical and Translational Oncology, 2023, 25, 2884-2891. 1.2 1

30064 Molecular targets of metformin against ovarian cancer based on network pharmacology. Chemical
Biology and Drug Design, 0, , . 1.5 0

30066 Hyaluronic acid microparticles for effective spheroid culture and transplantation in liver tissue.
Chemical Engineering Journal, 2023, 464, 142666. 6.6 1

30069 SARS-CoV-2 Variants Show Different Host Cell Proteome Profiles With Delayed Immune Response
Activation in Omicron-Infected Cells. Molecular and Cellular Proteomics, 2023, 22, 100537. 2.5 2



1459

Citation Report

# Article IF Citations

30070 The EN-TEx resource of multi-tissue personal epigenomesÂ &amp; variant-impact models. Cell, 2023, 186,
1493-1511.e40. 13.5 13

30071 Spermiogenesis alterations in the absence of CTCF revealed by single cell RNA sequencing. Frontiers in
Cell and Developmental Biology, 0, 11, . 1.8 1

30074 Integrated single-cell RNA-seq analysis reveals the vital cell types and dynamic development signature
of atherosclerosis. Frontiers in Physiology, 0, 14, . 1.3 0

30075 Population Structure and Selection Signatures of Domestication in Geese. Biology, 2023, 12, 532. 1.3 2

30076
Hepatocellular carcinomas, exhibiting intratumor fibrosis, express cancer-specific extracellular
matrix remodeling and WNT/TGFB signatures, associated with poor outcome. Hepatology, 2023, 78,
741-757.

3.6 8

30077
A network pharmacology and molecular docking approach in the exploratory investigation of the
biological mechanisms of lagundi (Vitex negundo L.) compounds against COVID-19. Genomics and
Informatics, 2023, 21, e4.

0.4 0

30078 Multi-omics analyses reveal ClpP activators disrupt essential mitochondrial pathways in
triple-negative breast cancer. Frontiers in Pharmacology, 0, 14, . 1.6 3

30079
Determining the mechanism of action of the Qishan formula against lung adenocarcinoma by
integration of network pharmacology, molecular docking, and proteomics. Medicine (United States),
2023, 102, e33384.

0.4 0

30081 The mitochondrial protease OMA1 acts as a metabolic safeguard upon nuclear DNA damage. Cell
Reports, 2023, 42, 112332. 2.9 1

30082 Physiological and Functional Effects of Dominant Active TCRÎ± Expression in Transgenic Mice.
International Journal of Molecular Sciences, 2023, 24, 6527. 1.8 1

30083 Changes of Development from Childhood to Late Adulthood in Rats Tracked by Urinary Proteome.
Molecular and Cellular Proteomics, 2023, 22, 100539. 2.5 2

30084 A novel inflammation-related signature for predicting prognosis and characterizing the tumor
microenvironment in colorectal cancer. Aging, 2023, 15, 2554-2581. 1.4 3

30085 MLL3/MLL4 methyltransferase activities control early embryonic development and embryonic stem cell
differentiation in a lineage-selective manner. Nature Genetics, 2023, 55, 693-705. 9.4 12

30086 Comparing gene expression in deep infiltrating endometriosis with adenomyosis uteri: evidence for
dysregulation of oncogene pathways. Reproductive Biology and Endocrinology, 2023, 21, . 1.4 0

30087 GSK-3Î±/Î² and MEK inhibitors assist the microenvironment of tumor initiation. Cytotechnology, 0, , . 0.7 0

30088 Targeting the NF-ÎºB pathway enhances responsiveness of mammary tumors to JAK inhibitors. Scientific
Reports, 2023, 13, . 1.6 0

30089
Bioinformatics analysis and experimental validation of a novel autophagy-related signature relevant
to immune infiltration for recurrence prediction after curative hepatectomy. Aging, 2023, 15,
2610-2630.

1.4 2

30090
Patients with ACPA-positive and ACPA-negative rheumatoid arthritis show different serological
autoantibody repertoires and autoantibody associations with disease activity. Scientific Reports, 2023,
13, .

