
DAVID Bioinformatics Resources: expanded annotation database and novel algorithms to
better extract biology from large gene lists

Nucleic Acids Research

35, W169-W175

DOI: 10.1093/nar/gkm415

Citation Report



Citation Report

2

# Article IF Citations

1 Acclimation of<i>Saccharomyces cerevisiae</i>to Low Temperature: A Chemostat-based Transcriptome
Analysis. Molecular Biology of the Cell, 2007, 18, 5100-5112. 0.9 106

2
Integrative decomposition procedure and Kappa statistics set up ATF2 ion binding module in malignant
pleural mesothelioma (MPM). Frontiers of Electrical and Electronic Engineering in China: Selected
Publications From Chinese Universities, 2008, 3, 381-387.

0.6 23

3 Bioinformatics and cancer research: building bridges for translational research. Clinical and
Translational Oncology, 2008, 10, 85-95. 1.2 15

4 The molecular basis of genistein-induced mitotic arrest and exit of self-renewal in embryonal
carcinoma and primary cancer cell lines. BMC Medical Genomics, 2008, 1, 49. 0.7 34

5 Bacteria Subsisting on Antibiotics. Science, 2008, 320, 100-103. 6.0 499

6
Transcriptional profiles in CD8+ T cells from HIV+ progressors on HAART are characterized by
coordinated up-regulation of oxidative phosphorylation enzymes and interferon responses. Virology,
2008, 380, 124-135.

1.1 37

7 Defining functional distances over Gene Ontology. BMC Bioinformatics, 2008, 9, 50. 1.2 55

8 Gene expression microarray data analysis demystified. Biotechnology Annual Review, 2008, 14, 29-61. 2.1 24

9 Variations in the transcriptome of Alzheimer's disease reveal molecular networks involved in
cardiovascular diseases. Genome Biology, 2008, 9, R148. 13.9 94

10 Structural differences of orthologous genes: Insights from humanâ€“primate comparisons. Genomics,
2008, 92, 134-143. 1.3 1

11 Computational methods for analysis of cellular functions and pathways collectively targeted by
differentially expressed microRNA. Methods, 2008, 44, 61-72. 1.9 76

12 The role of Bach2 in nucleic acid-triggered antiviral innate immune responses. Biochemical and
Biophysical Research Communications, 2008, 365, 426-432. 1.0 24

13 Tools for Interpreting Large-scale Protein Profiling in Microbiology. Journal of Dental Research,
2008, 87, 1004-1015. 2.5 21

14 CoPub: a literature-based keyword enrichment tool for microarray data analysis. Nucleic Acids
Research, 2008, 36, W406-W410. 6.5 74

15 DNA methylation profile of tissue-dependent and differentially methylated regions (T-DMRs) in mouse
promoter regions demonstrating tissue-specific gene expression. Genome Research, 2008, 18, 1969-1978. 2.4 161

16 Activator Protein-1 Transcription Factors Are Associated with Progression and Recurrence of
Prostate Cancer. Cancer Research, 2008, 68, 2132-2144. 0.4 114

17 A novel inhibitor of glucose uptake sensitizes cells to FAS-induced cell death. Molecular Cancer
Therapeutics, 2008, 7, 3546-3555. 1.9 155

18 Identification of G1-Regulated Genes in Normally Cycling Human Cells. PLoS ONE, 2008, 3, e3943. 1.1 13



3

Citation Report

# Article IF Citations

19 Integrative Computational Identifications of the Signaling Pathway Network Related to TNF-alpha
Stimulus in Vascular Endothelial Cells. , 2009, , . 0

20 MicroRNA Classifiers for Predicting Prognosis of Squamous Cell Lung Cancer. Cancer Research, 2009,
69, 5776-5783. 0.4 385

21 Large-scale detection of ubiquitination substrates using cell extracts and protein microarrays.
Proceedings of the National Academy of Sciences of the United States of America, 2009, 106, 2543-2548. 3.3 87

22 GS2: an efficiently computable measure of GO-based similarity of gene sets. Bioinformatics, 2009, 25,
1178-1184. 1.8 40

23 Gene Expression Patterns Induced by HPV-16 L1 Virus-Like Particles in Leukocytes from Vaccine
Recipients. Journal of Immunology, 2009, 182, 1706-1729. 0.4 22

24 Blocking the Metabolism of Starch Breakdown Products in Arabidopsis Leaves Triggers Chloroplast
Degradation. Molecular Plant, 2009, 2, 1233-1246. 3.9 127

25 OKCAM: an ontology-based, human-centered knowledgebase for cell adhesion molecules. Nucleic
Acids Research, 2009, 37, D251-D260. 6.5 19

26 Ribosomal protein mRNAs are primary targets of regulation in RNase-L-induced senescence. RNA
Biology, 2009, 6, 305-315. 1.5 56

27 CNVVdb: a database of copy number variations across vertebrate genomes. Bioinformatics, 2009, 25,
1419-1421. 1.8 8

28 C. elegans dysferlin homolog<i>fer-1</i>is expressed in muscle, and<i>fer-1</i>mutations initiate
altered gene expression of muscle enriched genes. Physiological Genomics, 2009, 40, 8-14. 1.0 14

29 Harvesting Candidate Genes Responsible for Serious Adverse Drug Reactions from a Chemical-Protein
Interactome. PLoS Computational Biology, 2009, 5, e1000441. 1.5 89

30 A CitationRank algorithm inheriting Google technology designed to highlight genes responsible for
serious adverse drug reaction. Bioinformatics, 2009, 25, 2244-2250. 1.8 25

31 Integrative Decomposition Procedure and Kappa Statistics for the Distinguished Single Molecular
Network Construction and Analysis. Journal of Biomedicine and Biotechnology, 2009, 2009, 1-6. 3.0 31

32 Hub genes with positive feedbacks function as master switches in developmental gene regulatory
networks. Bioinformatics, 2009, 25, 1898-1904. 1.8 48

33 A systems-based framework for understanding complex metabolic and cardiovascular disorders.
Journal of Lipid Research, 2009, 50, S358-S363. 2.0 11

34 Consistent Deregulation of Gene Expression between Human and Murine <i>MLL</i> Rearrangement
Leukemias. Cancer Research, 2009, 69, 1109-1116. 0.4 81

35 OHMM: a Hidden Markov Model accurately predicting the occupancy of a transcription factor with a
self-overlapping binding motif. BMC Bioinformatics, 2009, 10, 208. 1.2 11

36 Generation and analysis of expressed sequence tags from six developing xylem libraries in Pinus
radiata D. Don. BMC Genomics, 2009, 10, 41. 1.2 71



4

Citation Report

# Article IF Citations

37 Canine tumor cross-species genomics uncovers targets linked to osteosarcoma progression. BMC
Genomics, 2009, 10, 625. 1.2 228

38 Pathway analysis for intracellular Porphyromonas gingivalis using a strain ATCC 33277 specific
database. BMC Microbiology, 2009, 9, 185. 1.3 31

39 Proteomics of Porphyromonas gingivalis within a model oral microbial community. BMC
Microbiology, 2009, 9, 98. 1.3 95

40 Characterization of global microRNA expression reveals oncogenic potential of miR-145 in metastatic
colorectal cancer. BMC Cancer, 2009, 9, 374. 1.1 235

41 Mousepox in the C57BL/6 strain provides an improved model for evaluating anti-poxvirus therapies.
Virology, 2009, 385, 11-21. 1.1 45

42 Gene signatures of pulmonary metastases of renal cell carcinoma reflect the diseaseâ€•free interval and
the number of metastases per patient. International Journal of Cancer, 2009, 125, 474-482. 2.3 93

43 Impaired immune function in Gulf War Illness. BMC Medical Genomics, 2009, 2, 12. 0.7 70

44 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

45 Systematic and integrative analysis of large gene lists using DAVID bioinformatics resources. Nature
Protocols, 2009, 4, 44-57. 5.5 31,831

46 Genetically correlated effects of selective breeding for high and low methamphetamine consumption.
Genes, Brain and Behavior, 2009, 8, 758-771. 1.1 77

47 Gene expression demonstrates increased resilience toward harmful inflammatory stimuli in the
proliferating epidermis of human skin wounds. Experimental Dermatology, 2010, 19, e329-32. 1.4 14

48 Analysis of whole genomic expression profiles of<i>Helicobacter pylori</i>related chronic atrophic
gastritis with ILâ€•1Bâ€•31CC/â€•511TT genotypes. Journal of Digestive Diseases, 2009, 10, 99-106. 0.7 7

49 Next-generation tag sequencing for cancer gene expression profiling. Genome Research, 2009, 19,
1825-1835. 2.4 306

50 Classification of Information Fusion Methods in Systems Biology. In Silico Biology, 2009, 9, 65-76. 0.4 8

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

52
Identification of differentially expressed genes in a porcine in vivo model of adipogenesis using
suppression subtractive hybridization. Comparative Biochemistry and Physiology Part D: Genomics and
Proteomics, 2009, 4, 32-44.

0.4 3

53 Adaptive history of single copy genes highly expressed in the term human placenta. Genomics, 2009, 93,
33-41. 1.3 27

54 Enhanced transcription of complement and coagulation genes in the absence of adaptive immunity.
Molecular Immunology, 2009, 46, 1505-1516. 1.0 31



5

Citation Report

# Article IF Citations

55 Effects of lithium chloride on the gene expression profiles in Drosophila heads. Neuroscience
Research, 2009, 64, 413-420. 1.0 20

56 Application of toxicogenomic tools in the drug research and development process. Toxicology
Letters, 2009, 186, 13-17. 0.4 12

57 Extracting Biological Meaning from Large Gene Lists with DAVID. Current Protocols in
Bioinformatics, 2009, 27, Unit 13.11. 25.8 375

58 EpiGRAPH: user-friendly software for statistical analysis and prediction of (epi)genomic data. Genome
Biology, 2009, 10, R14. 13.9 48

59 FOS Proliferating Network Construction in Early Colorectal Cancer (CRC) Based on Integrative
Significant Function Cluster and Inferring Analysis. Cancer Investigation, 2009, 27, 816-824. 0.6 42

60 Developmental staging of male murine embryonic gonad by SAGE analysis. Journal of Genetics and
Genomics, 2009, 36, 215-227. 1.7 8

61 MMSET deregulation affects cell cycle progression and adhesion regulons in t(4;14) myeloma plasma
cells. Haematologica, 2009, 94, 78-86. 1.7 106

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

63 MicroRNAsâ€”Regulators of Signaling Networks in Dilated Cardiomyopathy. Journal of Cardiovascular
Translational Research, 2010, 3, 225-234. 1.1 16

64 Construction of comprehensive gene network for human mitochondria. Science Bulletin, 2010, 55,
2366-2372. 1.7 0

65 Systematic analysis of microRNA involved in resistance of the MCF-7 human breast cancer cell to
doxorubicin. Medical Oncology, 2010, 27, 406-415. 1.2 75

66 Ontological evaluation of transcriptional differences between sperm of infertile males and fertile
donors using microarray analysis. Journal of Assisted Reproduction and Genetics, 2010, 27, 111-120. 1.2 21

67
Microarray analyses of mouse responses to infection by Neospora caninum identifies disease
associated cellular pathways in the host response. Molecular and Biochemical Parasitology, 2010, 174,
117-127.

0.5 15

68
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

69 Dynamics of dendritic cell maturation are identified through a novel filtering strategy applied to
biological time-course microarray replicates. BMC Immunology, 2010, 11, 41. 0.9 11

70 Global expression studies in baker's yeast reveal target genes for the improvement of
industrially-relevant traits: the cases of CAF16 and ORC2. Microbial Cell Factories, 2010, 9, 56. 1.9 11

71 A genetic network model of cellular responses to lithium treatment and cocaine abuse in bipolar
disorder. BMC Systems Biology, 2010, 4, 158. 3.0 19

72 Linking toxicant physiological mode of action with induced gene expression changes in
Caenorhabditis elegans. BMC Systems Biology, 2010, 4, 32. 3.0 46



6

Citation Report

# Article IF Citations

73 Induction of endosomal/lysosomal pathways in differentiating osteoblasts as revealed by combined
proteomic and transcriptomic analyses. FEBS Letters, 2010, 584, 3969-3974. 1.3 9

74
Largeâ€•scale analysis of secondary structure changes in proteins suggests a role for disorderâ€•toâ€•order
transitions in nucleotide binding proteins. Proteins: Structure, Function and Bioinformatics, 2010, 78,
236-248.

1.5 15

75 Seasonal reorganization of the xylem transcriptome at different tree ages reveals novel insights into
wood formation in <i>Pinus radiata</i>. New Phytologist, 2010, 187, 764-776. 3.5 39

76 Specific gene expression signature associated with development of autoimmune type-I diabetes using
whole-blood microarray analysis. Genes and Immunity, 2010, 11, 269-278. 2.2 61

77 GREAT improves functional interpretation of cis-regulatory regions. Nature Biotechnology, 2010, 28,
495-501. 9.4 3,789

78 Domain Altering SNPs in the Human Proteome and Their Impact on Signaling Pathways. PLoS ONE, 2010,
5, e12890. 1.1 5

79 Microarray Analysis Reveals Distinct Gene Expression Profiles Among Different Tumor Histology,
Stage and Disease Outcomes in Endometrial Adenocarcinoma. PLoS ONE, 2010, 5, e15415. 1.1 18

80
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

81 A Pilot Study of Circulating miRNAs as Potential Biomarkers of Early Stage Breast Cancer. PLoS ONE,
2010, 5, e13735. 1.1 350

82 A Comprehensive Proteomics and Transcriptomics Analysis of<i>Bacillus subtilis</i>Salt Stress
Adaptation. Journal of Bacteriology, 2010, 192, 870-882. 1.0 175

83 BioIDMapper: A cross-referencing and managing platform for biological IDs in R. , 2010, , . 0

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

85 An Adenoviral Vaccine Encoding Full-Length Inactivated Human Her2 Exhibits Potent Immunogenicty
and Enhanced Therapeutic Efficacy without Oncogenicity. Clinical Cancer Research, 2010, 16, 1466-1477. 3.2 24

86 Transcriptome analysis and molecular signature of human retinal pigment epithelium. Human
Molecular Genetics, 2010, 19, 2468-2486. 1.4 249

87 Diagnostic classification of schizophrenia by neural network analysis of blood-based gene expression
signatures. Schizophrenia Research, 2010, 119, 210-218. 1.1 72

88 Dissection of DEN-Induced Platelet Proteome Changes Reveals the Progressively Dys-Regulated
Pathways Indicative of Hepatocarcinogenesis. Journal of Proteome Research, 2010, 9, 6207-6219. 1.8 7

89 Differential gene expression in a rat model of depression based on persistent differences in
exploratory activity. European Neuropsychopharmacology, 2010, 20, 288-300. 0.3 43

90 Quantitative Organellar Proteomics Analysis of Rough Endoplasmic Reticulum from Normal and
Acute Pancreatitis Rat Pancreas. Journal of Proteome Research, 2010, 9, 885-896. 1.8 50



7

Citation Report

# Article IF Citations

91 Monitoring Developmental Toxicity in the Embryonic Stem Cell Test Using Differential Gene Expression
of Differentiation-Related Genes. Toxicological Sciences, 2010, 116, 130-139. 1.4 66

92 Circulating MicroRNAs in Patients with Active Pulmonary Tuberculosis. Journal of Clinical
Microbiology, 2011, 49, 4246-4251. 1.8 220

93 GO Trimming: Systematically reducing redundancy in large Gene Ontology datasets. BMC Research
Notes, 2011, 4, 267. 0.6 86

94 Reference Maps of Human ES and iPS Cell Variation Enable High-Throughput Characterization of
Pluripotent Cell Lines. Cell, 2011, 144, 439-452. 13.5 899

95 Dissecting Out the Crosstalk Between Salinity and Hormones in Roots of <i>Arabidopsis</i>. OMICS A
Journal of Integrative Biology, 2011, 15, 913-924. 1.0 9

96 Mesenchymal Nuclear factor I B regulates cell proliferation and epithelial differentiation during
lung maturation. Developmental Biology, 2011, 354, 242-252. 0.9 69

97 Discriminating classes of developmental toxicants using gene expression profiling in the embryonic
stem cell test. Toxicology Letters, 2011, 201, 143-151. 0.4 56

98 Database Resources for Proteomics-Based Analysis of Cancer. Methods in Molecular Biology, 2011, 723,
349-364. 0.4 7

99
The transcriptome of fracture healing defines mechanisms of coordination of skeletal and vascular
development during endochondral bone formation. Journal of Bone and Mineral Research, 2011, 26,
2597-2609.

3.1 37

100 Differential transcriptomic profile in spermatozoa achieving pregnancy or not via ICSI. Reproductive
BioMedicine Online, 2011, 22, 25-36. 1.1 76

101 Disease-dependent Differently Methylated Regions (D-DMRs) of DNA are Enriched on the X
Chromosome in Uterine Leiomyoma. Journal of Reproduction and Development, 2011, 57, 604-612. 0.5 29

102 Resistance of Renal Cell Carcinoma to Sorafenib Is Mediated by Potentially Reversible Gene Expression.
PLoS ONE, 2011, 6, e19144. 1.1 64

103 Gitools: Analysis and Visualisation of Genomic Data Using Interactive Heat-Maps. PLoS ONE, 2011, 6,
e19541. 1.1 252

104 The Implications of Relationships between Human Diseases and Metabolic Subpathways. PLoS ONE, 2011,
6, e21131. 1.1 48

105 Decidual Cell Polyploidization Necessitates Mitochondrial Activity. PLoS ONE, 2011, 6, e26774. 1.1 47

106 Gene induction and repression during terminal erythropoiesis are mediated by distinct epigenetic
changes. Blood, 2011, 118, e128-e138. 0.6 103

107 CarGene: Characterisation of sets of genes based on metabolic pathways analysis. International
Journal of Data Mining and Bioinformatics, 2011, 5, 558. 0.1 6

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



8

Citation Report

# Article IF Citations

109
Testosterone modulates gene expression pathways regulating nutrient accumulation, glucose
metabolism and protein turnover in mouse skeletal muscle. Journal of Developmental and Physical
Disabilities, 2011, 34, 55-68.

3.6 74

110 Molecular Profiles of Drinking Alcohol to Intoxication in C57BL/6J Mice. Alcoholism: Clinical and
Experimental Research, 2011, 35, 659-670. 1.4 106

111 Concentration-dependent gene expression responses to flusilazole in embryonic stem cell
differentiation cultures. Toxicology and Applied Pharmacology, 2011, 251, 110-118. 1.3 48

112 A chemokine gene expression signature derived from meta-analysis predicts the pathogenicity of viral
respiratory infections. BMC Systems Biology, 2011, 5, 202. 3.0 18

113 Molecular analysis of melatonin-induced changes in breast cancer cells: microarray study of
anti-cancer effect of melatonin. Biochip Journal, 2011, 5, 353-361. 2.5 5

114 Methylglyoxal-mediated alteration of gene expression in human endothelial cells. Biochip Journal,
2011, 5, 220-228. 2.5 10

115 CASCADE_SCAN: mining signal transduction network from high-throughput data based on steepest
descent method. BMC Bioinformatics, 2011, 12, 164. 1.2 13

116 Enriching for correct prediction of biological processes using a combination of diverse classifiers.
BMC Bioinformatics, 2011, 12, 189. 1.2 5

117 Identifier mapping performance for integrating transcriptomics and proteomics experimental results.
BMC Bioinformatics, 2011, 12, 213. 1.2 73

118 GO-based Functional Dissimilarity of Gene Sets. BMC Bioinformatics, 2011, 12, 360. 1.2 17

119 dbOGAP - An Integrated Bioinformatics Resource for Protein O-GlcNAcylation. BMC Bioinformatics,
2011, 12, 91. 1.2 92

120 GARNET â€“ gene set analysis with exploration of annotation relations. BMC Bioinformatics, 2011, 12,
S25. 1.2 11

121 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

122
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

123 Computational biology for ageing. Philosophical Transactions of the Royal Society B: Biological
Sciences, 2011, 366, 51-63. 1.8 35

124 A Physical Interaction Network of Dengue Virus and Human Proteins. Molecular and Cellular
Proteomics, 2011, 10, M111.012187. 2.5 153

125 HER2 Overexpression Elicits a Proinflammatory IL-6 Autocrine Signaling Loop That Is Critical for
Tumorigenesis. Cancer Research, 2011, 71, 4380-4391. 0.4 116

126 Computational Analysis of Microrna Profiles and their Target Genes Involved in Multidrug Resistance
of Breast Cancer Cell. Advanced Materials Research, 2011, 345, 304-309. 0.3 0



9

Citation Report

# Article IF Citations

127 LRH-1 and PTF1-L coregulate an exocrine pancreas-specific transcriptional network for digestive
function. Genes and Development, 2011, 25, 1674-1679. 2.7 91

128 Reduction of Complex Signaling Networks to a Representative Kernel. Science Signaling, 2011, 4, ra35. 1.6 54

129 Transcriptome Analysis of Human Diabetic Kidney Disease. Diabetes, 2011, 60, 2354-2369. 0.3 453

130 Prognostic transcriptional association networks: a new supervised approach based on regression
trees. Bioinformatics, 2011, 27, 252-258. 1.8 12

131 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

132 Positional differences of axon growth rates between sensory neurons encoded by runx3. EMBO
Journal, 2012, 31, 3718-3729. 3.5 37

133 Biomechanical Profiling of <i>Caenorhabditis elegans</i> Motility. Genetics, 2012, 191, 1015-1021. 1.2 42

134 Systematic Identification of the HSP90 Regulated Proteome. Molecular and Cellular Proteomics, 2012,
11, M111.016675. 2.5 82

135 Implications of functional similarity for gene regulatory interactions. Journal of the Royal Society
Interface, 2012, 9, 1625-1636. 1.5 7

136 Nuclear colocalization of transcription factor target genes strengthens coregulation in yeast.
Nucleic Acids Research, 2012, 40, 27-36. 6.5 53

137 Cell-type specific and combinatorial usage of diverse transcription factors revealed by genome-wide
binding studies in multiple human cells. Genome Research, 2012, 22, 9-24. 2.4 119

138 Dissecting the Gene Network of Dietary Restriction to Identify Evolutionarily Conserved Pathways
and New Functional Genes. PLoS Genetics, 2012, 8, e1002834. 1.5 58

139 DAVID-WS: a stateful web service to facilitate gene/protein list analysis. Bioinformatics, 2012, 28,
1805-1806. 1.8 955

140 Differential gene expression and developmental competence in<i>in vitro</i>produced bovine
embryos. Zygote, 2012, 20, 281-290. 0.5 5

141 Global Transcriptomic and Proteomic Responses of Dehalococcoides ethenogenes Strain 195 to Fixed
Nitrogen Limitation. Applied and Environmental Microbiology, 2012, 78, 1424-1436. 1.4 24

142 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

143 Array-based identification of common DNA methylation alterations in ulcerative colitis. International
Journal of Oncology, 2012, 40, 983-994. 1.4 21

144 Enrichment of neural-related genes in human mesenchymal stem cells from neuroblastoma patients.
International Journal of Molecular Medicine, 2012, 30, 365-373. 1.8 3



10

Citation Report

# Article IF Citations

145 Differentially expressed microRNAs in Huh-7 cells expressing HCV core genotypes 3a or 1b: Potential
functions and downstream pathways. International Journal of Molecular Medicine, 2012, 30, 374-382. 1.8 9

146
Rapid Temporal Changes in the Expression of a Set of Neuromodulatory Genes During Alcohol
Withdrawal in the Dorsal Vagal Complex: Molecular Evidence of Homeostatic Disturbance.
Alcoholism: Clinical and Experimental Research, 2012, 36, 1688-1700.

1.4 32

147 Whole genome expression profile in neuroblastoma cells exposed to 1-methyl-4-phenylpyridine.
NeuroToxicology, 2012, 33, 1156-1169. 1.4 13

148 Targeted disruption of Hspa4 gene leads to cardiac hypertrophy and fibrosis. Journal of Molecular
and Cellular Cardiology, 2012, 53, 459-468. 0.9 39

149 Drug repositioning for personalized medicine. Genome Medicine, 2012, 4, 27. 3.6 186

150 Synthetic lethality for linking the mycophenolate mofetil mode of action with molecular disease and
drug profiles. Molecular BioSystems, 2012, 8, 3197. 2.9 4

151
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

152 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

153 A functional genomic screen reveals novel host genes that mediate interferon-alphaâ€™s effects against
hepatitis C virus. Journal of Hepatology, 2012, 56, 326-333. 1.8 60

154 Secretomics for skeletal muscle cells: A discovery of novel regulators?. Advances in Biological
Regulation, 2012, 52, 340-350. 1.4 37

155 The multi-reference contrast method: Facilitating set enrichment analysis. Computers in Biology and
Medicine, 2012, 42, 188-194. 3.9 5

156 A comparative transcriptomic, fluxomic and metabolomic analysis of the response of Saccharomyces
cerevisiae to increases in NADPH oxidation. BMC Genomics, 2012, 13, 317. 1.2 69

157 Proteomics of Streptococcus gordonii within a model developing oral microbial community. BMC
Microbiology, 2012, 12, 211. 1.3 49

158 Potential role of multiple carbon fixation pathways during lipid accumulation in Phaeodactylum
tricornutum. Biotechnology for Biofuels, 2012, 5, 40. 6.2 185

159 Association of differential gene expression with imatinib mesylate and omacetaxine mepesuccinate
toxicity in lymphoblastoid cell lines. BMC Medical Genomics, 2012, 5, 37. 0.7 9

160 LDGIdb: a database of gene interactions inferred from long-range strong linkage disequilibrium
between pairs of SNPs. BMC Research Notes, 2012, 5, 212. 0.6 5

161 Validation of MIMGO: a method to identify differentially expressed GO terms in a microarray dataset.
BMC Research Notes, 2012, 5, 680. 0.6 0

162 Coexpression Network Analysis in Abdominal and Gluteal Adipose Tissue Reveals Regulatory Genetic
Loci for Metabolic Syndrome and Related Phenotypes. PLoS Genetics, 2012, 8, e1002505. 1.5 57



11

Citation Report

# Article IF Citations

163 Identification of dimorphism-involved genes of Yarrowia lipolytica by means of microarray analysis.
Research in Microbiology, 2012, 163, 378-387. 1.0 42

164 Genome-Wide Expression Profiling of Patients with Primary Open Angle Glaucoma. , 2012, 53, 5899. 12

165 Comparative analysis of virusâ€“host interactomes with a mammalian high-throughput protein
complementation assay based on Gaussia princeps luciferase. Methods, 2012, 58, 349-359. 1.9 59

166 Interleukin-27 Induces Interferon-Inducible Genes: Analysis of Gene Expression Profiles Using
Affymetrix Microarray and DAVID. Methods in Molecular Biology, 2012, 820, 25-53. 0.4 13

167 SNObase, a database for S-nitrosation modification. Protein and Cell, 2012, 3, 929-933. 4.8 16

168 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

169 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

170 Pathways Involved in the Synergistic Activation of Macrophages by Lipoteichoic Acid and Hemoglobin.
PLoS ONE, 2012, 7, e47333. 1.1 16

171 The Nematode Caenorhabditis elegans, Stress and Aging: Identifying the Complex Interplay of Genetic
Pathways Following the Treatment with Humic Substances. Frontiers in Genetics, 2012, 3, 50. 1.1 10

172 7.2 Extracellular matrix in breast cancer: permissive and restrictive influences emanating from the
stroma. , 0, , . 0

173 Laser captured hepatocytes show association of butyrylcholinesterase gene loss and fibrosis
progression in hepatitis C-infected drug users. Hepatology, 2012, 56, 544-554. 3.6 15

174
Transition from hepatic steatosis to steatohepatitis: Unique microRNA patterns and potential
downstream functions and pathways. Journal of Gastroenterology and Hepatology (Australia), 2012,
27, 331-340.

1.4 36

175 Bovine milk exosome proteome. Journal of Proteomics, 2012, 75, 1486-1492. 1.2 218

176 Combining quantitative trait loci and heterogeneous microarray data analyses reveals putative
candidate pathways affecting mastitis in cattle. Animal Genetics, 2012, 43, 793-799. 0.6 13

177 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

178 Interactions between immunity, proliferation and molecular subtype in breast cancer prognosis.
Genome Biology, 2013, 14, R34. 13.9 168

179 Phosphoproteomics data classify hematological cancer cell lines according to tumor type and
sensitivity to kinase inhibitors. Genome Biology, 2013, 14, R37. 13.9 60

180
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



12

Citation Report

# Article IF Citations

181
Estrogen induced concentration dependent differential gene expression in human breast cancer
(MCF7) cells: Role of transcription factors. Biochemical and Biophysical Research Communications,
2013, 437, 475-481.

1.0 10

183 DNA methylation profile dynamics of tissue-dependent and differentially methylated regions during
mouse brain development. BMC Genomics, 2013, 14, 82. 1.2 14

184 Genome-wide analysis uncovers high frequency, strong differential chromosomal interactions and
their associated epigenetic patterns in E2-mediated gene regulation. BMC Genomics, 2013, 14, 70. 1.2 34

185 Mining breast cancer genes with a network based noise-tolerant approach. BMC Systems Biology, 2013,
7, 49. 3.0 10

186 Pivotal role of the muscle-contraction pathway in cryptorchidism and evidence for genomic
connections with cardiomyopathy pathways in RASopathies. BMC Medical Genomics, 2013, 6, 5. 0.7 33

187 A decision theory paradigm for evaluating identifier mapping and filtering methods using data
integration. BMC Bioinformatics, 2013, 14, 223. 1.2 18

188 Molecular mechanisms of biomaterial-driven osteogenic differentiation in human mesenchymal
stromal cells. Integrative Biology (United Kingdom), 2013, 5, 920-931. 0.6 88

189 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

190 Human Pluripotent Stem Cells with Distinct X Inactivation Status Show Molecular and Cellular
Differences Controlled by the X-Linked ELK-1 Gene. Cell Reports, 2013, 4, 262-270. 2.9 27

191 Gene expression profiling of hepatitis B- and hepatitis C-related hepatocellular carcinoma using
graphical Gaussian modeling. Genomics, 2013, 101, 238-248. 1.3 22

192 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

193 Target analysis by integration of transcriptome and ChIP-seq data with BETA. Nature Protocols, 2013, 8,
2502-2515. 5.5 428

194 MicroRNAs act complementarily to regulate disease-related mRNA modules in human diseases. Rna,
2013, 19, 1552-1562. 1.6 35

195
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

196 The early phase transcriptome of bovine monocyte-derived macrophages infected with Staphylococcus
aureus in vitro. BMC Genomics, 2013, 14, 891. 1.2 46

197 Recommendations for the design and analysis of epigenome-wide association studies. Nature Methods,
2013, 10, 949-955. 9.0 345

198 Functional and pathway enrichment analysis for integrated regulatory network of high- and
low-metastatic lung cancer. Molecular BioSystems, 2013, 9, 3080. 2.9 8

199 Proteome-wide study of endoplasmic reticulum stress induced by thapsigargin in N2a neuroblastoma
cells. Neurochemistry International, 2013, 62, 58-69. 1.9 23



13

Citation Report

# Article IF Citations

200 Inhibiting EGF Receptor or SRC Family Kinase Signaling Overcomes BRAF Inhibitor Resistance in
Melanoma. Cancer Discovery, 2013, 3, 158-167. 7.7 300

201 Genomeâ€•wide linkage analysis for human longevity: Genetics of Healthy Aging Study. Aging Cell, 2013,
12, 184-193. 3.0 170

202 Genome-wide profiling of methylation identifies novel targets with aberrant hypermethylation and
reduced expression in low-risk myelodysplastic syndromes. Leukemia, 2013, 27, 610-618. 3.3 31

203 Comparative transcriptome analyses reveal conserved and distinct mechanisms in ovine and bovine
lactation. Functional and Integrative Genomics, 2013, 13, 115-131. 1.4 13

204 microRNAs and the regulation of neuronal plasticity under stress conditions. Neuroscience, 2013, 241,
188-205. 1.1 58

205 Differential gene expression profile of first-generation and second-generation rapamycin-resistant
allogeneic T cells. Cytotherapy, 2013, 15, 598-609. 0.3 7

206 Coordinated Dynamic Gene Expression Changes in the Central Nucleus of the Amygdala During
Alcohol Withdrawal. Alcoholism: Clinical and Experimental Research, 2013, 37, E88-100. 1.4 38

207 Proteomics and the Analysis of Proteomic Data: 2013 Overview of Current Proteinâ€•Profiling
Technologies. Current Protocols in Bioinformatics, 2013, 41, Unit 13.21. 25.8 11

208
Reduction of dietary glycaemic load modifies the expression of microRNA potentially associated with
energy balance and cancer pathways in pre-menopausal women. British Journal of Nutrition, 2013, 109,
585-592.

1.2 13

209 Toxicogenomic Approaches in Developmental Toxicology Testing. Methods in Molecular Biology, 2013,
947, 451-473. 0.4 16

210
Proteome-Wide Characterization of the RNA-Binding Protein RALY-Interactome Using the in
Vivo-Biotinylation-Pulldown-Quant (iBioPQ) Approach. Journal of Proteome Research, 2013, 12,
2869-2884.

1.8 49

211 Genome-wide detection of sRNA targets with rNAV. , 2013, , . 6

212 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

213 Transcript Expression Patterns Illuminate the Mechanistic Background of Hormesis in
<i>Caenorhabditis Elegans</i> Maupas. Dose-Response, 2013, 11, dose-response.1. 0.7 5

214 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

215 Genome-wide shRNA screening to identify factors mediating Gata6 repression in mouse embryonic stem
cells. Development (Cambridge), 2013, 140, 4110-4115. 1.2 9

216 Galectin-9 Functionally Impairs Natural Killer Cells in Humans and Mice. Journal of Virology, 2013, 87,
4835-4845. 1.5 112

217
The WASH complex, an endosomal Arp2/3 activator, interacts with the Hermanskyâ€“Pudlak syndrome
complex BLOC-1 and its cargo phosphatidylinositol-4-kinase type IIÎ±. Molecular Biology of the Cell, 2013,
24, 2269-2284.

0.9 101



14

Citation Report

# Article IF Citations

218 Jasmonate Controls Leaf Growth by Repressing Cell Proliferation and the Onset of Endoreduplication
while Maintaining a Potential Stand-By Mode Â  Â . Plant Physiology, 2013, 161, 1930-1951. 2.3 160

219
Combining animal personalities with transcriptomics resolves individual variation within a wildâ€•type
zebrafish population and identifies underpinning molecular differences in brain function. Molecular
Ecology, 2013, 22, 6100-6115.

2.0 66

220 Genome-wide expression analysis suggests unique disease-promoting and disease-preventing signatures
in Pemphigus vulgaris. Genes and Immunity, 2013, 14, 487-499. 2.2 38

221 Hairless and the polyamine putrescine form a negative regulatory loop in the epidermis. Experimental
Dermatology, 2013, 22, 644-649. 1.4 10

222 Genetic and Nongenetic Variation Revealed for the Principal Components of Human Gene Expression.
Genetics, 2013, 195, 1117-1128. 1.2 23

223 Monozygotic twins affected with major depressive disorder have greater variance in methylation
than their unaffected co-twin. Translational Psychiatry, 2013, 3, e269-e269. 2.4 89

224 Kaposi's Sarcoma-Associated Herpesvirus Encodes a Mimic of Cellular miR-23. Journal of Virology, 2013,
87, 11821-11830. 1.5 37

225 Phase 2 clinical trial of rapamycin-resistant donor CD4+ Th2/Th1 (T-Rapa) cells after low-intensity
allogeneic hematopoietic cell transplantation. Blood, 2013, 121, 2864-2874. 0.6 31

226
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

227
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

228 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

229 Molecular signatures of basal cell carcinoma susceptibility and pathogenesis: A genomic approach.
International Journal of Oncology, 2013, 42, 583-596. 1.4 17

230 Comparative proteomics of inhaled silver nanoparticles in healthy and allergen provoked mice.
International Journal of Nanomedicine, 2013, 8, 2783. 3.3 30

231 Relaxation Response Induces Temporal Transcriptome Changes in Energy Metabolism, Insulin Secretion
and Inflammatory Pathways. PLoS ONE, 2013, 8, e62817. 1.1 223

232 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

233 RNA-Seq Reveals Spliceosome and Proteasome Genes as Most Consistent Transcripts in Human Cancer
Cells. PLoS ONE, 2013, 8, e72884. 1.1 46

234 SIDD: A Semantically Integrated Database towards a Global View of Human Disease. PLoS ONE, 2013, 8,
e75504. 1.1 46

235 A Comparison of Gene Set Analysis Methods in Terms of Sensitivity, Prioritization and Specificity. PLoS
ONE, 2013, 8, e79217. 1.1 164



15

Citation Report

# Article IF Citations

236 Bioinformatics for spermatogenesis: annotation of male reproduction based on proteomics. Asian
Journal of Andrology, 2013, 15, 594-602. 0.8 32

237 Integrative ChIP-seq/Microarray Analysis Identifies a CTNNB1 Target Signature Enriched in Intestinal
Stem Cells and Colon Cancer. PLoS ONE, 2014, 9, e92317. 1.1 41

238 Structural, Kinetic and Proteomic Characterization of Acetyl Phosphate-Dependent Bacterial Protein
Acetylation. PLoS ONE, 2014, 9, e94816. 1.1 249

239 Exploring the miRNA-mRNA Regulatory Network in Clear Cell Renal Cell Carcinomas by
Next-Generation Sequencing Expression Profiles. BioMed Research International, 2014, 2014, 1-11. 0.9 36

240 Co-Expression Analysis of Fetal Weight-Related Genes in Ovine Skeletal Muscle during Mid and Late
Fetal Development Stages. International Journal of Biological Sciences, 2014, 10, 1039-1050. 2.6 13

241 R-Based Software for the Integration of Pathway Data into Bioinformatic Algorithms. Biology, 2014, 3,
85-100. 1.3 18

242 The Succinated Proteome of FH-Mutant Tumours. Metabolites, 2014, 4, 640-654. 1.3 48

243 Exploration of Potential Roles of a New LOXL2 Splicing Variant Using Network Knowledge in
Esophageal Squamous Cell Carcinoma. Scientific World Journal, The, 2014, 2014, 1-14. 0.8 8

244 Proteomics-Based Identification of Differentially Abundant Proteins from Human Keratinocytes
Exposed to Arsenic Trioxide. Journal of Proteomics and Bioinformatics, 2014, 07, 166-178. 0.4 17

245 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

246 Effective Chemical Constituentâ€™s Identification Of Extracting Solution From Herbs â€“ A Review.
Tropical Journal of Obstetrics and Gynaecology, 2014, 11, 53. 0.3 3

247 SOX4 inhibits GBM cell growth and induces G0/G1 cell cycle arrest through Akt-p53 axis. BMC
Neurology, 2014, 14, 207. 0.8 31

248 Transcriptome profiling of natural dichromatism in the annual fishes Nothobranchius furzeri and
Nothobranchius kadleci. BMC Genomics, 2014, 15, 754. 1.2 24

249
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

250 Plant Sterol Feeding Induces Tumor Formation and Alters Sterol Metabolism in the Intestine
of<i>Apc</i><sup>Min</sup>Mice. Nutrition and Cancer, 2014, 66, 259-269. 0.9 8

251 Lean Mass, Muscle Strength and Gene Expression in Community Dwelling Older Men: Findings from the
Hertfordshire Sarcopenia Study (HSS). Calcified Tissue International, 2014, 95, 308-316. 1.5 66

252 Comparative Analysis of Human Tissue Interactomes Reveals Factors Leading to Tissue-Specific
Manifestation of Hereditary Diseases. PLoS Computational Biology, 2014, 10, e1003632. 1.5 70

253 Analysis of Differential miRNA Expression in Primary Tumor and Stroma of Colorectal Cancer Patients.
BioMed Research International, 2014, 2014, 1-8. 0.9 49



16

Citation Report

# Article IF Citations

254 CYP6 P450 Enzymes and ACE-1 Duplication Produce Extreme and Multiple Insecticide Resistance in the
Malaria Mosquito Anopheles gambiae. PLoS Genetics, 2014, 10, e1004236. 1.5 243

255 Discovering biological knowledge by integrating highâ€•throughput data and scientific literature on the
cloud. Concurrency Computation Practice and Experience, 2014, 26, 1771-1786. 1.4 3

256 Proteomics of <i>Fusobacterium nucleatum</i> within a model developing oral microbial community.
MicrobiologyOpen, 2014, 3, 729-751. 1.2 41

257 Separate enrichment analysis of pathways for up- and downregulated genes. Journal of the Royal
Society Interface, 2014, 11, 20130950. 1.5 159

258 Protein and microRNA biomarkers from lavage, urine, and serum in military personnel evaluated for
dyspnea. BMC Medical Genomics, 2014, 7, 58. 0.7 12

259 Identification of rheumatoid arthritis and osteoarthritis patients by transcriptome-based rule set
generation. Arthritis Research and Therapy, 2014, 16, R84. 1.6 166

260 A meta-analysis revealed insights into the sources, conservation and impact of microRNA 5â€²-isoforms in
four model species. Nucleic Acids Research, 2014, 42, 1427-1441. 6.5 23

261 Causal inference of gene regulation with subnetwork assembly from genetical genomics data. Nucleic
Acids Research, 2014, 42, 2803-2819. 6.5 15

262 Analysis of microRNAs in patients with systemic lupus erythematosus, using Solexa deep sequencing.
Connective Tissue Research, 2014, 55, 187-196. 1.1 9

263 DevMouse, the mouse developmental methylome database and analysis tools. Database: the Journal of
Biological Databases and Curation, 2014, 2014, bat084-bat084. 1.4 10

264 Loss of BMAL1 in ovarian steroidogenic cells results in implantation failure in female mice.
Proceedings of the National Academy of Sciences of the United States of America, 2014, 111, 14295-14300. 3.3 90

265 Activity-associated miRNA are packaged in Map1b-enriched exosomes released from depolarized
neurons. Nucleic Acids Research, 2014, 42, 9195-9208. 6.5 226

266 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

267 Identification of latent tuberculosis infection-related microRNAs in human U937 macrophages
expressing Mycobacterium tuberculosis Hsp16.3. BMC Microbiology, 2014, 14, 37. 1.3 57

268 geneCommittee: a web-based tool for extensively testing the discriminatory power of biologically
relevant gene sets in microarray data classification. BMC Bioinformatics, 2014, 15, 31. 1.2 7

269 gsGator: an integrated web platform for cross-species gene set analysis. BMC Bioinformatics, 2014, 15,
13. 1.2 7

270 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

271 Heritability and genomics of gene expression in peripheral blood. Nature Genetics, 2014, 46, 430-437. 9.4 370



17

Citation Report

# Article IF Citations

272
Absorption, Metabolism, and Effects at Transcriptome Level of a Standardized French Oak Wood
Extract, Robuvit, in Healthy Volunteers: Pilot Study. Journal of Agricultural and Food Chemistry,
2014, 62, 443-453.