1.6 3



1460

Citation Report

# Article IF Citations

30091 Mitochondrial Metabolism Drives Low-density Lipoprotein-induced Breast Cancer Cell Migration.
Cancer Research Communications, 2023, 3, 709-724. 0.7 0

30092 Runs of homozygosity and cross-generational inbreeding of Iranian fat-tailed sheep. Heredity, 2023,
130, 358-367. 1.2 1

30095 RNA recruitment switches the fate of protein condensates from autophagic degradation to
accumulation. Journal of Cell Biology, 2023, 222, . 2.3 3

30097 Integrative Analysis of DNA Methylation and Gene Expression Data Identifies Potential Biomarkers and
Functional Epigenetic Modules for SARS-CoV-2. Biochemical Genetics, 0, , . 0.8 0

30098 Transcriptome and Proteome Profiling of Primary Human Gastric Interstitial Cells of Cajal Predicts
Pacemaker Networks. Journal of Neurogastroenterology and Motility, 2023, 29, 238-249. 0.8 1

30099 Long noncoding RNA HIKER regulates erythropoiesis in Mongeâ€™s disease via CSNK2B. Journal of Clinical
Investigation, 2023, 133, . 3.9 2

30100 Label-free quantitative proteomics reveals aberrant expression levels of LRG, C9, FN, A1AT and AGP1 in
the plasma of patients with colorectal cancer. Clinical Proteomics, 2023, 20, . 1.1 3

30101 Circadian regulation of hippocampal function is disrupted with corticosteroid treatment.
Proceedings of the National Academy of Sciences of the United States of America, 2023, 120, . 3.3 11

30102 N6-methyladenosine modification contributes to respiratory syncytial virus infection. Heliyon, 2023, 9,
e15307. 1.4 1

30103
Exploring the pharmacological and adverse reaction mechanism of a drug by network pharmacology
strategy: Using colchicine to treat Behcet syndrome as an example. Medicine (United States), 2023, 102,
e33486.

0.4 0

30104 Phosphorylation barcodes direct biased chemokine signaling at CXCR3. Cell Chemical Biology, 2023, 30,
362-382.e8. 2.5 9

30105 Modification of maternally defined H3K4me3 regulates the inviability of interspecific <i>Xenopus</i>
hybrids. Science Advances, 2023, 9, . 4.7 1

30106 Standardization and Interpretation of RNA-sequencing for Transplantation. Transplantation, 2023, 107,
2155-2167. 0.5 3

30107 Orbitofrontal cortex microRNAs support long-lasting heroin seeking behavior in male rats.
Translational Psychiatry, 2023, 13, . 2.4 2

30110 A proteo-transcriptomic map of non-alcoholic fatty liver disease signatures. Nature Metabolism, 2023,
5, 572-578. 5.1 19

30111 Computational biomedical modeling and screening for prediction of molecular mechanisms of Simiao
Pill against hyperuricemia. Journal of Molecular Liquids, 2023, 381, 121827. 2.3 2

30112 Whole Genome Resequencing Reveals Genetic Diversity and Selection Signatures of Ethiopian
Indigenous Cattle Adapted to Local Environments. Diversity, 2023, 15, 540. 0.7 5

30113 Effect of schizophrenia common variants on infant brain volumes: cross-sectional study in 207 term
neonates in developing Human Connectome Project. Translational Psychiatry, 2023, 13, . 2.4 2



1461

Citation Report

# Article IF Citations

30115 Binding of <scp>USP4</scp> to cortactin enhances cell migration in <scp>HCT116</scp> human colon
cancer cells. FASEB Journal, 2023, 37, . 0.2 0

30116 Gender trend of monkeypox virus infection. Expert Review of Anti-Infective Therapy, 2023, 21, 571-576. 2.0 1

30117 CD34 <sup>+</sup> cellâ€“derived fibroblast-macrophage cross-talk drives limb ischemia recovery
through the OSM-ANGPTL signaling axis. Science Advances, 2023, 9, . 4.7 3

30120 Novel differential calcium regulation of hematopoietic stem and progenitor cells under
physiological low oxygen conditions. Journal of Cellular Physiology, 2023, 238, 1492-1506. 2.0 0