2.4 32

273 Understanding the transcriptional regulation of cervix cancer using microarray gene expression data
and promoter sequence analysis of a curated gene set. Gene, 2014, 535, 233-238. 1.0 19

274 Spatially restricted Hedgehog signalling regulates HGF-induced branching of the adult prostate.
Nature Cell Biology, 2014, 16, 1135-1145. 4.6 30

275 Long-term effects of repeated superovulation on ovarian structure and function in rhesus monkeys.
Fertility and Sterility, 2014, 102, 1452-1457.e1. 0.5 23

276 Affinity purificationâ€“mass spectrometry and network analysis to understand protein-protein
interactions. Nature Protocols, 2014, 9, 2539-2554. 5.5 169

277 Systematic pipeline for the analysis of microRNA-gene interactions in active and latent TB infection. ,
2014, , . 0

278 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

279
Increased Frequency of De Novo Copy Number Variants in Congenital Heart Disease by Integrative
Analysis of Single Nucleotide Polymorphism Array and Exome Sequence Data. Circulation Research,
2014, 115, 884-896.

2.0 229

280 A meta-analysis of gene expression quantitative trait loci in brain. Translational Psychiatry, 2014, 4,
e459-e459. 2.4 77

281 Exosomes from docetaxel-resistant breast cancer cells alter chemosensitivity by delivering
microRNAs. Tumor Biology, 2014, 35, 9649-9659. 0.8 126

282 RNA-Seq Transcriptome Profiling of Equine Inner Cell Mass and Trophectoderm1. Biology of
Reproduction, 2014, 90, 61. 1.2 50

283 Enrichment Analysis for Discovering Biological Associations in Phenotypic Screens. Journal of
Chemical Information and Modeling, 2014, 54, 377-386. 2.5 12

284 Analysis of the transcriptional networks underpinning the activation of murine macrophages by
inflammatory mediators. Journal of Leukocyte Biology, 2014, 96, 167-183. 1.5 54

285 Joint GWAS Analysis: Comparing similar GWAS at different genomic resolutions identifies novel
pathway associations with six complex diseases. Genomics Data, 2014, 2, 202-211. 1.3 10

286 Hedgehog Signaling Restrains Bladder Cancer Progression by Eliciting Stromal Production of
Urothelial Differentiation Factors. Cancer Cell, 2014, 26, 521-533. 7.7 164

287 A genome-wide association study of immune response traits in Canadian Holstein cattle. BMC
Genomics, 2014, 15, 559. 1.2 78

288 Integrative analysis of the transcriptome profiles observed in type 1, type 2 and gestational diabetes
mellitus reveals the role of inflammation. BMC Medical Genomics, 2014, 7, 28. 0.7 28

289 Overlap of expression Quantitative Trait Loci (eQTL) in human brain and blood. BMC Medical Genomics,
2014, 7, 31. 0.7 53



18

Citation Report

# Article IF Citations

290 MicroRNA and mRNA expression profiling in rat acute respiratory distress syndrome. BMC Medical
Genomics, 2014, 7, 46. 0.7 60

291 Genetic network identifies novel pathways contributing to atherosclerosis susceptibility in the
innominate artery. BMC Medical Genomics, 2014, 7, 51. 0.7 8

292 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

293 Physicochemical and biological characterization of single-walled and double-walled carbon
nanotubes in biological media. Journal of Hazardous Materials, 2014, 280, 216-225. 6.5 15

294 Long non-coding RNAs: new players in ocular neovascularization. Molecular Biology Reports, 2014, 41,
4493-4505. 1.0 53

295 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

296 Screening and regulatory network analysis of survival-related genes of patients with colorectal
cancer. Science China Life Sciences, 2014, 57, 526-531. 2.3 8

297
A bioinformatics approach reveals novel interactions of the OVOL transcription factors in the
regulation of epithelial â€“ mesenchymal cell reprogramming and cancer progression. BMC Systems
Biology, 2014, 8, 29.

3.0 13

298 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

299 Differential gene expression analysis in CCLE lesions provides new insights regarding the genetics
basis of skin vs. systemic disease. Genomics, 2014, 104, 144-155. 1.3 51

300 Dexamethasone stimulated gene expression in peripheral blood indicates glucocorticoid-receptor
hypersensitivity in job-related exhaustion. Psychoneuroendocrinology, 2014, 44, 35-46. 1.3 27

301 Characterization of the interactions between protein and carbon black. Journal of Hazardous
Materials, 2014, 264, 127-135. 6.5 19

302
Environmental Stress Affects the Activity of Metabolic and Growth Factor Signaling Networks and
Induces Autophagy Markers in MCF7 Breast Cancer Cells. Molecular and Cellular Proteomics, 2014, 13,
836-848.

2.5 33

303
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

304 Deep sequencing reveals complex mechanisms of microRNA deregulation in colorectal cancer.
International Journal of Oncology, 2014, 45, 603-610. 1.4 16

305 Analysis of differentially expressed genes between rheumatoid arthritis and osteoarthritis based on
the gene co-expression network. Molecular Medicine Reports, 2014, 10, 119-124. 1.1 19

306 The <i>E. coli</i> sirtuin CobB shows no preference for enzymatic and nonenzymatic lysine
acetylation substrate sites. MicrobiologyOpen, 2015, 4, 66-83. 1.2 87

307
IDEA: Integrated Drug Expression Analysisâ€”Integration of Gene Expression and Clinical Data for the
Identification of Therapeutic Candidates. CPT: Pharmacometrics and Systems Pharmacology, 2015, 4,
415-425.

1.3 5



19

Citation Report

# Article IF Citations

308 Integrated analysis of DNA methylation and microRNA regulation of the lung adenocarcinoma
transcriptome. Oncology Reports, 2015, 34, 585-594. 1.2 22

309 Elevated free fatty acid uptake via CD36 promotes epithelial-mesenchymal transition in hepatocellular
carcinoma. Scientific Reports, 2015, 5, 14752. 1.6 241

310 Revealing gene clusters associated with the development of cholangiocarcinoma, based on a time
series analysis. Molecular Medicine Reports, 2015, 11, 3481-3486. 1.1 0

311 DMAP: a connectivity map database to enable identification of novel drug repositioning candidates.
BMC Bioinformatics, 2015, 16, S4. 1.2 35

312 The proteomic landscape of glioma stem-like cells. EuPA Open Proteomics, 2015, 8, 85-93. 2.5 11

313 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

314 iCLIP identifies novel roles for SAFB1 in regulating RNA processing and neuronal function. BMC
Biology, 2015, 13, 111. 1.7 23

315 Comprehensive genome-wide transcription factor analysis reveals that a combination of high affinity
and low affinity DNA binding is needed for human gene regulation. BMC Genomics, 2015, 16, S12. 1.2 23

316 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

317 Identification of candidate gonadal sex differentiation genes in the chicken embryo using RNA-seq.
BMC Genomics, 2015, 16, 704. 1.2 54

318 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

319 MGDB: a comprehensive database of genes involved in melanoma. Database: the Journal of Biological
Databases and Curation, 2015, 2015, bav097. 1.4 11

320 A quantitative proteomics analysis of MCF7 breast cancer stem and progenitor cell populations.
Proteomics, 2015, 15, 3772-3783. 1.3 23

321 Protein acetylation dynamics in response to carbon overflow in <scp><i>E</i></scp><i>scherichia
coli</i>. Molecular Microbiology, 2015, 98, 847-863. 1.2 164

322 Irf6-Related Gene Regulatory Network Involved in Palate and Lip Development. Journal of Craniofacial
Surgery, 2015, 26, 1600-1605. 0.3 9

323 Altered Mucin and Glycoprotein Expression in Dry Eye Disease. Optometry and Vision Science, 2015, 92,
931-938. 0.6 46

324 VOL 5, NO 1 (2015). Journal of Integrated OMICS, 2015, 5, . 0.5 0

325 Gene Variability between Perineural-Positive and Perineural-Negative Squamous Cell Skin Cancers.
Journal of Clinical & Medical Genomics, 2015, 3, . 0.1 1



20

Citation Report

# Article IF Citations

326 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

327
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

328
Application of biclustering of gene expression data and gene set enrichment analysis methods to
identify potentially disease causing nanomaterials. Beilstein Journal of Nanotechnology, 2015, 6,
2438-2448.

1.5 49

329 A Transcriptomic Study of Maternal Thyroid Adaptation to Pregnancy in Rats. International Journal of
Molecular Sciences, 2015, 16, 27339-27349. 1.8 4

330
Inter-alpha-trypsin inhibitor heavy chain 4: a novel biomarker for environmental exposure
to&amp;nbsp;particulate air pollution in patients with chronic obstructive pulmonary disease.
International Journal of COPD, 2015, 10, 831.

0.9 13

331 Properties of Protein Drug Target Classes. PLoS ONE, 2015, 10, e0117955. 1.1 97

332 Genome-Wide Association Study of Serum Minerals Levels in Children of Different Ethnic Background.
PLoS ONE, 2015, 10, e0123499. 1.1 9

333 Genomic and Clinical Effects Associated with a Relaxation Response Mind-Body Intervention in
Patients with Irritable Bowel Syndrome and Inflammatory Bowel Disease. PLoS ONE, 2015, 10, e0123861. 1.1 62

334 Deregulation of Genes Related to Iron and Mitochondrial Metabolism in Refractory Anemia with Ring
Sideroblasts. PLoS ONE, 2015, 10, e0126555. 1.1 21

335 Quantitative Analysis of Differential Proteome Expression in Bladder Cancer vs. Normal Bladder Cells
Using SILAC Method. PLoS ONE, 2015, 10, e0134727. 1.1 18

336
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

337 An Ultrasensitive Mechanism Regulates Influenza Virus-Induced Inflammation. PLoS Pathogens, 2015, 11,
e1004856. 2.1 32

338 An integrative approach identified genes associated with drug response in gastric cancer.
Carcinogenesis, 2015, 36, 441-451. 1.3 15

339 DYRK1A controls the transition from proliferation to quiescence during lymphoid development by
destabilizing Cyclin D3. Journal of Experimental Medicine, 2015, 212, 953-970. 4.2 65

340 Advantages of mixing bioinformatics and visualization approaches for analyzing sRNA-mediated
regulatory bacterial networks. Briefings in Bioinformatics, 2015, 16, 795-805. 3.2 9

341 Genomics of Ecological Adaptation in Cactophilic Drosophila. Genome Biology and Evolution, 2015, 7,
349-366. 1.1 51

342
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

343 The pervasiveness and plasticity of circadian oscillations: the coupled circadian-oscillators
framework. Bioinformatics, 2015, 31, 3181-3188. 1.8 24



21

Citation Report

# Article IF Citations

344 The anatomical distribution of genetic associations. Nucleic Acids Research, 2015, 43, 10804-10820. 6.5 37

345 MVDA: a multi-view genomic data integration methodology. BMC Bioinformatics, 2015, 16, 261. 1.2 62

346 Single-cell transcriptomic reconstruction reveals cell cycle and multi-lineage differentiation defects
in Bcl11a-deficient hematopoietic stem cells. Genome Biology, 2015, 16, 178. 3.8 86

347 The RNA-binding proteomes from yeast to man harbour conserved enigmRBPs. Nature Communications,
2015, 6, 10127. 5.8 385

348 Discovery of neighborhood relationships and regulatory patterns between breast cancer and
inflammatory genes based on human co-expressed regulatory network. , 2015, , . 0

349 iTRAQ-based proteomic identification of proteins involved in anti-angiogenic effects of Panduratin A
on HUVECs. Phytomedicine, 2015, 22, 203-212. 2.3 8

350 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

351 Dysregulation of miR-34a links neuronal development to genetic risk factors for bipolar disorder.
Molecular Psychiatry, 2015, 20, 573-584. 4.1 132

352 Scl binds to primed enhancers in mesoderm to regulate hematopoietic and cardiac fate divergence.
EMBO Journal, 2015, 34, 759-777. 3.5 64

353 Cytotoxic mechanisms of panduratin A on A375 melanoma cells: A quantitative and temporal
proteomics analysis. Proteomics, 2015, 15, 1608-1621. 1.3 13

354 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

355 Characterization of traumatic brain injury in human brains reveals distinct cellular and molecular
changes in contusion and pericontusion. Journal of Neurochemistry, 2015, 134, 156-172. 2.1 78

356
The effect of colonoscopy on whole blood gene expression profile: an experimental investigation for
colorectal cancer biomarker discovery. Journal of Cancer Research and Clinical Oncology, 2015, 141,
591-599.

1.2 0

357 miR-218 is essential to establish motor neuron fate as a downstream effector of Isl1â€“Lhx3. Nature
Communications, 2015, 6, 7718. 5.8 70

358 Search for common targets of lithium and valproic acid identifies novel epigenetic effects of lithium
on the rat leptin receptor gene. Translational Psychiatry, 2015, 5, e600-e600. 2.4 33

359 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

360 Bioreactor-engineered cancer tissue-like structures mimic phenotypes, gene expression profiles and
drug resistance patterns observed â€œinÂ vivoâ€•. Biomaterials, 2015, 62, 138-146. 5.7 59

361 Detecting pan-cancer conserved microRNA modules from microRNA expression profiles across
multiple cancers. Molecular BioSystems, 2015, 11, 2227-2237. 2.9 6



22

Citation Report

# Article IF Citations

362 Pathway and network analysis of cancer genomes. Nature Methods, 2015, 12, 615-621. 9.0 297

363 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

364 Comparing the evolutionary conservation between human essential genes, human orthologs of mouse
essential genes and human housekeeping genes. Briefings in Bioinformatics, 2015, 16, 922-931. 3.2 13

365
Heterogeneous nuclear ribonucleoprotein K upregulates the kinetochore complex component NUF2
and promotes the tumorigenicity of colon cancer cells. Biochemical and Biophysical Research
Communications, 2015, 459, 29-35.

1.0 28

366 BACA: bubble chArt to compare annotations. BMC Bioinformatics, 2015, 16, 37. 1.2 16

367 Transposon mutagenesis identifies genetic drivers of BrafV600E melanoma. Nature Genetics, 2015, 47,
486-495. 9.4 61

368 NetworkAnalyst for statistical, visual and network-based meta-analysis of gene expression data.
Nature Protocols, 2015, 10, 823-844. 5.5 779

369 Next-generation sequencing reveals novel differentially regulated mRNAs, lncRNAs, miRNAs, sdRNAs
and a piRNA in pancreatic cancer. Molecular Cancer, 2015, 14, 94. 7.9 210

370 Identification of potential therapeutic target genes, key miRNAs and mechanisms in acute myeloid
leukemia based on bioinformatics analysis. Medical Oncology, 2015, 32, 152. 1.2 9

371 Rat liver sinusoidal surface N-linked glycoproteomic analysis by affinity enrichment and mass
spectrometric identification. Biochemistry (Moscow), 2015, 80, 260-275. 0.7 2

372 Recent findings and technological advances in phosphoproteomics for cells and tissues. Expert
Review of Proteomics, 2015, 12, 469-487. 1.3 70

373 Multiple functional linear model for association analysis of RNAâ€•seq with imaging. Quantitative
Biology, 2015, 3, 90-102. 0.3 2

374 Global Gene Expression Analysis in PKCÎ± âˆ’/âˆ’ Mouse Skin Reveals Structural Changes in the Dermis and
Defective Wound Granulation Tissue. Journal of Investigative Dermatology, 2015, 135, 3173-3182. 0.3 5

375 Visual analysis of biological data-knowledge networks. BMC Bioinformatics, 2015, 16, 135. 1.2 29

376 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

377 Computational Systems Biology of Psoriasis: Are We Ready for the Age of Omics and Systems
Biomarkers?. OMICS A Journal of Integrative Biology, 2015, 19, 669-687. 1.0 22

378 Bifidobacteria grown on human milk oligosaccharides downregulate the expression of
inflammation-related genes in Caco-2 cells. BMC Microbiology, 2015, 15, 172. 1.3 67

379 Inferring pathway dysregulation in cancers from multiple types of omic data. Genome Medicine, 2015, 7,
61. 3.6 13



23

Citation Report

# Article IF Citations

380
Akt1/protein kinase B enhances transcriptional reprogramming of fibroblasts to functional
cardiomyocytes. Proceedings of the National Academy of Sciences of the United States of America,
2015, 112, 11864-11869.

3.3 158

381 FOXA2 regulates a network of genes involved in critical functions of human intestinal epithelial
cells. Physiological Genomics, 2015, 47, 290-297. 1.0 26

382 Epsteinâ€“Barr virus transcription factor Zta acts through distal regulatory elements to directly
control cellular gene expression. Nucleic Acids Research, 2015, 43, 3563-3577. 6.5 37

383 Significant expansion of the REST/NRSF cistrome in human versus mouse embryonic stem cells:
potential implications for neural development. Nucleic Acids Research, 2015, 43, 5730-5743. 6.5 35

384 Diallyl disulfide inhibits TNFÎ± induced CCL2 release through MAPK/ERK and NF-Kappa-B signaling.
Cytokine, 2015, 75, 117-126. 1.4 30

385 Recurrent internal tandem duplications of BCOR in clear cell sarcoma of the kidney. Nature
Communications, 2015, 6, 8891. 5.8 126

386 Nitric Oxide Regulates Gene Expression in Cancers by Controlling Histone Posttranslational
Modifications. Cancer Research, 2015, 75, 5299-5308. 0.4 47

387 Impaired alveolarization and intraâ€•uterine growth restriction in rats: a postnatal genomeâ€•wide
analysis. Journal of Pathology, 2015, 235, 420-430. 2.1 33

388 RNA-Seq identifies novel myocardial gene expression signatures of heart failure. Genomics, 2015, 105,
83-89. 1.3 220

389 RAMONA: a Web application for gene set analysis on multilevel omics data. Bioinformatics, 2015, 31,
128-130. 1.8 7

390 Viewing the proteome: How to visualize proteomics data?. Proteomics, 2015, 15, 1341-1355. 1.3 32

391 Featured Article: Transcriptome profiling of expression changes during neuronal death by RNA-Seq.
Experimental Biology and Medicine, 2015, 240, 242-251. 1.1 7

392 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

393 Annotation Enrichment Analysis: An Alternative Method for Evaluating the Functional Properties of
Gene Sets. Scientific Reports, 2014, 4, 4191. 1.6 56

394 EGR1 decreases the malignancy of human non-small cell lung carcinoma by regulating KRT18
expression. Scientific Reports, 2014, 4, 5416. 1.6 65

395 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

396
Semi-Automated Curation Allows Causal Network Model Building for the Quantification of
Age-Dependent Plaque Progression in ApoEâ€“/â€“ Mouse. Gene Regulation and Systems Biology, 2016, 10,
GRSB.S40031.

2.3 9

397 The Antitumor Effect of Metformin Is Mediated by miR-26a in Breast Cancer. International Journal of
Molecular Sciences, 2016, 17, 1298. 1.8 35



24

Citation Report

# Article IF Citations

398 Genome-wide identification of Wig-1 mRNA targets by RIP-Seq analysis. Oncotarget, 2016, 7, 1895-1911. 0.8 14

399 Transcriptomic analysis reveals distinct resistant response by physcion and chrysophanol against
cucumber powdery mildew. PeerJ, 2016, 4, e1991. 0.9 24

400
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

401 Integrated Approaches to Drug Discovery for Oxidative Stress-Related Retinal Diseases. Oxidative
Medicine and Cellular Longevity, 2016, 2016, 1-9. 1.9 12

402 Role of miRNAs in Epicardial Adipose Tissue in CAD Patients with T2DM. BioMed Research International,
2016, 2016, 1-7. 0.9 14

403
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

404 Evaluation of microRNA Expression in Patients with Herpes Zoster. Viruses, 2016, 8, 326. 1.5 12

405 Transcription Profile of Aging and Cognition-Related Genes in the Medial Prefrontal Cortex.
Frontiers in Aging Neuroscience, 2016, 8, 113. 1.7 64

406 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

407 Induction of the type I interferon response in neurological forms of Gaucher disease. Journal of
Neuroinflammation, 2016, 13, 104. 3.1 53

408 Integrated Analysis of Dysregulated ncRNA and mRNA Expression Profiles in Humans Exposed to
Carbon Nanotubes. PLoS ONE, 2016, 11, e0150628. 1.1 70

409 Comorbidities of Psoriasis - Exploring the Links by Network Approach. PLoS ONE, 2016, 11, e0149175. 1.1 31

410 Core Proteomic Analysis of Unique Metabolic Pathways of Salmonella enterica for the Identification
of Potential Drug Targets. PLoS ONE, 2016, 11, e0146796. 1.1 11

411 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

412 Prediction of Possible Biomarkers and Novel Pathways Conferring Risk to Post-Traumatic Stress
Disorder. PLoS ONE, 2016, 11, e0168404. 1.1 12

413 IRF5 governs liver macrophage activation that promotes hepatic fibrosis in mice and humans. JCI
Insight, 2016, 1, e88689. 2.3 43

414 Protein aggregation as an antibiotic design strategy. Molecular Microbiology, 2016, 99, 849-865. 1.2 44

415 Sex-biased gene expression and sequence conservation in Atlantic and Pacific salmon lice
(Lepeophtheirus salmonis). BMC Genomics, 2016, 17, 483. 1.2 22



25

Citation Report

# Article IF Citations

416 Identifying gene regulatory network rewiring using latent differential graphical models. Nucleic
Acids Research, 2016, 44, e140-e140. 6.5 56

417 Upregulation of inflammatory gene transcripts in periosteum of chronic migraineurs: Implications
for extracranial origin of headache. Annals of Neurology, 2016, 79, 1000-1013. 2.8 68

418 CSCdb: a cancer stem cells portal for markers, related genes and functional information. Database:
the Journal of Biological Databases and Curation, 2016, 2016, baw023. 1.4 21

419 Neonatal cardiac dysfunction and transcriptome changes caused by the absence of Celf1. Scientific
Reports, 2016, 6, 35550. 1.6 18

420 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

421 New insights into functional regulation in MS-based drug profiling. Scientific Reports, 2016, 6, 18826. 1.6 13

422 Visualization of multiple experiment gene set analysis. , 2016, , . 0

423 Bone-associated gene evolution and the origin of flight in birds. BMC Genomics, 2016, 17, 371. 1.2 12

424 An Atlas of annotations of Hydra vulgaris transcriptome. BMC Bioinformatics, 2016, 17, 360. 1.2 1

425 Immune cell-specific transcriptional profiling highlights distinct molecular pathways controlled by
Tob1 upon experimental autoimmune encephalomyelitis. Scientific Reports, 2016, 6, 31603. 1.6 8

426 Efficient DNA binding of NF-ÎºB requires the chaperone-like function of NPM1. Nucleic Acids Research,
2016, 45, gkw1285. 6.5 46

427 Cell-cycle-independent transitions in temporal identity of mammalian neural progenitor cells. Nature
Communications, 2016, 7, 11349. 5.8 78

428 Concordance between somatic copy number loss and down-regulated expression: A pan-cancer study
of cancer predisposition genes. Scientific Reports, 2016, 6, 37358. 1.6 13

429 Temporal retinal transcriptome and systems biology analysis identifies key pathways and hub genes in
Staphylococcus aureus endophthalmitis. Scientific Reports, 2016, 6, 21502. 1.6 30

430 Modern Proteomics â€“ Sample Preparation, Analysis and Practical Applications. Advances in
Experimental Medicine and Biology, 2016, , . 0.8 13

431 Bioinformatics Tools for Proteomics Data Interpretation. Advances in Experimental Medicine and
Biology, 2016, 919, 281-341. 0.8 20

432 Urinary neutrophil gelatinase-associated lipocalin is associated with heavy metal exposure in welding
workers. Scientific Reports, 2016, 5, 18048. 1.6 32

433 Purifying selection shapes the coincident SNP distribution of primate coding sequences. Scientific
Reports, 2016, 6, 27272. 1.6 5



26

Citation Report

# Article IF Citations

434 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

435 No Promoter Left Behind (NPLB): learn <i>de novo</i> promoter architectures from genome-wide
transcription start sites. Bioinformatics, 2016, 32, 779-781. 1.8 7

436 Proteomics of cellâ€“cell interactions in health and disease. Proteomics, 2016, 16, 328-344. 1.3 12

437 Comprehensive quantification of N-glycoproteome in Fusarium graminearum reveals intensive
glycosylation changes against fungicide. Journal of Proteomics, 2016, 142, 82-90. 1.2 15

438 Effects of zinc oxide nanoparticles on human coronary artery endothelial cells. Food and Chemical
Toxicology, 2016, 93, 138-144. 1.8 27

439 Identification of gene expression changes in rabbit uterus during embryo implantation. Genomics,
2016, 107, 216-221. 1.3 13

440 Defining the multivalent functions of CTCF from chromatin state and three-dimensional chromatin
interactions. Nucleic Acids Research, 2016, 44, 6200-6212. 6.5 19

441 Systems Vaccinology: Applications, Trends, and Perspectives. Methods in Molecular Biology, 2016, 1403,
107-130. 0.4 2

442 Identification of potential therapeutic target genes and mechanisms in head and neck squamous cell
carcinoma by bioinformatics analysis. Oncology Letters, 2016, 11, 3009-3014. 0.8 19

443 Specific c-Jun target genes in malignant melanoma. Cancer Biology and Therapy, 2016, 17, 486-497. 1.5 20

444 Immunogenic Subtypes of Breast Cancer Delineated by Gene Classifiers of Immune Responsiveness.
Cancer Immunology Research, 2016, 4, 600-610. 1.6 86

445 Genome-wide Association Studies of Posttraumatic Stress Disorder in 2 Cohorts of US Army Soldiers.
JAMA Psychiatry, 2016, 73, 695. 6.0 158

446 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

447 Ataxin-1 regulates the cerebellar bioenergetics proteome through the GSK3Î²-mTOR pathway which is
altered in Spinocerebellar ataxia type 1 (SCA1). Human Molecular Genetics, 2016, 25, 4021-4040. 1.4 43

448
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

449 A Guide to Genome-Wide In Vivo RNAi Applications in Drosophila. Methods in Molecular Biology, 2016,
1478, 117-143. 0.4 32

450 On the study of microbial transcriptomes using second- and third-generation sequencing
technologies. Journal of Microbiology, 2016, 54, 527-536. 1.3 12

451 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



27

Citation Report

# Article IF Citations

452 Systemic transcriptome analysis of hepatocellular carcinoma. Tumor Biology, 2016, 37, 13323-13331. 0.8 12

453 BMDExpress Data Viewer â€• a visualization tool to analyze BMDExpress datasets. Journal of Applied
Toxicology, 2016, 36, 1048-1059. 1.4 22

454 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

455 Maternal obesity programs mitochondrial and lipid metabolism gene expression in infant umbilical
vein endothelial cells. International Journal of Obesity, 2016, 40, 1627-1634. 1.6 25

456 Weighted gene co-expression based biomarker discovery for psoriasis detection. Gene, 2016, 593,
225-234. 1.0 26

457 Histone Demethylase LSD1 Promotes Adipocyte Differentiation through Repressing Wnt Signaling. Cell
Chemical Biology, 2016, 23, 1228-1240. 2.5 41

458 Analyzing gene expression time-courses based on multi-resolution shape mixture model. Mathematical
Biosciences, 2016, 281, 74-81. 0.9 1

459 Tissue enrichment analysis for C. elegans genomics. BMC Bioinformatics, 2016, 17, 366. 1.2 155

460 Analysis of gene expression profile identifies potential biomarkers for atherosclerosis. Molecular
Medicine Reports, 2016, 14, 3052-3058. 1.1 20

461 Systematic associations between germ-line mutations and human cancers. International Journal of
Computational Biology and Drug Design, 2016, 9, 135. 0.3 0

462 SZDB: A Database for Schizophrenia Genetic Research. Schizophrenia Bulletin, 2017, 43, sbw102. 2.3 91

463 Developmental Transcriptomics of the Hawaiian Anchialine ShrimpHalocaridina rubraHolthuis, 1963
(Crustacea: Atyidae). Integrative and Comparative Biology, 2016, 56, 1170-1182. 0.9 10

464 PRDM14 Drives OCT3/4 Recruitment via Active Demethylation in the Transition from Primed to Naive
Pluripotency. Stem Cell Reports, 2016, 7, 1072-1086. 2.3 31

465 Single-Cell Resolution of Temporal Gene Expression during Heart Development. Developmental Cell,
2016, 39, 480-490. 3.1 361

466 RNA Sequencing Applied to Livestock Production. , 2016, , 63-94. 0

467 A Portrait of Ribosomal DNA Contacts with Hi-C Reveals 5S and 45S rDNA Anchoring Points in the
Folded Human Genome. Genome Biology and Evolution, 2016, 8, 3545-3558. 1.1 31

468 Quantitative Analysis of Global Proteome and Lysine Acetylome Reveal the Differential Impacts of VPA
and SAHA on HL60 Cells. Scientific Reports, 2016, 6, 19926. 1.6 34

469 Transcription Factor RFX2 Is a Key Regulator of Mouse Spermiogenesis. Scientific Reports, 2016, 6,
20435. 1.6 51



28

Citation Report

# Article IF Citations

470 Postnatal onset of retinal degeneration by loss of embryonic Ezh2 repression of Six1. Scientific
Reports, 2016, 6, 33887. 1.6 26

471 Identification potential biomarkers in pulmonary tuberculosis and latent infection based on
bioinformatics analysis. BMC Infectious Diseases, 2016, 16, 500. 1.3 13

472 Systems Biology in Animal Production and Health, Vol. 1. , 2016, , . 0

473 Identification of novel genes and pathways in carotid atheroma using integrated bioinformatic
methods. Scientific Reports, 2016, 6, 18764. 1.6 16

474 Integrated analysis of DNA methylation and RNA-sequencing data in Down syndrome. Molecular
Medicine Reports, 2016, 14, 4309-4314. 1.1 3

475 Analysis of differential gene expression by RNA-seq data in brain areas of laboratory animals. Journal
of Integrative Bioinformatics, 2016, 13, 1-15. 1.0 7

476 Systematic analysis of the molecular mechanism underlying atherosclerosis using a text mining
approach. Human Genomics, 2016, 10, 14. 1.4 12

477 Molecular dysfunctions in acute myeloid leukemia revealed by integrated analysis of microRNA and
transcription factor. International Journal of Oncology, 2016, 48, 2367-2380. 1.4 5

478 Genome-wide identification of expression quantitative trait loci for human telomerase. Medicine
(United States), 2016, 95, e5209. 0.4 1

479 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

480 Tcof1-Related Molecular Networks in Treacher Collins Syndrome. Journal of Craniofacial Surgery,
2016, 27, 1420-1426. 0.3 13

481
Salinity-induced changes in gene expression from anterior and posterior gills of Callinectes sapidus
(Crustacea: Portunidae) with implications for crustacean ecological genomics. Comparative
Biochemistry and Physiology Part D: Genomics and Proteomics, 2016, 19, 34-44.

0.4 22

482 Weighted gene co-expression network analysis reveals key genes involved in pancreatic ductal
adenocarcinoma development. Cellular Oncology (Dordrecht), 2016, 39, 379-388. 2.1 128

483 Chemical genetic discovery of PARP targets reveals a role for PARP-1 in transcription elongation.
Science, 2016, 353, 45-50. 6.0 302

484 EBF2 promotes the recruitment of beige adipocytes in white adipose tissue. Molecular Metabolism,
2016, 5, 57-65. 3.0 83

485
Misexpression of Tbx18 in cardiac chambers of fetal mice interferes with chamber-specific
developmental programs but does not induce a pacemaker-like gene signature. Journal of Molecular
and Cellular Cardiology, 2016, 97, 140-149.

0.9 20

486 First trimester trophoblasts forming endothelial-like tubes inÂ vitro emulate a â€˜blood vessel
developmentâ€™ gene expression profile. Gene Expression Patterns, 2016, 21, 103-110. 0.3 18

487 The effects of transfection reagent polyethyleneimine (PEI) and non-targeting control siRNAs on
global gene expression in human aortic smooth muscle cells. BMC Genomics, 2016, 17, 20. 1.2 17



29

Citation Report

# Article IF Citations

488 Weighted gene co-expression network analysis identifies specific modules and hub genes related to
coronary artery disease. BMC Cardiovascular Disorders, 2016, 16, 54. 0.7 85

489
NRP1 is targeted by miR-130a and miR-130b, and is associated with multidrug resistance in epithelial
ovarian cancer based on integrated gene network analysis. Molecular Medicine Reports, 2016, 13,
188-196.

1.1 27

490 Exosomes decrease sensitivity of breast cancer cells to adriamycin by delivering microRNAs. Tumor
Biology, 2016, 37, 5247-5256. 0.8 79

491 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

492 Targeting Innate Immunity for Antiviral Therapy through Small Molecule Agonists of the RLR Pathway.
Journal of Virology, 2016, 90, 2372-2387. 1.5 56

493 Identification and localization of xylose-binding proteins as potential biomarkers for liver
fibrosis/cirrhosis. Molecular BioSystems, 2016, 12, 598-605. 2.9 10

494 Age and Nursing Affect the Neonatal Porcine Uterine Transcriptome1. Biology of Reproduction, 2016,
94, 46. 1.2 13

495 Proteomic analysis reveals that the protective effects of ginsenoside Rb1 are associated with the actin
cytoskeleton in Î²-amyloid-treated neuronal cells. Journal of Ginseng Research, 2016, 40, 278-284. 3.0 19

496 Differential regulation of mouse and human nephron progenitors by the Six family of transcriptional
regulators. Development (Cambridge), 2016, 143, 595-608. 1.2 113

497 Transcriptional analysis of antiviral small molecule therapeutics as agonists of the RLR pathway.
Genomics Data, 2016, 7, 290-292. 1.3 9

498 GiANT: gene set uncertainty in enrichment analysis. Bioinformatics, 2016, 32, 1891-1894. 1.8 7

499 AraC-Type Regulator Rsp Adapts Staphylococcus aureus Gene Expression to Acute Infection. Infection
and Immunity, 2016, 84, 723-734. 1.0 23

500 A genomics-based framework for identifying biomarkers of human neurodevelopmental toxicity.
Reproductive Toxicology, 2016, 60, 1-10. 1.3 8

501 Longitudinal RNA-Seq Analysis of Vertebrate Aging Identifies Mitochondrial Complex I as a
Small-Molecule-Sensitive Modifier of Lifespan. Cell Systems, 2016, 2, 122-132. 2.9 155

502 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

503 Dichloroacetate Prevents Cisplatin-Induced Nephrotoxicity without Compromising Cisplatin
Anticancer Properties. Journal of the American Society of Nephrology: JASN, 2016, 27, 3331-3344. 3.0 47

504 Ontology-Based Prediction and Prioritization of Gene Functional Annotations. IEEE/ACM Transactions
on Computational Biology and Bioinformatics, 2016, 13, 248-260. 1.9 18

505 Analyzing the Role of MicroRNAs in Schizophrenia in the Context of Common Genetic Risk Variants.
JAMA Psychiatry, 2016, 73, 369. 6.0 78



30

Citation Report

# Article IF Citations

506 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

507 Pharmacophore-based screening targeted at upregulated FN1, MMP-9, APP reveals therapeutic
compounds for nasopharyngeal carcinoma. Computers in Biology and Medicine, 2016, 69, 158-165. 3.9 8

508 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

509 Acquisition of estrogen independence induces TOB1-related mechanisms supporting breast cancer cell
proliferation. Oncogene, 2016, 35, 1643-1656. 2.6 29

510 Uncovering potential key genes associated with the pathogenesis of asthma: A microarray analysis of
asthma-relevant tissues. Allergologia Et Immunopathologia, 2017, 45, 152-159. 1.0 6

511 Synergetic effects of DNA methylation and histone modification during mouse induced pluripotent
stem cell generation. Scientific Reports, 2017, 7, 39527. 1.6 15

512 A novel embryo culture media supplement that improves pregnancy rates in mice. Reproduction, 2017,
153, 327-340. 1.1 7

513 6-Phosphofructo-2-kinase/fructose-2,6-biphosphatase 4 is essential for p53-null cancer cells.
Oncogene, 2017, 36, 3287-3299. 2.6 58

514 Helminth-induced Ly6Chi monocyte-derived alternatively activated macrophages suppress experimental
autoimmune encephalomyelitis. Scientific Reports, 2017, 7, 40814. 1.6 28

515 â€œCell Migrationâ€• Is the Ontology Group Differentially Expressed in Porcine Oocytes Before and After
<i>In Vitro</i> Maturation: A Microarray Approach. DNA and Cell Biology, 2017, 36, 273-282. 0.9 18

516 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

517 Cancer Stem Cells Regulate Cancer-Associated Fibroblasts via Activation of Hedgehog Signaling in
Mammary Gland Tumors. Cancer Research, 2017, 77, 2134-2147. 0.4 121

518 E2F8, a direct target of miR-144, promotes papillary thyroid cancer progression via regulating cell
cycle. Journal of Experimental and Clinical Cancer Research, 2017, 36, 40. 3.5 59

519 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

520 Comprehensive analysis of long non-coding RNAs highlights their spatio-temporal expression patterns
and evolutional conservation in Sus scrofa. Scientific Reports, 2017, 7, 43166. 1.6 75

521 A Whole-Genome RNA Interference Screen Reveals a Role forSpry2in Insulin Transcription and the
Unfolded Protein Response. Diabetes, 2017, 66, 1703-1712. 0.3 15

522 Multiplexed Phosphoproteomic Profiling Using Titanium Dioxide and Immunoaffinity Enrichments
Reveals Complementary Phosphorylation Events. Journal of Proteome Research, 2017, 16, 1506-1514. 1.8 52

523 A study on regional differences in decidualization of the mouse uterus. Reproduction, 2017, 153,
645-653. 1.1 13



31

Citation Report

# Article IF Citations

524 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

525 Transcriptional Dynamics of Cultured Human Villous Cytotrophoblasts. Endocrinology, 2017, 158,
1581-1594. 1.4 25

526 Current knowledge on biomarkers for contact sensitization and allergic contact dermatitis. Contact
Dermatitis, 2017, 77, 1-16. 0.8 64

527 Cell division cycle 45 promotes papillary thyroid cancer progression via regulating cell cycle. Tumor
Biology, 2017, 39, 101042831770534. 0.8 34

528 Exercise-induced modification of the skeletal muscle transcriptome in Arabian horses. Physiological
Genomics, 2017, 49, 318-326. 1.0 29

529 â€˜Big dataâ€™ approaches for novel anti-cancer drug discovery. Expert Opinion on Drug Discovery, 2017, 12,
599-609. 2.5 9

530 Identifying disease-associated pathways in one-phenotype data based on reversal gene expression
orderings. Scientific Reports, 2017, 7, 1348. 1.6 6

531 Working with Ontologies. Methods in Molecular Biology, 2017, 1525, 123-135. 0.4 6

532
MeDIP-seq and nCpG analyses illuminate sexually dimorphic methylation of gonadal development genes
with high historic methylation in turtle hatchlings with temperature-dependent sex determination.
Epigenetics and Chromatin, 2017, 10, 28.