30122 Establishment of Skeletal Myogenic Progenitors from Non-Human Primate Induced Pluripotent Stem
Cells. Cells, 2023, 12, 1147. 1.8 2

30123 Stalled oligodendrocyte differentiation in IDH-mutant gliomas. Genome Medicine, 2023, 15, . 3.6 4

30124 The circadian protein BMAL1 supports endothelial cell cycle during angiogenesis. Cardiovascular
Research, 2023, 119, 1952-1968. 1.8 5

30125 Metabolicâ€“related gene signatures for survival prediction and immune cell subtypes associated with
prognosis in intrahepatic cholangiocarcinoma. Cancer Genetics, 2023, 274-275, 84-93. 0.2 0

30126
DNA Demethylation of Myogenic Genes May Contribute to Embryonic Leg Muscle Development
Differences between Wuzong and Shitou Geese. International Journal of Molecular Sciences, 2023, 24,
7188.

1.8 3

30127 HSVâ€•1 infectionâ€•induced herpetic neuralgia involves a CCL5/CCR5â€•mediated inflammation mechanism.
Journal of Medical Virology, 2023, 95, . 2.5 4

30128 Targeted Modulation of Chicken Genes In Vitro Using CRISPRa and CRISPRi Toolkit. Genes, 2023, 14, 906. 1.0 1

30129 Enhanced nuclear translation is associated with proliferation and progression across multiple
cancers. MedComm, 2023, 4, . 3.1 4

30130
CEBPD is a master transcriptional factor for hypoxia regulated proteins in glioblastoma and
augments hypoxia induced invasion through extracellular matrix-integrin mediated EGFR/PI3K pathway.
Cell Death and Disease, 2023, 14, .

2.7 6

30131
Transcriptional Profiling of Populations in the Clam Ruditapes decussatus Suggests Genetically
Determined Differentiation in Gene Expression along Parallel Temperature Gradients and between
Races of the Atlantic Ocean and West Mediterranean Sea. Fishes, 2023, 8, 203.

0.7 0

30132 Identification of Differentially Expressed Genes and Molecular Pathways Involved in
Osteoclastogenesis Using RNA-seq. Genes, 2023, 14, 916. 1.0 5

30133 Peroxisomal defects in microglial cells induce a disease-associated microglial signature. Frontiers in
Molecular Neuroscience, 0, 16, . 1.4 4

30134 Translatome analysis reveals microglia and astrocytes to be distinct regulators of inflammation in
the hyperacute and acute phases after stroke. Glia, 2023, 71, 1960-1984. 2.5 8

30135 Secretome Screening of BRAFV600E-Mutated Colon Cancer Cells Resistant to Vemurafenib. Biology,
2023, 12, 608. 1.3 1



1462

Citation Report

# Article IF Citations

30136 CCL2-Mediated Stromal Interactions Drive Macrophage Polarization to Increase Breast Tumorigenesis.
International Journal of Molecular Sciences, 2023, 24, 7385. 1.8 3

30137 Reprogramming by drug-like molecules leads to regeneration of cochlear hair cellâ€“like cells in adult
mice. Proceedings of the National Academy of Sciences of the United States of America, 2023, 120, . 3.3 8

30140 Rapid but narrow â€“ Evolutionary adaptation and transcriptional response of <i>Drosophila
melanogaster</i> to toxic mould. Molecular Ecology, 0, , . 2.0 0

30141 A study on the anti-osteoporosis mechanism of isopsoralen based on network pharmacology and
molecular experiments. Journal of Orthopaedic Surgery and Research, 2023, 18, . 0.9 0

30142 Microbiota-derived tryptophan catabolites mediate the chemopreventive effects of statins on
colorectal cancer. Nature Microbiology, 2023, 8, 919-933. 5.9 21

30144 Unravelling the Impact of Cyclic Mechanical Stretch in Keratoconusâ€”A Transcriptomic Profiling
Study. International Journal of Molecular Sciences, 2023, 24, 7437. 1.8 5

30145 Transcriptome-wide profiling of RNA N4-cytidine acetylation in Arabidopsis thaliana and Oryza sativa.
Molecular Plant, 2023, 16, 1082-1098. 3.9 2

30146 Genome-wide mRNA profiling in urinary extracellular vesicles reveals stress gene signature for
diabetic kidney disease. IScience, 2023, 26, 106686. 1.9 4

30147 Integration of deep learning-based histopathology and transcriptomics reveals key genes associated
with fibrogenesis in patients with advanced NASH. Cell Reports Medicine, 2023, 4, 101016. 3.3 2

30148
Antiproliferative effect of selexipag active metabolite MREâ€•269 on pulmonary arterial smooth muscle
cells from patients with chronic thromboembolic pulmonary hypertension. Pulmonary Circulation,
2023, 13, .

0.8 0

30149 Factor-specific generative pattern from large-scale drug-induced gene expression profile. Scientific
Reports, 2023, 13, . 1.6 0

30150 Deciphering the mechanisms of Yinlan Tiaozhi capsule in treating hyperlipidemia by combining network
pharmacology, molecular docking and experimental verification. Scientific Reports, 2023, 13, . 1.6 5

30151 Loss of Dead end1 induces testicular teratomas from primordial germ cells that failed to undergo
sexual differentiation in embryonic testes. Scientific Reports, 2023, 13, . 1.6 0

30152 New Antimicrobial Resistance Strategies: An Adaptive Resistance Network Conferring Reduced
Glycopeptide Susceptibility in VISA. Antibiotics, 2023, 12, 783. 1.5 0

30153 Interplay between NIN-LIKE PROTEINs 6 and 7 in nitrate signaling. Plant Physiology, 2023, 192, 3049-3068. 2.3 10

30154 The histone <scp>H3K36</scp> demethylase Fbxl11 plays pivotal roles in the development of retinal
lateâ€•born cell types. Genes To Cells, 0, , . 0.5 0

30155 Bag3 Regulates Mitochondrial Function and the Inflammasome Through Canonical and Noncanonical
Pathways in the Heart. JACC Basic To Translational Science, 2023, , . 1.9 1

30156 A highâ€•resolution transcriptomic atlas depicting nitrogen fixation and nodule development in
soybean. Journal of Integrative Plant Biology, 2023, 65, 1536-1552. 4.1 4



1463

Citation Report

# Article IF Citations

30157 Therapeutic Targets and Prognostic Biomarkers Among CXC Chemokines in Pancreatic Ductal
Adenocarcinoma Microenvironment. Pancreas, 2022, 51, 1235-1247. 0.5 1

30158 Diabetes Mellitus and Aortic Stenosis head to head: toward personalized medicine in patients with
both pathologies. Translational Research, 2023, , . 2.2 0

30159 High-throughput proteomic analysis reveals systemic dysregulation in virally suppressed people living
with HIV. JCI Insight, 0, , . 2.3 2

30160 Interleukin-15 deficient rats have reduced osteopontin at the maternal-fetal interface. Frontiers in
Cell and Developmental Biology, 0, 11, . 1.8 0

30161 Theranostic Potential of EFNB2 for Cetuximab Resistance in Head and Neck Cancer. Indian Journal of
Otolaryngology and Head and Neck Surgery, 2023, 75, 1923-1936. 0.3 1

30162 The RNA m6A landscape of mouse oocytes and preimplantation embryos. Nature Structural and
Molecular Biology, 2023, 30, 703-709. 3.6 5

30163 Disruption of Proteostasis by Natural Products and Synthetic Compounds That Induce Pervasive
Unfolding of Proteins: Therapeutic Implications. Pharmaceuticals, 2023, 16, 616. 1.7 1

30164 Common factors among three types of cells aged in mice. Biogerontology, 0, , . 2.0 0

30165 Exploring the mechanism of Jingshen Xiaoke decoction in treating T2DM mice based on network
pharmacology and molecular docking. Technology and Health Care, 2024, 32, 163-179. 0.5 0

30166 3D genome mapping identifies subgroup-specific chromosome conformations and tumor-dependency
genes in ependymoma. Nature Communications, 2023, 14, . 5.8 1