1.8 27

533 Predicting Transcription Factor Binding Sites and Their Cognate Transcription Factors Using Gene
Expression Data. Methods in Molecular Biology, 2017, 1629, 271-282. 0.4 3

534 DOT1L safeguards cartilage homeostasis and protects against osteoarthritis. Nature Communications,
2017, 8, 15889. 5.8 112

535 Differences in molecular regulation between osteochondroma and bizarre parosteal
osteochondromatous proliferation. Molecular Medicine Reports, 2017, 16, 801-805. 1.1 2

536 Bioinformatics analysis of gene expression profiles of esophageal squamous cell carcinoma.
Ecological Management and Restoration, 2017, 30, 1-8. 0.2 20

537 Identification of critical genes in nucleus pulposus cells isolated from degenerated intervertebral
discs using bioinformatics analysis. Molecular Medicine Reports, 2017, 16, 553-564. 1.1 12

538 Quantitative proteomeâ€•based systematic identification of SIRT7 substrates. Proteomics, 2017, 17, 1600395. 1.3 16

539 RNA-based ovarian cancer research from â€˜a gene to systems biomedicineâ€™ perspective. Systems Biology
in Reproductive Medicine, 2017, 63, 219-238. 1.0 18

540 The characteristic landscape of lncRNAs classified by RBPâ€“lncRNA interactions across 10 cancers.
Molecular BioSystems, 2017, 13, 1142-1151. 2.9 19

541 Smoking-Dependent Distal-to-Proximal Repatterning of the Adult Human Small Airway Epithelium.
American Journal of Respiratory and Critical Care Medicine, 2017, 196, 340-352. 2.5 83



32

Citation Report

# Article IF Citations

542 Cell division cycle 20 overexpression predicts poor prognosis for patients with lung
adenocarcinoma. Tumor Biology, 2017, 39, 101042831769223. 0.8 20

543 Priming of transcriptional memory responses via the chromatin accessibility landscape in T cells.
Scientific Reports, 2017, 7, 44825. 1.6 16

544 Long-term propagation of tree shrew spermatogonial stem cells in culture and successful generation
of transgenic offspring. Cell Research, 2017, 27, 241-252. 5.7 63

545
Amylin Treatment Reduces Neuroinflammation and Ameliorates Abnormal Patterns of Gene Expression
inÂ the Cerebral Cortex of an Alzheimerâ€™s Disease Mouse Model. Journal of Alzheimer's Disease, 2017, 56,
47-61.

1.2 38

546 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

547 Identical twins doubly exchanged at birth: a case report of genetic and environmental influences on
the adult epigenome. Epigenomics, 2017, 9, 5-12. 1.0 12

548 JAK2V617F influences epigenomic changes in myeloproliferative neoplasms. Biochemical and Biophysical
Research Communications, 2017, 494, 470-476. 1.0 3

549 RNA-sequencing predicts three novel genes in response to drought in electron beam irradiation
treated tobacco. Acta Physiologiae Plantarum, 2017, 39, 1. 1.0 0

550 Genomic Investigation of Lupus in the Skin. Journal of Investigative Dermatology Symposium
Proceedings, 2017, 18, S75-S80. 0.8 21

551 Identifying host regulators and inhibitors of liver stage malaria infection using kinase activity
profiles. Nature Communications, 2017, 8, 1232. 5.8 33

552 The miR-183 family cluster alters zinc homeostasis in benign prostate cells, organoids and prostate
cancer xenografts. Scientific Reports, 2017, 7, 7704. 1.6 15

553 Vomocytosis of live pathogens from macrophages is regulated by the atypical MAP kinase ERK5. Science
Advances, 2017, 3, e1700898. 4.7 45

554 Nitric Oxide Mediates Nitrite-Sensing and Acclimation and Triggers a Remodeling of Lipids. Plant
Physiology, 2017, 175, 1407-1423. 2.3 38

555 Serum Proteomic Variability Associated with Clinical Phenotype in Familial Transthyretin Amyloidosis
(ATTRm). Journal of Proteome Research, 2017, 16, 4104-4112. 1.8 5

556 Detection of dysregulated protein-association networks by high-throughput proteomics predicts
cancer vulnerabilities. Nature Biotechnology, 2017, 35, 983-989. 9.4 138

557 Bioinformatics analysis to identify the critical genes, microRNAs and long noncoding RNAs in
melanoma. Medicine (United States), 2017, 96, e7497. 0.4 17

558 Analysis of individual cells identifies cellâ€•toâ€•cell variability following induction of cellular
senescence. Aging Cell, 2017, 16, 1043-1050. 3.0 182

559 The comprehensive liver transcriptome of two cattle breeds with different intramuscular fat
content. Biochemical and Biophysical Research Communications, 2017, 490, 1018-1025. 1.0 20



33

Citation Report

# Article IF Citations

560 Plakophilin-2 is required for transcription of genes that control calcium cycling and cardiac rhythm.
Nature Communications, 2017, 8, 106. 5.8 149

561 An extended model for culture-dependent heterogenous gene expression and proliferation dynamics
in mouse embryonic stem cells. Npj Systems Biology and Applications, 2017, 3, 19. 1.4 23

562 A computational integrative approach based on alternative splicing analysis to compare immortalized
and primary cancer cells. International Journal of Biochemistry and Cell Biology, 2017, 91, 116-123. 1.2 3

563 Thin endometrium transcriptome analysis reveals a potential mechanism of implantation failure.
Reproductive Medicine and Biology, 2017, 16, 206-227. 1.0 43

564 Running training experience attenuates disuse atrophy in fast-twitch skeletal muscles of rats. Journal
of Applied Physiology, 2017, 123, 902-913. 1.2 15

565 A pathology atlas of the human cancer transcriptome. Science, 2017, 357, . 6.0 2,570

566 Application of bi-clustering of gene expression data and gene set enrichment analysis methods to
identify potentially disease causing nanomaterials. Data in Brief, 2017, 15, 933-940. 0.5 4

567 Circadian actin dynamics drive rhythmic fibroblast mobilization during wound healing. Science
Translational Medicine, 2017, 9, . 5.8 147

568 A Comprehensive Mouse Transcriptomic BodyMap across 17 Tissues by RNA-seq. Scientific Reports, 2017,
7, 4200. 1.6 139

569 The transcriptional repressor GATAD2B mediates progesterone receptor suppression of myometrial
contractile gene expression. Journal of Biological Chemistry, 2017, 292, 12560-12576. 1.6 9

570 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

571 Ranking metrics in gene set enrichment analysis: do they matter?. BMC Bioinformatics, 2017, 18, 256. 1.2 51

572
Gene expression profiling, pathway analysis and subtype classification reveal molecular heterogeneity
in hepatocellular carcinoma and suggest subtype specific therapeutic targets. Cancer Genetics, 2017,
216-217, 37-51.

0.2 35

573 The Long-Lasting Rodenticide Brodifacoum Induces Neuropathology in Adult Male Rats. Toxicological
Sciences, 2017, 159, 224-237. 1.4 18

574 Expression of genes associated with BMP signaling pathway in porcine oocytes before and after IVM â€“
a microarray approach. Reproductive Biology and Endocrinology, 2017, 15, 43. 1.4 12

575
Markers of disease and steroid responsiveness in paediatric idiopathic nephrotic syndrome:
Whole-transcriptome sequencing of peripheral blood mononuclear cells. Journal of International
Medical Research, 2017, 45, 948-963.

0.4 20

576
Quantitative Proteomics Reveals Extensive Changes in the Ubiquitinome after Perturbation of the
Proteasome by Targeted dsRNA-Mediated Subunit Knockdown in <i>Drosophila</i>. Journal of
Proteome Research, 2017, 16, 2848-2862.

1.8 22

577 Cross-Phenotype Polygenic Risk Score Analysis of Persistent Post-Concussive Symptoms in U.S. Army
Soldiers with Deployment-Acquired Traumatic Brain Injury. Journal of Neurotrauma, 2017, 34, 781-789. 1.7 21



34

Citation Report

# Article IF Citations

578 Expression Data Analysis for the Identification of Potential Biomarker of Pregnancy Associated Breast
Cancer. Pathology and Oncology Research, 2017, 23, 537-544. 0.9 8

579 Global gene expression profile of peripheral blood mononuclear cells challenged with Theileria
annulata in crossbred and indigenous cattle. Infection, Genetics and Evolution, 2017, 47, 9-18. 1.0 13

580
Comprehensive Proteomics Analysis Reveals Metabolic Reprogramming of Tumor-Associated
Macrophages Stimulated by the Tumor Microenvironment. Journal of Proteome Research, 2017, 16,
288-297.

1.8 95

581 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

582 Antigen-presenting human B cells are expanded in inflammatory conditions. Journal of Leukocyte
Biology, 2017, 101, 577-587. 1.5 28

583 p27Kip1, PCAF and PAX5 cooperate in the transcriptional regulation of specific target genes. Nucleic
Acids Research, 2017, 45, 5086-5099. 6.5 14

584 Identification of candidate genes that may contribute to the metastasis of prostate cancer by
bioinformatics analysis. Oncology Letters, 2018, 15, 1220-1228. 0.8 8

585 Effects of distinct drugs on gene transcription in an osteosarcoma cell line. Oncology Letters, 2017,
14, 4694-4700. 0.8 3

586 Activating the unfolded protein response in osteocytes causes hyperostosis consistent with
craniodiaphyseal dysplasia. Human Molecular Genetics, 2017, 26, 4572-4587. 1.4 28

587 Genome-wide analysis and transcriptomic profiling of the auxin biosynthesis, transport and signaling
family genes in moso bamboo (Phyllostachys heterocycla). BMC Genomics, 2017, 18, 870. 1.2 51

588 Analysis of fructose and mannose â€“ regulatory peptides signaling pathway in porcine epithelial
oviductal cells (OECs) primary cultured long-term in vitro. Advances in Cell Biology, 2017, 5, 129-135. 1.5 9

589 Gene annotations prediction using singular value decomposition and independent component
analysis. , 2017, , . 0

590 Bioinformatic analysis of gene expression profiles of pituitary gonadotroph adenomas. Oncology
Letters, 2017, 15, 1655-1663. 0.8 10

591 MED12 regulates a transcriptional network of calcium-handling genes in the heart. JCI Insight, 2017, 2, . 2.3 18

592 Comparative muscle transcriptome associated with carcass traits of Nellore cattle. BMC Genomics,
2017, 18, 506. 1.2 51

593
Expression Profile of Genes Regulating Steroid Biosynthesis and Metabolism in Human Ovarian
Granulosa Cellsâ€”A Primary Culture Approach. International Journal of Molecular Sciences, 2017, 18,
2673.

1.8 26

594 Intestinal and Circulating MicroRNAs in Coeliac Disease. International Journal of Molecular Sciences,
2017, 18, 1907. 1.8 26

595 Saliva as a Blood Alternative for Genome-Wide DNA Methylation Profiling by Methylated DNA
Immunoprecipitation (MeDIP) Sequencing. Epigenomes, 2017, 1, 14. 0.8 8



35

Citation Report

# Article IF Citations

596 Identification of Gene Expression Changes in the Aorta of ApoE Null Mice Fed a High-Fat Diet. Genes,
2017, 8, 289. 1.0 5

597 Genome-Wide Identification of Target Genes for the Key B Cell Transcription Factor Ets1. Frontiers in
Immunology, 2017, 8, 383. 2.2 17

598 Insights into Dynamic Polymicrobial Synergy Revealed by Time-Coursed RNA-Seq. Frontiers in
Microbiology, 2017, 8, 261. 1.5 30

599 Human and Epstein-Barr Virus miRNA Profiling as Predictive Biomarkers for Endemic Burkitt Lymphoma.
Frontiers in Microbiology, 2017, 8, 501. 1.5 19

600 DNA Methylation of Synaptic Genes in the Prefrontal Cortex Is Associated with Aging and Age-Related
Cognitive Impairment. Frontiers in Aging Neuroscience, 2017, 9, 249. 1.7 51

601 PI3K and Inhibitor of Apoptosis Proteins Modulate Gentamicin- Induced Hair Cell Death in the Zebrafish
Lateral Line. Frontiers in Cellular Neuroscience, 2017, 11, 326. 1.8 20

602 miRNA Enriched in Human Neuroblast Nuclei Bind the MAZ Transcription Factor and Their Precursors
Contain the MAZ Consensus Motif. Frontiers in Molecular Neuroscience, 2017, 10, 259. 1.4 4

603
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

604 Screening of Tumor Suppressor Genes in Metastatic Colorectal Cancer. BioMed Research
International, 2017, 2017, 1-7. 0.9 11

605
Differential MicroRNA Analyses of <i>Burkholderia pseudomallei</i>- and <i>Francisella
tularensis</i>-Exposed hPBMCs Reveal Potential Biomarkers. International Journal of Genomics, 2017,
2017, 1-13.

0.8 4

606 Transcriptome Profiling Identifies Ribosome Biogenesis as a Target of Alcohol Teratogenicity and
Vulnerability during Early Embryogenesis. PLoS ONE, 2017, 12, e0169351. 1.1 40

607
Transcriptomic responses to environmental temperature by turtles with temperature-dependent and
genotypic sex determination assessed by RNAseq inform the genetic architecture of embryonic
gonadal development. PLoS ONE, 2017, 12, e0172044.

1.1 50

608 ChIP-Seq analysis identifies p27(Kip1)-target genes involved in cell adhesion and cell signalling in
mouse embryonic fibroblasts. PLoS ONE, 2017, 12, e0187891. 1.1 11

609 Colorectal cancer stages transcriptome analysis. PLoS ONE, 2017, 12, e0188697. 1.1 29

610 New roles for nuclear EGFR in regulating the stability and translation of mRNAs associated with VEGF
signaling. PLoS ONE, 2017, 12, e0189087. 1.1 18

611 NetGen: a novel network-based probabilistic generative model for gene set functional enrichment
analysis. BMC Systems Biology, 2017, 11, 75. 3.0 3

612
Network pharmacological mechanisms of Vernonia anthelmintica (L.) in the treatment of vitiligo:
Isorhamnetin induction of melanogenesis via up-regulation of melanin-biosynthetic genes. BMC
Systems Biology, 2017, 11, 103.

3.0 32

613 Integrated network analysis to explore the key genes regulated by parathyroid hormone receptor 1 in
osteosarcoma. World Journal of Surgical Oncology, 2017, 15, 177. 0.8 10



36

Citation Report

# Article IF Citations

614 Phosphoproteomics reveals network rewiring to a pro-adhesion state in annexin-1-deficient mammary
epithelial cells. Breast Cancer Research, 2017, 19, 132. 2.2 13

615 Epigenome-wide association study of asthma and wheeze in childhood and adolescence. Clinical
Epigenetics, 2017, 9, 112. 1.8 60

616 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

617 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

618 An RNAâ€‘sequencing study identifies candidate genes for angiotensin IIâ€‘induced cardiac remodeling.
Molecular Medicine Reports, 2018, 17, 1954-1962. 1.1 3

619 Analysis of differentially co-expressed genes based on microarray data of hepatocellular carcinoma.
Neoplasma, 2017, 64, 216-221. 0.7 11

620 Identification and analysis of mutational hotspots in oncogenes and tumour suppressors.
Oncotarget, 2017, 8, 21290-21304. 0.8 23

621 Big Drug Design Mechanisms via Systems Biology and Big Database Mining. , 2017, , 737-845. 1

622 The transcriptome of early chicken embryo reveal signaling pathways governing rapid asymmetric
cellularization and lineage segregation. Development (Cambridge), 2018, 145, . 1.2 19

623
Differential Expression of MiR-106b-5p and MiR-200c-3p in Newly Diagnosed Versus Chronic Primary
Immune Thrombocytopenia Patients Based on Systematic Analysis. Cellular Physiology and
Biochemistry, 2018, 45, 301-318.

1.1 19

624 A Phase I Study of CPI-613 in Combination with High-Dose Cytarabine and Mitoxantrone for Relapsed or
Refractory Acute Myeloid Leukemia. Clinical Cancer Research, 2018, 24, 2060-2073. 3.2 72

625 Functional analysis of cell-free RNA using mid-trimester amniotic fluid supernatant in pregnancy with
the fetal growth restriction. Medicine (United States), 2018, 97, e9572. 0.4 7

626 Experimental Evolution of Yeast for High-Temperature Tolerance. Molecular Biology and Evolution,
2018, 35, 1823-1839. 3.5 61

627
Specific Transcriptome Changes Associated with Blood Pressure Reduction in Hypertensive Patients
After Relaxation Response Training. Journal of Alternative and Complementary Medicine, 2018, 24,
486-504.

2.1 16

628 Integrated analysis of gene expression signatures associated with colon cancer from three datasets.
Gene, 2018, 654, 95-102. 1.0 26

629 A computationally driven analysis of the polyphenol-protein interactome. Scientific Reports, 2018, 8,
2232. 1.6 59

630 Logistic regression analysis for the identification of the metastasis-associated signaling pathways of
osteosarcoma. International Journal of Molecular Medicine, 2018, 41, 1233-1244. 1.8 4

631 The Integrated Genomic Landscape of Thymic Epithelial Tumors. Cancer Cell, 2018, 33, 244-258.e10. 7.7 270



37

Citation Report

# Article IF Citations

632 Upregulation of CDCA5 promotes gastric cancer malignant progression via influencing cyclin E1.
Biochemical and Biophysical Research Communications, 2018, 496, 482-489. 1.0 45

633 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

634 (Pro)renin Receptor Inhibition Reprograms Hepatic Lipid Metabolism and Protects Mice From
Diet-Induced Obesity and Hepatosteatosis. Circulation Research, 2018, 122, 730-741. 2.0 46

635 Comparative genomics of the wheat fungal pathogen Pyrenophora tritici-repentis reveals
chromosomal variations and genome plasticity. BMC Genomics, 2018, 19, 279. 1.2 56

636 Assessment of Embryo-Induced Transcriptomic Changes in Hamster Uterus Using RNA-Seq. Cellular
Physiology and Biochemistry, 2018, 46, 1868-1878. 1.1 11

637
Human Fetal-Derived Enterospheres Provide Insights on Intestinal Development and a Novel Model to
Study Necrotizing Enterocolitis (NEC). Cellular and Molecular Gastroenterology and Hepatology,
2018, 5, 549-568.

2.3 60

638 New Frontiers in Mining Complex Patterns. Lecture Notes in Computer Science, 2018, , . 1.0 0

639 Screening for key lncRNAs in the progression of gallbladder cancer using bioinformatics analyses.
Molecular Medicine Reports, 2018, 17, 6449-6455. 1.1 8

640
Comprehensive analysis of differential expression profiles reveals potential biomarkers associated
with the cell cycle and regulated by p53 in human small cell lung cancer. Experimental and
Therapeutic Medicine, 2018, 15, 3273-3282.

0.8 13

641 Circular RNA expression profiles in placental villi from women with gestational diabetes mellitus.
Biochemical and Biophysical Research Communications, 2018, 498, 743-750. 1.0 62

642 miR-34b/c Regulates Wnt1 and Enhances Mesencephalic Dopaminergic Neuron Differentiation. Stem
Cell Reports, 2018, 10, 1237-1250. 2.3 47

643 Novelty Indicator for Enhanced Prioritization of Predicted Gene Ontology Annotations. IEEE/ACM
Transactions on Computational Biology and Bioinformatics, 2018, 15, 954-965. 1.9 3

644 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

645 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

646 Functional Interpretation of Gene Sets: Semantic-Based Clustering of Gene Ontology Terms on the
BioTest Platform. Advances in Intelligent Systems and Computing, 2018, , 125-136. 0.5 3

647 1,25-Dihydroxyvitamin-D3 induces brain proteomic changes in cuprizone mice during remyelination
involving calcium proteins. Neurochemistry International, 2018, 112, 267-277. 1.9 13

648 Chemotherapy induces secretion of exosomes loaded with heparanase that degrades extracellular
matrix and impacts tumor and host cell behavior. Matrix Biology, 2018, 65, 104-118. 1.5 172

649 Implantation in eutherians: Which came first, the inflammatory reaction or attachment?. Proceedings
of the National Academy of Sciences of the United States of America, 2018, 115, E1-E2. 3.3 19



38

Citation Report

# Article IF Citations

650 DDX5/p68 associated lncRNA <i>LOC284454</i> is differentially expressed in human cancers and
modulates gene expression. RNA Biology, 2018, 15, 214-230. 1.5 24

651 Network analysis of pseudogene-gene relationships: from pseudogene evolution to their functional
potentials. , 2018, , . 5

652 Epigenetic profiles associated with major depression in the human brain. Psychiatry Research, 2018,
260, 439-442. 1.7 15

653 SREBP1-driven lipid desaturation supports clear cell renal cell carcinoma growth through regulation
of NF-ÎºB signaling. Biochemical and Biophysical Research Communications, 2018, 495, 1383-1388. 1.0 16

654 Long Noncoding RNA-1604 Orchestrates Neural Differentiation through the miR-200c/ZEB Axis. Stem
Cells, 2018, 36, 325-336. 1.4 33

655 Transcriptional and translational dynamics during maternalâ€•toâ€•zygotic transition in early chicken
development. FASEB Journal, 2018, 32, 2004-2011. 0.2 10

656 Global profiling of Rbm24 bound RNAs uncovers a multi-tasking RNA binding protein. International
Journal of Biochemistry and Cell Biology, 2018, 94, 10-21. 1.2 17

658 Five-CpG-based prognostic signature for predicting survival in hepatocellular carcinoma patients.
Cancer Biology and Medicine, 2018, 15, 425. 1.4 30

659 Ssd1 and Gcn2 suppress global translation efficiency in replicatively aged yeast while their activation
extends lifespan. ELife, 2018, 7, . 2.8 61

660 Genomics of neonatal sepsis: has-miR-150 targeting BCL11B functions in disease progression. Italian
Journal of Pediatrics, 2018, 44, 145. 1.0 18

661 circRNA_0046366 inhibits hepatocellular steatosis by normalization of PPAR signaling. World Journal
of Gastroenterology, 2018, 24, 323-337. 1.4 72

662
Amino acids metabolism and degradation is regulated during porcine oviductal epithelial cells (OECs)
primary culture in vitro â€“ a signaling pathways activation approach. Medical Journal of Cell Biology
(discontinued), 2018, 6, 18-26.

0.2 15

663 Several genes involved in the JAK-STAT pathway may act as prognostic markers in pancreatic cancer
identified by microarray data analysis. Medicine (United States), 2018, 97, e13297. 0.4 9

664 Unique MicroRNA and mRNA Interactions in EGFR-Mutated Lung Adenocarcinoma. Journal of Clinical
Medicine, 2018, 7, 419. 1.0 14

665 Association between one-carbon metabolism indices and DNA methylation status in maternal and cord
blood. Scientific Reports, 2018, 8, 16873. 1.6 21

666 The Interaction of miR-378i-Skp2 Regulates Cell Senescence in Diabetic Nephropathy. Journal of Clinical
Medicine, 2018, 7, 468. 1.0 22

667
Dysfunctional DNA repair pathway via defective <i>FANCD2</i> gene engenders multifarious exomic
and transcriptomic effects in Fanconi anemia. Molecular Genetics &amp; Genomic Medicine, 2018, 6,
1199-1208.

0.6 3

668 Effect of IAPP on the proteome of cultured Rin-5F cells. BMC Biochemistry, 2018, 19, 9. 4.4 1



39

Citation Report

# Article IF Citations

669 CEA: Combination-based gene set functional enrichment analysis. Scientific Reports, 2018, 8, 13085. 1.6 4

670 A Six-LncRNA Expression Signature Associated with Prognosis of Colorectal Cancer Patients. Cellular
Physiology and Biochemistry, 2018, 50, 1882-1890. 1.1 18

671 Characterization of gene expression changes over healthy term pregnancies. PLoS ONE, 2018, 13,
e0204228. 1.1 13

672
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

673 A miRNA Host Response Signature Accurately Discriminates Acute Respiratory Infection Etiologies.
Frontiers in Microbiology, 2018, 9, 2957. 1.5 14

674 Network-Guided Discovery of Influenza Virus Replication Host Factors. MBio, 2018, 9, . 1.8 24

675 Alzheimer's disease DNA methylome of pyramidal layers in frontal cortex: laser-assisted
microdissection study. Epigenomics, 2018, 10, 1365-1382. 1.0 27

676 Heterogeneity of Ly6G<sup>+</sup>Ly6C<sup>+</sup>Myeloid-Derived Suppressor Cell Infiltrates
during Staphylococcus aureus Biofilm Infection. Infection and Immunity, 2018, 86, . 1.0 35

677 Thermal Response of Epigenetic Genes Informs Turtle Sex Determination with and without Sex
Chromosomes. Sexual Development, 2018, 12, 308-319. 1.1 30

678 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

679 Sequence homology in eukaryotes (SHOE): interactive visual tool for promoter analysis. BMC
Genomics, 2018, 19, 715. 1.2 7

680 Ethanol Extract of Aurantiochytrium mangrovei 18W-13a Strain Possesses Anti-inflammatory Effects
on Murine Macrophage RAW264 Cells. Frontiers in Physiology, 2018, 9, 1205. 1.3 14

681 Genetic assessment of inbred chicken lines indicates genomic signatures of resistance to Marekâ€™s
disease. Journal of Animal Science and Biotechnology, 2018, 9, 65. 2.1 9

682 Human Huntingtonâ€™s Disease iPSC-Derived Cortical Neurons Display Altered Transcriptomics,
Morphology, and Maturation. Cell Reports, 2018, 25, 1081-1096.e6. 2.9 77

683 Comparative Transcriptomic Analysis of Embryo Implantation in Mice and Rats. Cellular Physiology
and Biochemistry, 2018, 50, 668-678. 1.1 3

684 A 44-gene set constructed for predicting theï¿½prognosis of clear cell renal cell carcinoma.
International Journal of Molecular Medicine, 2018, 42, 3105-3114. 1.8 12

685 Common and Rare Genetic Risk Factors Converge in Protein Interaction Networks Underlying
Schizophrenia. Frontiers in Genetics, 2018, 9, 434. 1.1 26

686 Potential Therapeutic Drugs for Parkinsonâ€™s Disease Based on Data Mining and Bioinformatics
Analysis. Parkinson's Disease, 2018, 2018, 1-8. 0.6 4



40

Citation Report

# Article IF Citations

687 Histone deacetylase inhibitors prevent persistent hypersensitivity in an orofacial neuropathic pain
model. Molecular Pain, 2018, 14, 174480691879676. 1.0 33

688 D Rhamnose Î²â€‘Hederin against human breast cancer by reducing tumorâ€‘derived exosomes. Oncology
Letters, 2018, 16, 5172-5178. 0.8 16

689 Analysis of miRNA signature differentially expressed in exosomes from adriamycin-resistant and
parental human breast cancer cells. Bioscience Reports, 2018, 38, . 1.1 21

690 Biclustering of transcriptome sequencing data reveals human tissue-specific circular RNAs. BMC
Genomics, 2018, 19, 958. 1.2 9

691
Systematic Analysis of Differential Expression Profile in Rheumatoid Arthritis Chondrocytes Using
Next-Generation Sequencing and Bioinformatics Approaches. International Journal of Medical
Sciences, 2018, 15, 1129-1142.

1.1 20

692 Integrated bioinformatic analysis unveils significant genes and pathways in the pathogenesis of
supratentorial primitive neuroectodermal tumor. OncoTargets and Therapy, 2018, Volume 11, 1849-1859. 1.0 3

693 Analysis of the impact of corticosteroids adjuvant treatment during experimental invasive
meningococcal infection in mice. Steroids, 2018, 136, 32-39. 0.8 2

694 LRRK2 is a negative regulator of <i>Mycobacterium tuberculosis</i> phagosome maturation in
macrophages. EMBO Journal, 2018, 37, . 3.5 140

695 Limb-Bud and Heart Attenuates Growth and Invasion of Human Lung Adenocarcinoma Cells and
Predicts Survival Outcome. Cellular Physiology and Biochemistry, 2018, 47, 223-234. 1.1 28

696 Identification of key genes in rheumatoid arthritis and osteoarthritis based on bioinformatics
analysis. Medicine (United States), 2018, 97, e10997. 0.4 27

697
Crohnâ€™s disease patient serum changes protein expression in a human mesenchymal stem cell model in
a linear relationship to patientsâ€™ disease stage and to bone mineral density. Journal of Clinical and
Translational Endocrinology, 2018, 13, 26-38.

1.0 3

698 Meta-Analysis of miRNAs and Their Involvement as Biomarkers in Oral Cancers. BioMed Research
International, 2018, 2018, 1-9. 0.9 13

699 Analysis of Genes Involved in Persistent Atrial Fibrillation: Comparisons of â€˜Triggerâ€™ and â€˜Substrateâ€™
Differences. Cellular Physiology and Biochemistry, 2018, 47, 1299-1309. 1.1 15

700 Proteomic diversity in a prevalent human-infective Giardia duodenalis sub-species. International
Journal for Parasitology, 2018, 48, 817-823. 1.3 10

701 NUP155 insufficiency recalibrates a pluripotent transcriptome with network remodeling of a
cardiogenic signaling module. BMC Systems Biology, 2018, 12, 62. 3.0 17

702 Genome and epigenome analysis of monozygotic twins discordant for congenital heart disease. BMC
Genomics, 2018, 19, 428. 1.2 43

703 â€œSuper Gene Setâ€• Causal Relationship Discovery from Functional Genomics Data. IEEE/ACM
Transactions on Computational Biology and Bioinformatics, 2018, 15, 1991-1998. 1.9 2

704 Neuronal activity induces glutathione metabolism gene expression in astrocytes. Glia, 2018, 66,
2024-2039. 2.5 22



41

Citation Report

# Article IF Citations

705 <scp>d</scp> Rhamnose Î²-hederin reverses chemoresistance of breast cancer cells by regulating
exosome-mediated resistance transmission. Bioscience Reports, 2018, 38, . 1.1 16

706 MGOGP: a gene module-based heuristic algorithm for cancer-related gene prioritization. BMC
Bioinformatics, 2018, 19, 215. 1.2 6

707 Rhizobium sp. IRBG74 Alters Arabidopsis Root Development by Affecting Auxin Signaling. Frontiers in
Microbiology, 2017, 8, 2556. 1.5 19

708 Neonatal anesthesia exposure impacts brain microRNAs and their associated neurodevelopmental
processes. Scientific Reports, 2018, 8, 10656. 1.6 10

709 Novel natural killer cell-mediated cancer immunotherapeutic activity of anisomycin against
hepatocellular carcinoma cells. Scientific Reports, 2018, 8, 10668. 1.6 22

710 A Rare De Novo RAI1 Gene Mutation Affecting BDNF-Enhancer-Driven Transcription Activity Associated
with Autism and Atypical Smith-Magenis Syndrome Presentation. Biology, 2018, 7, 31. 1.3 14

711 Identification of Differentially Methylated Sites with Weak Methylation Effects. Genes, 2018, 9, 75. 1.0 4

712 Transcriptome Analysis of Adipose Tissue Indicates That the cAMP Signaling Pathway Affects the Feed
Efficiency of Pigs. Genes, 2018, 9, 336. 1.0 26

713 Profiling of testis-specific long noncoding RNAs in mice. BMC Genomics, 2018, 19, 539. 1.2 67

714 Predicting miRNA targets for head and neck squamous cell carcinoma using an ensemble method.
International Journal of Biological Markers, 2018, 33, 87-93. 0.7 3

715
Comprehensive analysis of differential expression profiles of mRNAs and lncRNAs and identification
of a 14-lncRNA prognostic signature for patients with colon adenocarcinoma. Oncology Reports,
2018, 39, 2365-2375.

1.2 51

716
New Gene Markers for Metabolic Processes and Homeostasis in Porcine Buccal Pouch Mucosa during
Cells Long Term-Cultivationâ€”A Primary Culture Approach. International Journal of Molecular
Sciences, 2018, 19, 1027.

1.8 6

717 Analysis of cabazitaxelâ€•resistant mechanism in human castrationâ€•resistant prostate cancer. Cancer
Science, 2018, 109, 2937-2945. 1.7 29

718 Epigenome-wide DNA methylation regulates cardinal pathological features of psoriasis. Clinical
Epigenetics, 2018, 10, 108. 1.8 72

719
Deciphering the oviductal extracellular vesicles content across the estrous cycle: implications for
the gametes-oviduct interactions and the environment of the potential embryo. BMC Genomics, 2018,
19, 622.

1.2 104

720 Gene Expression Differences in Pediatric Lymphatic Malformations: Size Really Matters. Lymphatic
Research and Biology, 2018, 16, 347-352. 0.5 11

721
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

722 LncRNAs KBâ€‘1836B5, LINC00566 and FAM27L are associated with the survival time of patients with
ovarian cancer. Oncology Letters, 2018, 16, 3735-3745. 0.8 5



42

Citation Report

# Article IF Citations

723 Functional Impact of the H2A.Z Histone Variant During Meiosis in <i>Saccharomyces cerevisiae</i>.
Genetics, 2018, 209, 997-1015. 1.2 19

724 Synthetic Lethality-based Identification of Targets for Anticancer Drugs in the Human Signaling
Network. Scientific Reports, 2018, 8, 8440. 1.6 23

725 Uterine TPPP3 plays important role in embryo implantation via modulation of Î²-cateninâ€ . Biology of
Reproduction, 2018, 99, 982-999. 1.2 11

726 Intestinal damage precedes mucosal immune dysfunction in SIV infection. Mucosal Immunology, 2018,
11, 1429-1440. 2.7 46

727 Massive expression of germ cell-specific genes is a hallmark of cancer and a potential target for novel
treatment development. Oncogene, 2018, 37, 5694-5700. 2.6 45

728 Functional Enrichment Analysis. , 2019, , 218-229. 2

729 Biomarker prediction for membranous nephropathy prognosis by microarray analysis. Nephrology,
2019, 24, 526-533. 0.7 2

730 Biological and Medical Ontologies: GO and GOA. , 2019, , 823-831. 1

731 Identification and interaction analysis of key genes and microRNAs in atopic dermatitis by
bioinformatics analysis. Clinical and Experimental Dermatology, 2019, 44, 257-264. 0.6 23

732 Bioinformatics analysis to reveal the key genes related to obstructive sleep apnea. Sleep and
Breathing, 2019, 23, 259-267. 0.9 5

733
Low-intensity resistance training with partial blood flow restriction and high-intensity resistance
training induce similar changes in skeletal muscle transcriptome in elderly humans. Applied
Physiology, Nutrition and Metabolism, 2019, 44, 216-220.

0.9 10

734 C-Jun drives melanoma progression in PTEN wild type melanoma cells. Cell Death and Disease, 2019, 10,
584. 2.7 24

735 Erxian Decoction Attenuates TNF-Î± Induced Osteoblast Apoptosis by Modulating the Akt/Nrf2/HO-1
Signaling Pathway. Frontiers in Pharmacology, 2019, 10, 988. 1.6 22

736 GWAS of Behavioral Traits. Current Topics in Behavioral Neurosciences, 2019, 42, 1-34. 0.8 0

737 A consensus S. cerevisiae metabolic model Yeast8 and its ecosystem for comprehensively probing
cellular metabolism. Nature Communications, 2019, 10, 3586. 5.8 217

738
Comprehensive analyses of long non-coding RNA expression profiles by RNA sequencing and
exploration of their potency as biomarkers in psoriatic arthritis patients. BMC Immunology, 2019, 20,
28.

0.9 13

739 Secretomics to Discover Regulators in Diseases. International Journal of Molecular Sciences, 2019, 20,
3893. 1.8 32

740
Rare De Novo Missense Variants in RNA Helicase DDX6 Cause Intellectual Disability and Dysmorphic
Features and Lead to P-Body Defects and RNA Dysregulation. American Journal of Human Genetics, 2019,
105, 509-525.

2.6 50



43

Citation Report

# Article IF Citations

741 Gene Fusions Derived by Transcriptional Readthrough are Driven by Segmental Duplication in Human.
Genome Biology and Evolution, 2019, 11, 2678-2690. 1.1 7

742 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

743 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

744
Large-scale quantitative genomics analyzes the circRNA expression profile and identifies the key
circRNA in regulating cell proliferation during the proliferation phase of rat LR. Artificial Cells,
Nanomedicine and Biotechnology, 2019, 47, 2957-2966.

1.9 6

745 Zscan4c activates endogenous retrovirus MERVL and cleavage embryo genes. Nucleic Acids Research,
2019, 47, 8485-8501. 6.5 64

746
&lt;p&gt;Bioinformatics analysis of dysregulated microRNAs in exosomes from docetaxel-resistant and
parental human breast cancer cells&lt;/p&gt;. Cancer Management and Research, 2019, Volume 11,
5425-5435.

0.9 15

747 Mass Spectrometric Analysis Identifies AIMP1 and LTA4H as FSCN1â€•Binding Proteins in Laryngeal
Squamous Cell Carcinoma. Proteomics, 2019, 19, e1900059. 1.3 20

748 Exploration of the hub genes and miRNAs in lung adenocarcinoma. Oncology Letters, 2019, 18, 1713-1722. 0.8 4

749 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

750 ScCobB2-mediated Lysine Desuccinylation Regulates Protein Biosynthesis and Carbon Metabolism in
Streptomyces coelicolor*[S]. Molecular and Cellular Proteomics, 2019, 18, 2003-2017. 2.5 16

751 Identification and Interaction Analysis of Key Genes and MicroRNAs in Systemic Sclerosis by
Bioinformatics Approaches. Current Medical Science, 2019, 39, 645-652. 0.7 8

752
Regorafenib Prior to Selective Internal Radiation Therapy Using 90Y-Resin Microspheres for
Refractory Metastatic Colorectal Cancer Liver Metastases: Analysis of Safety, Dosimetry, and
Molecular Markers. Frontiers in Oncology, 2019, 9, 624.

1.3 6

753 Genome-wide association studies for the number of animals born alive and dead in duroc pigs.
Theriogenology, 2019, 139, 36-42. 0.9 25

754 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

755 Molecular Markers and Diagnostic Model Specific for Barrett's Esophagus. Journal of Computational
Biology, 2019, 26, 1367-1378. 0.8 2

756 Macrophages fine tune satellite cell fate in dystrophic skeletal muscle of mdx mice. PLoS Genetics,
2019, 15, e1008408. 1.5 35

757 CDCA7 promotes lung adenocarcinoma proliferation via regulating the cell cycle. Pathology Research
and Practice, 2019, 215, 152559. 1.0 23

758 Identification of SPP1 as an Extracellular Matrix Signature for Metastatic Castration-Resistant
Prostate Cancer. Frontiers in Oncology, 2019, 9, 924. 1.3 33



44

Citation Report

# Article IF Citations

759 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

760 Combined Omics Reveals That Disruption of the Selenocysteine Lyase Gene Affects Amino Acid
Pathways in Mice. Nutrients, 2019, 11, 2584. 1.7 6

761
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

762 Analysis and comparison of long nonâ€•codingRNAs expressed in the ovaries of Meishan and Yorkshire
pigs. Animal Genetics, 2019, 50, 660-669. 0.6 5

763 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

764 Signatures of adaptive divergence among populations of an avian species of conservation concern.
Evolutionary Applications, 2019, 12, 1661-1677. 1.5 9

765

New Molecular Markers Involved in Regulation of Ovarian Granulosa Cell Morphogenesis,
Development and Differentiation during Short-Term Primary In Vitro Cultureâ€”Transcriptomic and
Histochemical Study Based on Ovaries and Individual Separated Follicles. International Journal of
Molecular Sciences, 2019, 20, 3966.

1.8 16

766 Identification of Genes and Pathways Associated with Acne Using Integrated Bioinformatics Methods.
Dermatology, 2019, 235, 445-455. 0.9 14

767 Bioinformatics-based discovery of PYGM and TNNC2 as potential biomarkers of head and neck
squamous cell carcinoma. Bioscience Reports, 2019, 39, . 1.1 20

768 FXYD5 (Dysadherin) upregulation predicts shorter survival and reveals platinum resistance in
high-grade serous ovarian cancer patients. British Journal of Cancer, 2019, 121, 584-592. 2.9 30

769 Pseudogene Associated Recurrent Gene Fusion in Prostate Cancer. Neoplasia, 2019, 21, 989-1002. 2.3 15

770 Mutations in the microRNA172 binding site of SUPERNUMERARY BRACT (SNB) suppress internode
elongation in rice. Rice, 2019, 12, 62. 1.7 19

771 A Low Iron Diet Protects from Steatohepatitis in a Mouse Model. Nutrients, 2019, 11, 2172. 1.7 7

772
Deduction of Novel Genes Potentially Involved in the Effects of Very Low Dose Atropine (0.003%)
Treatment on Corneal Epithelial Cells Using Next-Generation Sequencing and Bioinformatics
Approaches. Medicina (Lithuania), 2019, 55, 589.

0.8 3

773 Integrative genomics analysis of hub genes and their relationship with prognosis and signaling
pathways in esophageal squamous cell carcinoma. Molecular Medicine Reports, 2019, 20, 3649-3660. 1.1 21

774 Circular RNA Expression Profiles in Vaginal Epithelial Tissue of Women With Lubrication Disorders.
Journal of Sexual Medicine, 2019, 16, 1696-1707. 0.3 4

775
Clinical significance and prospective molecular mechanism of Câ€‘C motif chemokine receptors in
patients with earlyâ€‘stage pancreatic ductal adenocarcinoma after pancreaticoduodenectomy.
Oncology Reports, 2019, 42, 1856-1868.