30167 Screening of feature genes related to immune and inflammatory responses in periodontitis. BMC Oral
Health, 2023, 23, . 0.8 1

30168 Biomarkers of hypoxicâ€“ischemic encephalopathy: a systematic review. World Journal of Pediatrics,
2023, 19, 505-548. 0.8 4

30170 Tumor stromal topography promotes chemoresistance in migrating breast cancer cell clusters.
Biomaterials, 2023, , 122128. 5.7 1

30171 Analysis of alternative splicing in chicken macrophages infected with avian pathogenic <i>E. coli</i>
(APEC). Animal Biotechnology, 0, , 1-12. 0.7 0

30173 RNA sequencing and expression analysis reveal a role for Lhx9 in the haploinsufficient adult mouse
ovary. Molecular Reproduction and Development, 0, , . 1.0 1

30174 Expression of retrotransposons contributes to aging in <i>Drosophila</i>. Genetics, 2023, 224, . 1.2 3

30176 Transcriptomic analysis of lung development in wildtype and CFTRâˆ’/âˆ’ sheep suggests an early
inflammatory signature in the CF distal lung. Functional and Integrative Genomics, 2023, 23, . 1.4 0

30177 UTP18-mediated p21 mRNA instability drives adenoma-carcinoma progression in colorectal cancer. Cell
Reports, 2023, 42, 112423. 2.9 3



1464

Citation Report

# Article IF Citations

30179 Proteomic analysis of tears in dry eye disease: A prospective, double-blind multicenter study. Ocular
Surface, 2023, 29, 68-76. 2.2 3

30208 Inborn Errors of Immunity in Hidradenitis Suppurativa Pathogenesis and Disease Burden. Journal of
Clinical Immunology, 2023, 43, 1040-1051. 2.0 4

30257 MicroRNA Bioinformatics. , 2023, , 791-815. 0

30307 Identification ofÂ Molecular Signatures and Pathways ofÂ Nasopharyngeal Carcinoma (NPC) Using
Network-Based Approach. Lecture Notes in Electrical Engineering, 2023, , 587-599. 0.3 0

30389 Omics and related recent technologies. , 2024, , 111-119. 0

30411 Temporal Profiling of Epitranscriptomic Modulators during Osteogenic Differentiation of Human
Embryonic Stem Cells. Journal of Proteome Research, 0, , . 1.8 0

30572 A Drug Repurposing Pipeline Based on Bladder Cancer Integrated Proteotranscriptomics Signatures.
Methods in Molecular Biology, 2023, , 59-99. 0.4 0

30646 Network-Based Computational Modeling to Unravel Gene Essentiality. , 2023, , 29-56. 0

31058 Systems Biology Approach to Analyze Microarray Datasets for Identification of Disease-Causing Genes:
Case Study of Oral Squamous Cell Carcinoma. Methods in Molecular Biology, 2024, , 13-31. 0.4 0

31132 â€œPerformance Evaluation of Variant Calling Tools for Human and Microbial Genomesâ€•. , 2023, , . 0

31245 Keeping an Eye Out for Autophagy in the Cornea: Sample Preparation for Single-Cell RNA-Sequencing.
Methods in Molecular Biology, 2023, , . 0.4 0

31269 An Effective Centrality-Based Community Detection Approach Using scRNA-Seq Data forÂ Critical
Neuro-Degenerative Diseases. Lecture Notes in Computer Science, 2023, , 756-763. 1.0 0

31470 TXNRD1 drives the innate immune response in senescent cells with implications for age-associated
inflammation. Nature Aging, 2024, 4, 185-197. 5.3 0

31543 IRPRI: An immune-related prognostic risk indicator for patients with lymphatic invasive colon cancer. ,
2023, , . 0

31708 Identifying and Interpreting Rhythms in Biological Data. , 2024, , 610-647. 0

31714 Explainable Machine Learning Unveils Novel Insights intoÂ Breast Cancer Metastases Sites Bio-Markers.
Communications in Computer and Information Science, 2024, , 31-45. 0.4 0