1.2 4

776
Differences in Expression of Genes Involved in Bone Development and Morphogenesis in the Walls of
Internal Thoracic Artery and Saphenous Vein Conduits May Provide Markers Useful for Evaluation
Graft Patency. International Journal of Molecular Sciences, 2019, 20, 4890.

1.8 6



45

Citation Report

# Article IF Citations

777 Genome-Wide Association Study for Reproductive Traits in a Duroc Pig Population. Animals, 2019, 9,
732. 1.0 30

778 Micro RNA Transcriptome Profile in Canine Oral Melanoma. International Journal of Molecular
Sciences, 2019, 20, 4832. 1.8 17

779 SILAC Analysis Reveals Increased Secretion of Hemostasis-Related Factors by Senescent Cells. Cell
Reports, 2019, 28, 3329-3337.e5. 2.9 94

780 Computational identification of key genes that may regulate gene expression reprogramming in
Alzheimerâ€™s patients. PLoS ONE, 2019, 14, e0222921. 1.1 22

781
â€˜Heart development and morphogenesisâ€™ is a novel pathway for human ovarian granulosa cell
differentiation during longâ€‘term inï¿½vitro cultivationâ€‘a microarray approach. Molecular Medicine
Reports, 2019, 19, 1705-1715.

1.1 13

782 MiR-129-3p favors intracellular BCG survival in RAW264.7 cells by inhibiting autophagy via Atg4b.
Cellular Immunology, 2019, 337, 22-32. 1.4 18

783 De Novo PITX1 Expression Controls Bi-Stable Transcriptional Circuits to Govern Self-Renewal and
Differentiation in Squamous Cell Carcinoma. Cell Stem Cell, 2019, 24, 390-404.e8. 5.2 31

784 MiR-5571-3p and miR-135b-5p, derived from analyses of microRNA profile sequencing, correlate with
increased disease risk and activity of rheumatoid arthritis. Clinical Rheumatology, 2019, 38, 1753-1765. 1.0 19

785 Gene fingerprint model for literature based detection of the associations among complex diseases: a
case study of COPD. BMC Medical Informatics and Decision Making, 2019, 19, 20. 1.5 3

786 Lrp5 and Lrp6 are required for maintaining selfâ€•renewal and differentiation of hematopoietic stem
cells. FASEB Journal, 2019, 33, 5615-5625. 0.2 20

787 Identification of differentially expressed genes and enriched pathways in lung cancer using
bioinformatics analysis. Molecular Medicine Reports, 2019, 19, 2029-2040. 1.1 17

788
RNA sequencing uncovers the key long nonâ€‘coding RNAs and potential molecular mechanism
contributing to XAV939â€‘mediated inhibition of nonâ€‘small cell lung cancer. Oncology Letters, 2019, 17,
4994-5004.

0.8 28

789 LTK is an ER-resident receptor tyrosine kinase that regulates secretion. Journal of Cell Biology, 2019,
218, 2470-2480. 2.3 39

790
metaQuantome: An Integrated, Quantitative Metaproteomics Approach Reveals Connections Between
Taxonomy and Protein Function in Complex Microbiomes. Molecular and Cellular Proteomics, 2019, 18,
S82-S91.

2.5 26

791 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

792 Larval Zebrafish Proteome Regulation in Response to an Environmental Challenge. Proteomics, 2019,
19, 1900028. 1.3 5

793
Integrated bioinformatics analysis of miRNA expression in Ewing sarcoma and potential regulatory
effects of miR-21 via targeting ALCAM/CD166. Artificial Cells, Nanomedicine and Biotechnology, 2019, 47,
2114-2122.

1.9 12

794 Gene Expression Studies to Identify Significant Genes in AR, MTOR, MAPK Pathways and their
Overlapping Regulatory Role in Prostate Cancer. Journal of Integrative Bioinformatics, 2019, 16, . 1.0 0



46

Citation Report

# Article IF Citations

795 Adipokinome Signatures in Obese Mouse Models Reflect Adipose Tissue Health and Are Associated with
Serum Lipid Composition. International Journal of Molecular Sciences, 2019, 20, 2559. 1.8 17

796 A distal enhancer maintaining Hoxa1 expression orchestrates retinoic acid-induced early ESCs
differentiation. Nucleic Acids Research, 2019, 47, 6737-6752. 6.5 18

797 Investigation of the clinical significance and prospective molecular mechanisms of cystatin genes in
patients with hepatitis B virusâ€‘related hepatocellular carcinoma. Oncology Reports, 2019, 42, 189-201. 1.2 8

798 Multifaceted Stoichiometry Control of Bacterial Operons Revealed by Deep Proteome Quantification.
Frontiers in Genetics, 2019, 10, 473. 1.1 9

799 Characterization of a prognostic fourâ€‘gene methylation signature associated with radiotherapy for
head and neck squamous cell carcinoma. Molecular Medicine Reports, 2019, 20, 622-632. 1.1 17

800 Neuron-Astrocyte Metabolic Coupling Protects against Activity-Induced Fatty Acid Toxicity. Cell, 2019,
177, 1522-1535.e14. 13.5 350

801 Human gut derived-organoids provide model to study gluten response and effects of
microbiota-derived molecules in celiac disease. Scientific Reports, 2019, 9, 7029. 1.6 77

802 Screening the Action Targets of Enterovirus 71 in Human SH-SY5Y Cells Using RNA Sequencing Data.
Viral Immunology, 2019, 32, 170-178. 0.6 1

803 What Changed on the Folliculogenesis in the Process of Mouse Ovarian Aging?. BioMed Research
International, 2019, 2019, 1-10. 0.9 5

804 Membrane proteomic analysis reveals overlapping and independent functions of <i>Streptococcus
mutans</i> Ffh, YidC1, and YidC2. Molecular Oral Microbiology, 2019, 34, 131-152. 1.3 13

805 Integrated analysis reveals potential long non-coding RNA biomarkers and their potential biological
functions for disease free survival in gastric cancer patients. Cancer Cell International, 2019, 19, 123. 1.8 35

806 Analysis of Genes Involved in Ulcerative Colitis Activity and Tumorigenesis Through Systematic Mining
of Gene Co-expression Networks. Frontiers in Physiology, 2019, 10, 662. 1.3 29

807 MALAT1 regulates the transcriptional and translational levels of proto-oncogene RUNX2 in
colorectal cancer metastasis. Cell Death and Disease, 2019, 10, 378. 2.7 84

808 BRD9 defines a SWI/SNF sub-complex and constitutes a specific vulnerability in malignant rhabdoid
tumors. Nature Communications, 2019, 10, 1881. 5.8 117

809 Circular RNA expression profile in gingival tissues identifies circ_0062491 and circ_0095812 as
potential treatment targets. Journal of Cellular Biochemistry, 2019, 120, 14867-14874. 1.2 27

810 Novel microRNA, miRâ€‘sc6, modulates Schwann cell phenotype via targeting ErbB4. Experimental and
Therapeutic Medicine, 2019, 17, 4116-4122. 0.8 0

811 A 19â€‘miRNA Support Vector Machine classifier and a 6â€‘miRNA risk score system designed for ovarian
cancer patients. Oncology Reports, 2019, 41, 3233-3243. 1.2 16

812 Genome-wide DNA methylation analysis revealed stable DNA methylation status during decidualization
in human endometrial stromal cells. BMC Genomics, 2019, 20, 324. 1.2 25



47

Citation Report

# Article IF Citations

813 Identification of biomarkers correlated with hypertrophic cardiomyopathy with coâ€•expression
analysis. Journal of Cellular Physiology, 2019, 234, 21999-22008. 2.0 37

814
A Network-based Comparison between Molecular Apocrine Breast Cancer Tumor and Basal and
Luminal Tumors by Joint Graphical Lasso. IEEE/ACM Transactions on Computational Biology and
Bioinformatics, 2019, 17, 1-1.

1.9 2

815 PITX2 enhances progression of lung adenocarcinoma by transcriptionally regulating WNT3A and
activating Wnt/Î²-catenin signaling pathway. Cancer Cell International, 2019, 19, 96. 1.8 29

816 Genome-wide DNA methylation analysis in obese women predicts an epigenetic signature for future
endometrial cancer. Scientific Reports, 2019, 9, 6469. 1.6 19

817 An 85-Gene Coexpression Module for Progression of Hypertension-Induced Spontaneous Intracerebral
Hemorrhage. DNA and Cell Biology, 2019, 38, 449-456. 0.9 1

818
Transcriptome Profiles of Human Visceral Adipocytes in Obesity and Colorectal Cancer Unravel the
Effects of Body Mass Index and Polyunsaturated Fatty Acids on Genes and Biological Processes Related
to Tumorigenesis. Frontiers in Immunology, 2019, 10, 265.

2.2 31

819 Identification of esophageal cancer pathway deviation and construction of a diagnosis model using
three kernel genes. Journal of Cellular Physiology, 2019, 234, 18098-18110. 2.0 2

820 Loss of TP63 Promotes the Metastasis of Head and Neck Squamous Cell Carcinoma by Activating MAPK
and STAT3 Signaling. Molecular Cancer Research, 2019, 17, 1279-1293. 1.5 25

821 Prediction of potential cancer-related molecular targets of North African plants constituents using
network pharmacology-based analysis. Journal of Ethnopharmacology, 2019, 238, 111826. 2.0 46

822
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

823 Intestinal transcriptional profiling reveals fava bean-induced immune response in DBA/1 mice.
Biological Research, 2019, 52, 9. 1.5 1

824 Systems based analysis of human embryos and gene networks involved in cell lineage allocation. BMC
Genomics, 2019, 20, 171. 1.2 16

825 Complications of whole-exome sequencing for causal gene discovery in primary platelet secretion
defects. Haematologica, 2019, 104, 2084-2090. 1.7 9

826
The Y-linked proto-oncogene TSPY contributes to poor prognosis of the male hepatocellular
carcinoma patients by promoting the pro-oncogenic and suppressing the anti-oncogenic gene
expression. Cell and Bioscience, 2019, 9, 22.

2.1 13

827 Exome Sequencing of Two Siblings with Sporadic Autism Spectrum Disorder and Severe Speech Sound
Disorder Suggests Pleiotropic and Complex Effects. Behavior Genetics, 2019, 49, 399-414. 1.4 18

828 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

829 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

830 CBSSD: community-based semantic subgroup discovery. Journal of Intelligent Information Systems,
2019, 53, 265-304. 2.8 11



48

Citation Report

# Article IF Citations

831 Gene Expression Profiles Associated with Brain Aging are Altered in Schizophrenia. Scientific Reports,
2019, 9, 5896. 1.6 14

832 Most Variable Genes and Transcription Factors in Acute Lymphoblastic Leukemia Patients.
Interdisciplinary Sciences, Computational Life Sciences, 2019, 11, 668-678. 2.2 9

833 High olive oil diets enhance cervical tumour growth in mice: transcriptome analysis for potential
candidate genes and pathways. Lipids in Health and Disease, 2019, 18, 76. 1.2 17

834 Genome-wide DNA methylation differences according to oestrogen receptor beta status in colorectal
cancer. Epigenetics, 2019, 14, 477-493. 1.3 13

835
Systematically Characterize the Anti-Alzheimer's Disease Mechanism of Lignans from S. chinensis based
on In-Vivo Ingredient Analysis and Target-Network Pharmacology Strategy by UHPLCâ€“Q-TOF-MS.
Molecules, 2019, 24, 1203.

1.7 21

836 Genomeâ€•wide effect of pulmonary airway epithelial cellâ€“specific <i>Bmal1</i> deletion. FASEB Journal,
2019, 33, 6226-6238. 0.2 40

837 Network Pharmacology Integrated Molecular Docking Reveals the Antiosteosarcoma Mechanism of
Biochanin A. Evidence-based Complementary and Alternative Medicine, 2019, 2019, 1-10. 0.5 22

838 Interplay between Jasmonic Acid, Phosphate Signaling and the Regulation of Glycerolipid Homeostasis
in Arabidopsis. Plant and Cell Physiology, 2019, 60, 1260-1273. 1.5 18

839 Identification of Gene Expression Changes Associated With Uterine Receptivity in Mice. Frontiers in
Physiology, 2019, 10, 125. 1.3 17

840 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

841
Transcriptomic Validation of the Protective Effects of Aqueous Bark Extract of Terminalia arjuna
(Roxb.) on Isoproterenol-Induced Cardiac Hypertrophy in Rats. Frontiers in Pharmacology, 2019, 10,
1443.

1.6 12

842 &lt;p&gt;Potential Prognostic and Diagnostic Values of CDC6, CDC45, ORC6 and SNHG7 in Colorectal
Cancer&lt;/p&gt;. OncoTargets and Therapy, 2019, Volume 12, 11609-11621. 1.0 54

843 A human expression system based on HEK293 for the stable production of recombinant erythropoietin.
Scientific Reports, 2019, 9, 16768. 1.6 35

844 Cyclophosphamide Enhances Cancer Antibody Immunotherapy in the Resistant Bone Marrow Niche by
Modulating Macrophage FcÎ³R Expression. Cancer Immunology Research, 2019, 7, 1876-1890. 1.6 23

845 Disparate responses to salinity across species and organizational levels in anchialine shrimps. Journal
of Experimental Biology, 2019, 222, . 0.8 5

846
PTPN21 Overexpression Promotes Osteogenic and Adipogenic Differentiation of Bone Marrow-Derived
Mesenchymal Stem Cells but Inhibits the Immunosuppressive Function. Stem Cells International, 2019,
2019, 1-19.

1.2 7

847 A single factor dominates the behavior of rhythmic genes in mouse organs. BMC Genomics, 2019, 20,
879. 1.2 8

848 Exercise Exacerbates the Transcriptional Profile of Hypoxia, Oxidative Stress and Inflammation in Rats
with Adjuvant-Induced Arthritis. Cells, 2019, 8, 1493. 1.8 10



49

Citation Report

# Article IF Citations

849
Human Ovarian Granulosa Cells Isolated during an IVF Procedure Exhibit Differential Expression of
Genes Regulating Cell Division and Mitotic Spindle Formation. Journal of Clinical Medicine, 2019, 8,
2026.

1.0 4

850 DNA methylation profiling to explore colorectal tumor differences according to menopausal
hormone therapy use in women. Epigenomics, 2019, 11, 1765-1778. 1.0 3

851 A robustness metric for biological data clustering algorithms. BMC Bioinformatics, 2019, 20, 503. 1.2 13

852 The regulation of TORC1 pathway by the yeast chaperones Hsp31 is mediated by SFP1 and affects
proteasomal activity. Biochimica Et Biophysica Acta - General Subjects, 2019, 1863, 534-546. 1.1 8

853 Identification of myosin II as a cripto binding protein and regulator of cripto function in stem cells
and tissue regeneration. Biochemical and Biophysical Research Communications, 2019, 509, 69-75. 1.0 9

854 Transcriptome analysis of differentially expressed genes and pathways associated with mitoxantrone
treatment prostate cancer. Journal of Cellular and Molecular Medicine, 2019, 23, 1987-2000. 1.6 9

855 An 11â€•geneâ€•based prognostic signature for uveal melanoma metastasis based on gene expression and DNA
methylation profile. Journal of Cellular Biochemistry, 2019, 120, 8630-8639. 1.2 24

856 A clinical, biologic and mechanistic analysis of the role of ZNF692 in cervical cancer. Gynecologic
Oncology, 2019, 152, 396-407. 0.6 10

857 Genomic loci associated with antibody-mediated immune responses in an F2 chicken population.
Animal, 2019, 13, 1341-1349. 1.3 2

858 Resveratrol and Its Human Metabolitesâ€”Effects on Metabolic Health and Obesity. Nutrients, 2019, 11,
143. 1.7 178

859 Avermectin treatment for Lepeophtheirus salmonis: Impacts on host (Salmo salar) and parasite
immunophysiology. Aquaculture, 2019, 501, 488-501. 1.7 10

860 Discovering Proangiogenic Drugs in Ischemic Stroke Based on the Relationship between Protein
Domain and Drug Substructure. ACS Chemical Neuroscience, 2019, 10, 507-517. 1.7 3

861
Genes responsible for proliferation, differentiation, and junction adhesion are significantly
up-regulated in human ovarian granulosa cells during a long-term primary in vitro culture.
Histochemistry and Cell Biology, 2019, 151, 125-143.

0.8 20

862 Comparative acetylomic analysis reveals differentially acetylated proteins regulating anther and
pollen development in kenaf cytoplasmic male sterility line. Physiologia Plantarum, 2019, 166, 960-978. 2.6 8

863 Multifactorial Inheritance and Complex Diseases. , 2019, , 323-358. 3

864 A twoâ€•CpGâ€•based prognostic signature for oral squamous cell carcinoma overall survival. Journal of
Cellular Biochemistry, 2019, 120, 9082-9090. 1.2 6

865 In Silico Transcription Factor Discovery via Bioinformatics Approach: Application on iPSC
Reprogramming Resistant Genes. , 2019, , 183-193. 1

866 RNA-Seq analysis in an avian model of maternal phenylketonuria. Molecular Genetics and Metabolism,
2019, 126, 23-29. 0.5 6



50

Citation Report

# Article IF Citations

867 Novel putative drugs and key initiating genes for neurodegenerative disease determined using
networkâ€•based genetic integrative analysis. Journal of Cellular Biochemistry, 2019, 120, 5459-5471. 1.2 4

868 Performance Measurement and Comparative Transcriptome Analysis Revealed the Efforts on Hybrid
Improvement of Qinchuan Cattle. Animal Biotechnology, 2019, 30, 13-20. 0.7 4

869 A survey of software tools for microRNA discovery and characterization using RNA-seq. Briefings in
Bioinformatics, 2019, 20, 918-930. 3.2 16

870
Up-regulation of fibroblast growth factor receptor 1 due to prenatal tobacco exposure can lead to
developmental defects in new born. Journal of Maternal-Fetal and Neonatal Medicine, 2020, 33,
1732-1743.

0.7 4

871 MicroRNA-301a promotes pancreatic cancer invasion and metastasis through the JAK/STAT3 signaling
pathway by targeting SOCS5. Carcinogenesis, 2020, 41, 502-514. 1.3 46

872 Gene set analysis methods for the functional interpretation of non-mRNA dataâ€”Genomic range and
ncRNA data. Briefings in Bioinformatics, 2020, 21, 1495-1508. 3.2 9

873 Current Trends in Biomedical Engineering and Bioimages Analysis. Advances in Intelligent Systems and
Computing, 2020, , . 0.5 1

874 Human Papillomavirus 16 E5 Inhibits Interferon Signaling and Supports Episomal Viral Maintenance.
Journal of Virology, 2020, 94, . 1.5 53

875 Investigation of the pharmacodynamic substances in dahuang zhechong pill that inhibit energy
metabolism. Journal of Ethnopharmacology, 2020, 251, 112332. 2.0 9

876 Quantitative proteomics reveals the molecular mechanism of Aeromonas hydrophila in enoxacin
stress. Journal of Proteomics, 2020, 211, 103561. 1.2 14

877 Acetylome analysis of lysine acetylation in the plant pathogenic bacterium Brenneria nigrifluens.
MicrobiologyOpen, 2020, 9, e00952. 1.2 9

878 Decoding the complexities of human malaria through systems immunology. Immunological Reviews,
2020, 293, 144-162. 2.8 17

879 Plant Regulomics: a dataâ€•driven interface for retrieving upstream regulators from plant multiâ€•omics
data. Plant Journal, 2020, 101, 237-248. 2.8 75

880 Accelerating Medicines Partnership: Organizational Structure and Preliminary Data From the Phase 1
Studies of Lupus Nephritis. Arthritis Care and Research, 2020, 72, 233-242. 1.5 17

881 Human muscle pathology is associated with altered phosphoprotein profile of mitochondrial
proteins in the skeletal muscle. Journal of Proteomics, 2020, 211, 103556. 1.2 8

882 Particulate matter (PM)2.5 affects keratinocytes via endoplasmic reticulum (ER) stress-mediated
suppression of apoptosis. Molecular and Cellular Toxicology, 2020, 16, 129-137. 0.8 11

883 Developing an effective biclustering technique using an enhanced proximity measure. Network
Modeling Analysis in Health Informatics and Bioinformatics, 2020, 9, 1. 1.2 3

884 Noncoding RNA miRâ€•205â€•5p mediates osteoporosis pathogenesis and osteoblast differentiation by
regulating RUNX2. Journal of Cellular Biochemistry, 2020, 121, 4196-4203. 1.2 16



51

Citation Report

# Article IF Citations

885
Molecular mechanism of action of Liuwei Dihuang pill for the treatment of osteoporosis based on
network pharmacology and molecular docking. European Journal of Integrative Medicine, 2020, 33,
101009.

0.8 8

886 Targeting Novel Sodium Iodide Symporter Interactors ADP-Ribosylation Factor 4 and
Valosin-Containing Protein Enhances Radioiodine Uptake. Cancer Research, 2020, 80, 102-115. 0.4 31

887 Statistical genetic concepts in psychiatric genomics. , 2020, , 103-116. 0

888 Genome-wide analysis of mammary gland shows modulation of transcriptome landscape with
alternative splice variants in Staphylococcus aureus mastitis in mice. Gene, 2020, 735, 144278. 1.0 6

889 DERL3 functions as a tumor suppressor in gastric cancer. Computational Biology and Chemistry, 2020,
84, 107172. 1.1 10

890 A network pharmacology approach to investigate the anti-inflammatory mechanism of effective
ingredients from Salvia miltiorrhiza. International Immunopharmacology, 2020, 81, 106040. 1.7 29

891 Epigenomic characterization of Clostridioides difficile finds a conserved DNA methyltransferase that
mediates sporulation and pathogenesis. Nature Microbiology, 2020, 5, 166-180. 5.9 75

892
Analysis of lncRNA expression profiles by sequencing reveals that lnc-AL928768.3 and lnc-AC091493.1
are novel biomarkers for disease risk and activity of rheumatoid arthritis. Inflammopharmacology,
2020, 28, 437-450.

1.9 23

893 Linc1557 is critical for the initiation of embryonic stem cell differentiation by directly targeting the
LIF/STAT3 signaling pathway. Stem Cells, 2020, 38, 340-351. 1.4 9

894 TriPCE: A Novel Tri-Clustering Algorithm for Identifying Pan-Cancer Epigenetic Patterns. Frontiers in
Genetics, 2020, 10, 1298. 1.1 3

895 Identification of Key Genes in Gastric Cancer by Bioinformatics Analysis. BioMed Research
International, 2020, 2020, 1-12. 0.9 18

896 Predicting Drug Response and Synergy Using a Deep Learning Model of Human Cancer Cells. Cancer
Cell, 2020, 38, 672-684.e6. 7.7 216

897 Systematic Characterization of Recurrent Genomic Alterations in Cyclin-Dependent Kinases Reveals
Potential Therapeutic Strategies for Cancer Treatment. Cell Reports, 2020, 32, 107884. 2.9 19

898 &lt;p&gt;Bioinformatics Analysis Identifies a Novel Role of &lt;em&gt;GINS1&lt;/em&gt; Gene in
Colorectal Cancer&lt;/p&gt;. Cancer Management and Research, 2020, Volume 12, 11677-11687. 0.9 15

899 Cannabidiol enhances cytotoxicity of anti-cancer drugs in human head and neck squamous cell
carcinoma. Scientific Reports, 2020, 10, 20622. 1.6 49

900 Reconstruction of Dementia Gene Network Using Online Bioinformatics Tools. , 2020, , . 0

901
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

902 SITC cancer immunotherapy resource document: a compass in the land of biomarker discovery. , 2020,
8, e000705. 20



52

Citation Report

# Article IF Citations

903 Reconstitution of prospermatogonial specification in vitro from human induced pluripotent stem
cells. Nature Communications, 2020, 11, 5656. 5.8 75

904 Identification of Differential Gene Groups From Single-Cell Transcriptomes Using Network Entropy.
Frontiers in Cell and Developmental Biology, 2020, 8, 588041. 1.8 3

905 Construction and Analysis of Competing Endogenous RNA Networks for Breast Cancer Based on TCGA
Dataset. BioMed Research International, 2020, 2020, 1-10. 0.9 9

906 Eukaryote-Conserved Methylarginine Is Absent in Diplomonads and Functionally Compensated in
<i>Giardia</i>. Molecular Biology and Evolution, 2020, 37, 3525-3549. 3.5 9

907 Alternative methylation of intron motifs is associated with cancer-related gene expression in both
canine mammary tumor and human breast cancer. Clinical Epigenetics, 2020, 12, 110. 1.8 15

908 Mice deficient in UXT exhibit retinitis pigmentosa-like features via aberrant autophagy activation.
Autophagy, 2021, 17, 1873-1888. 4.3 12

909 Redefining Tumor-Associated Macrophage Subpopulations and Functions in the Tumor
Microenvironment. Frontiers in Immunology, 2020, 11, 1731. 2.2 328

910 Lysocardiolipin acyltransferase regulates NSCLC cell proliferation and migration by modulating
mitochondrial dynamics. Journal of Biological Chemistry, 2020, 295, 13393-13406. 1.6 12

911 MNX1 Promotes Malignant Progression of Cervical Cancer via Repressing the Transcription of p21cip1.
Frontiers in Oncology, 2020, 10, 1307. 1.3 4

912 Identification of prognostic biomarkers associated with stromal cell infiltration in muscleâ€•invasive
bladder cancer by bioinformatics analyses. Cancer Medicine, 2020, 9, 7253-7267. 1.3 13

913
Predicting new drug indications for prostate cancer: The integration of an in silico
proteochemometric network pharmacology platform with patientâ€•derived primary prostate cells.
Prostate, 2020, 80, 1233-1243.

1.2 9

914 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

915 Identification of Immune Cell Infiltration and Immune-Related Genes in the Tumor Microenvironment
of Glioblastomas. Frontiers in Immunology, 2020, 11, 585034. 2.2 49

916 Comparative phenotypic and transcriptomic analysis of Victoria and flame seedless grape cultivars
during berry ripening. FEBS Open Bio, 2020, 10, 2616-2630. 1.0 2

917 C3: connect separate connected components to form a succinct disease module. BMC Bioinformatics,
2020, 21, 433. 1.2 6

918
Enhanced expression of complement and microglial-specific genes prior to clinical progression in the
MOG-experimental autoimmune encephalomyelitis model of multiple sclerosis. Brain Research
Bulletin, 2020, 165, 63-69.

1.4 6

919 Integration of gene profile to explore the hub genes of lung adenocarcinoma. Medicine (United) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 102 Td (States), 2020, 99, e22727.0.4 4

920 A signature of 18 immuneâ€•related gene pairs to predict the prognosis of pancreatic cancer patients.
Immunity, Inflammation and Disease, 2020, 8, 713-726. 1.3 6



53

Citation Report

# Article IF Citations

921 An Integrated Genomic Approach Identifies HOXC8 as an Upstream Regulator in Ovarian Endometrioma.
Journal of Clinical Endocrinology and Metabolism, 2020, 105, e4474-e4489. 1.8 10

922 Identification of Significant Genes and Pathways in Acute Pancreatitis via Bioinformatical Analysis.
Digestive Diseases and Sciences, 2021, 66, 3045-3053. 1.1 9

923 Transcriptomic Analyses of Myeloid-Derived Suppressor Cell Subsets in the Circulation of Colorectal
Cancer Patients. Frontiers in Oncology, 2020, 10, 1530. 1.3 7

924 Comparative Analysis of Mouse Decidualization Models at the Molecular Level. Genes, 2020, 11, 935. 1.0 11

925 Integrated Analysis of a Risk Score System Predicting Prognosis and a ceRNA Network for
Differentially Expressed lncRNAs in Multiple Myeloma. Frontiers in Genetics, 2020, 11, 934. 1.1 10

926 Digging into the Genomic Past of Swiss Honey Bees by Whole-Genome Sequencing Museum Specimens.
Genome Biology and Evolution, 2020, 12, 2535-2551. 1.1 26

927 Identification of dysregulated miRNAs â€•genes network in ovarian cancer: An integrative approach to
uncover the molecular interactions and oncomechanisms. Cancer Reports, 2020, 3, e1286. 0.6 6

928
Berberine Improves Inflammatory Responses of Diabetes Mellitus in Zucker Diabetic Fatty Rats and
Insulin-Resistant HepG2 Cells through the PPM1B Pathway. Journal of Immunology Research, 2020,
2020, 1-32.

0.9 17

929 Epigenetic Changes in Islets of Langerhans Preceding the Onset of Diabetes. Diabetes, 2020, 69,
2503-2517. 0.3 27

930
RNA-Seq reveals placental growth factor regulates the human retinal endothelial cell barrier
integrity by transforming growth factor (TGF-Î²) signaling. Molecular and Cellular Biochemistry, 2020,
475, 93-106.

1.4 5

931 Proteome-Wide Analysis of Lysine 2-Hydroxyisobutyrylation in the Phytopathogenic Fungus Botrytis
cinerea. Frontiers in Microbiology, 2020, 11, 585614. 1.5 9

932 AVIA 3.0: interactive portal for genomic variant and sample level analysis. Bioinformatics, 2021, 37,
2467-2469. 1.8 1

933 Development of a prognostic signature for bladder cancer based on immune-related genes. Annals of
Translational Medicine, 2020, 8, 1380-1380. 0.7 3

934 Driver Attribute Filling for Genes in Interaction Network via Modularity Subspace-Based Concept
Learning from Small Samples. Complexity, 2020, 2020, 1-12. 0.9 2

935 Tumors Widely Express Hundreds of Embryonic Germline Genes. Cancers, 2020, 12, 3812. 1.7 12

936 Chinese Medicine Huzhen Tongfeng Formula Effectively Attenuates Gouty Arthritis by Inhibiting
Arachidonic Acid Metabolism and Inflammatory Mediators. Mediators of Inflammation, 2020, 2020, 1-17. 1.4 7

937 Analysis of potential hub genes involved in the pathogenesis of Chinese type 1 diabetic patients. Annals
of Translational Medicine, 2020, 8, 295-295. 0.7 12

938 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



54

Citation Report

# Article IF Citations

939 Comprehensive analysis reveals a six-gene signature and associated drugs in mimic inguinal hernia
model. Hernia: the Journal of Hernias and Abdominal Wall Surgery, 2020, 24, 1211-1219. 0.9 3

940 Identification of gene expression markers and development of evaluation method using cell-based and
RT-PCR-based assay for skin sensitising potential of chemicals. Xenobiotica, 2020, 50, 1359-1369. 0.5 0

941 Selenium Restores Synaptic Deficits by Modulating NMDA Receptors and Selenoprotein K in an
Alzheimer's Disease Model. Antioxidants and Redox Signaling, 2021, 35, 863-884. 2.5 28

942 Proteomics analysis reveals the effect of Aeromonas hydrophila sirtuin CobB on biological functions.
Journal of Proteomics, 2020, 225, 103848. 1.2 17

943
The synergistic antitumour effect of multi-components from <i>Pulsatilla chinensis</i> saponins in
NCI-H460 lung cancer cell line through induction of apoptosis. Pharmaceutical Biology, 2020, 58,
427-437.

1.3 12

944 SOX4 activates CXCL12 in hepatocellular carcinoma cells to modulate endothelial cell migration and
angiogenesis in vivo. Oncogene, 2020, 39, 4695-4710. 2.6 32

945 Comprehensive transcriptomic analysis identifies novel regulators of lung adenocarcinoma. Journal
of Cell Communication and Signaling, 2020, 14, 453-465. 1.8 17

946 In vitro effects of boric acid on human liver hepatoma cell line (HepG2) at the half-maximal inhibitory
concentration. Journal of Trace Elements in Medicine and Biology, 2020, 62, 126573. 1.5 12

947
Transcriptomic analysis of interferon-Î³-regulated genes in endometrial explants and their possible role
in regulating maternal endometrial immunity during the implantation period in pigs, a true
epitheliochorial placentation species. Theriogenology, 2020, 155, 114-124.

0.9 18

948 Transcriptome Analysis in Male Strobilus Induction by Gibberellin Treatment in Cryptomeria japonica
D. Don. Forests, 2020, 11, 633. 0.9 7

949 Genome wide meta-analysis of cDNA datasets reveals new target gene signatures of colorectal cancer
based on systems biology approach. Journal of Biological Research, 2020, 27, 8. 2.2 13

950 Identification of a Six-Immune-Related Long Non-coding RNA Signature for Predicting Survival and
Immune Infiltrating Status in Breast Cancer. Frontiers in Genetics, 2020, 11, 680. 1.1 25

951 Transcriptome-Wide Analysis of CXCR5 Deficient Retinal Pigment Epithelial (RPE) Cells Reveals
Molecular Signatures of RPE Homeostasis. Biomedicines, 2020, 8, 147. 1.4 11

952 Identification of feature risk pathways of smoking-induced lung cancer based on SVM. PLoS ONE, 2020,
15, e0233445. 1.1 6

953 A comprehensive map of disease networks and molecular drug discoveries for glaucoma. Scientific
Reports, 2020, 10, 9719. 1.6 3

954 Systematic Characterization of the Expression and Prognostic Values of Formin-Like Gene Family in
Gastric Cancer. DNA and Cell Biology, 2020, 39, 1664-1677. 0.9 8

955 Polymorphisms in miRNA binding sites involved in metabolic diseases in mice and humans. Scientific
Reports, 2020, 10, 7202. 1.6 8

956 Notch ligand Dll4 impairs cell recruitment to aortic clusters and limits blood stem cell generation.
EMBO Journal, 2020, 39, e104270. 3.5 40



55

Citation Report

# Article IF Citations

957 Pituitary-Derived Circular RNAs Expression and Regulatory Network Prediction During the Onset of
Puberty in Landrace Ã— Yorkshire Crossbred Pigs. Frontiers in Genetics, 2020, 11, 135. 1.1 8

958
Novel myocardial markers GADD45G and NDUFS5 identified by RNA-sequencing predicts left ventricular
reverse remodeling in advanced non-ischemic heart failure: a retrospective cohort study. BMC
Cardiovascular Disorders, 2020, 20, 116.

0.7 6

959 Evolutionary and Molecular Characterization of liver-enriched gene 1. Scientific Reports, 2020, 10,
4262. 1.6 3

960 Edgetic perturbation signatures represent known and novel cancer biomarkers. Scientific Reports,
2020, 10, 4350. 1.6 5

961
The processes of cellular growth, aging, and programmed cell death are involved in lifespan of
ovarian granulosa cells during short-term IVC â€“ Study based on animal model. Theriogenology, 2020,
148, 76-88.

0.9 10

962 Comparison of Adult Testis and Ovary MicroRNA Expression Profiles in Reevesâ€™ Pond Turtles
(Mauremys reevesii) With Temperature-Dependent Sex Determination. Frontiers in Genetics, 2020, 11, 133. 1.1 7

963
De Novo Frameshift Variants in the Neuronal Splicing Factor NOVA2 Result in a Common C-Terminal
Extension and Cause a Severe Form of Neurodevelopmental Disorder. American Journal of Human
Genetics, 2020, 106, 438-452.

2.6 17

964 Integrative differential expression and gene set enrichment analysis using summary statistics for
scRNA-seq studies. Nature Communications, 2020, 11, 1585. 5.8 43

965 RNA-Seq based transcriptome analysis reveals the molecular mechanism of triterpenoid biosynthesis
in Glycyrrhiza glabra. Bioorganic and Medicinal Chemistry Letters, 2020, 30, 127102. 1.0 12

966 MicroRNA hsa-mir-3923 serves as a diagnostic and prognostic biomarker for gastric carcinoma.
Scientific Reports, 2020, 10, 4672. 1.6 12

967 Aortic heterogeneity across segments and under high fat/salt/glucose conditions at the single-cell
level. National Science Review, 2020, 7, 881-896. 4.6 30

968
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

969 Primary tumors release ITGBL1-rich extracellular vesicles to promote distal metastatic tumor growth
through fibroblast-niche formation. Nature Communications, 2020, 11, 1211. 5.8 141

970
Differential DNA methylation profiles of peripheral blood mononuclear cells in allergic asthmatic
children following dust mite immunotherapy. Journal of Microbiology, Immunology and Infection,
2020, 53, 986-995.

1.5 4

971 Proteomic and Phosphoproteomic Maps of Lung Squamous Cell Carcinoma From Chinese Patients.
Frontiers in Oncology, 2020, 10, 963. 1.3 6

972 Comparative Pathway Integrator: A Framework of Meta-Analytic Integration of Multiple
Transcriptomic Studies for Consensual and Differential Pathway Analysis. Genes, 2020, 11, 696. 1.0 7

973 Positive transcriptional response on inflammation and joint remodelling influenced by physical
exercise in proteoglycan-induced arthritis: An animal study. Bone and Joint Research, 2020, 9, 36-48. 1.3 9

974 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



56

Citation Report

# Article IF Citations

975 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

976 lâ€• Arginine supplementation of gilts during early gestation modulates energy sensitive pathways in pig
conceptuses. Molecular Reproduction and Development, 2020, 87, 819-834. 1.0 4

977 Omega-3 Phospholipids from Krill Oil Enhance Intestinal Fatty Acid Oxidation More Effectively than
Omega-3 Triacylglycerols in High-Fat Diet-Fed Obese Mice. Nutrients, 2020, 12, 2037. 1.7 18

978 LC-MS/MS-based quantitative proteomic and phosphoproteomic analysis of CHO-K1 cells adapted to
growth in glutamine-free media. Biotechnology Letters, 2020, 42, 2523-2536. 1.1 9

979
IGAP-integrative genome analysis pipeline reveals new gene regulatory model associated with
nonspecific TF-DNA binding affinity. Computational and Structural Biotechnology Journal, 2020, 18,
1270-1286.

1.9 1

980 RNA-Seq reveals differential expression profiles and functional annotation of genes involved in
retinal degeneration in Pde6c mutant Danio rerio. BMC Genomics, 2020, 21, 132. 1.2 7

981
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

982 Cellâ€•cycle dependence of transcriptome gene modules: comparison of regression lines. FEBS Journal,
2020, 287, 4427-4439. 2.2 14

983 Identification of a Modified <i>HOXB9</i> mRNA in Breast Cancer. Journal of Oncology, 2020, 2020,
1-10. 0.6 1

984
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

986 Maximizing the ovarian reserve in mice by evading LINE-1 genotoxicity. Nature Communications, 2020, 11,
330. 5.8 41

987
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

988
Screening and Identifying Immune-Related Cells and Genes in the Tumor Microenvironment of Bladder
Urothelial Carcinoma: Based on TCGA Database and Bioinformatics. Frontiers in Oncology, 2019, 9,
1533.

1.3 53

989 Effects of aging on the motor, cognitive and affective behaviors, neuroimmune responses and
hippocampal gene expression. Behavioural Brain Research, 2020, 383, 112501. 1.2 18

990 Estrogen/estrogen receptor promotes the proliferation of endometrial carcinoma cells by enhancing
hMOF expression. Japanese Journal of Clinical Oncology, 2020, 50, 241-253. 0.6 14

991 High Glucose Induces Mesangial Cell Apoptosis through miR-15b-5p and Promotes Diabetic Nephropathy
by Extracellular Vesicle Delivery. Molecular Therapy, 2020, 28, 963-974. 3.7 49

992 Exploring the Key Genes and Pathways in the Formation of Corneal Scar Using Bioinformatics
Analysis. BioMed Research International, 2020, 2020, 1-10. 0.9 6

993
Oxidative stress response and proteomic analysis reveal the mechanisms of toxicity of
imidazolium-based ionic liquids against Arabidopsis thaliana. Environmental Pollution, 2020, 260,
114013.

3.7 34



57

Citation Report

# Article IF Citations

994 Identification and characterization of miRNAs involved in cold acclimation of zebrafish ZF4 cells.
PLoS ONE, 2020, 15, e0226905. 1.1 13

995 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

996 Potential mechanisms and serum biomarkers involved in sex differences in pulmonary arterial
hypertension. Medicine (United States), 2020, 99, e19612. 0.4 3

997 The H2B ubiquitin-protein ligase RNF40 is required for somatic cell reprogramming. Cell Death and
Disease, 2020, 11, 287. 2.7 11

998 Proteomic Profiling of Colon Cancer Tissues: Discovery of New Candidate Biomarkers. International
Journal of Molecular Sciences, 2020, 21, 3096. 1.8 13

999 Cleft lip and cleft palate (CL/P) in <i>Esrp1</i> KO mice is associated with alterations in
epithelial-mesenchymal crosstalk. Development (Cambridge), 2020, 147, . 1.2 42

1000
DMHF (2,5â€•dimethylâ€•4â€•hydroxyâ€•3(2<i>H</i>)â€•furanone), a volatile food component generated by the
Maillard reaction, promotes appetite and changes gene expression in the rat brain through inhalation.
Journal of Food Science, 2020, 85, 1338-1343.

1.5 9

1001
Deficiency of the onco-miRNA cluster, miR-106bâˆ¼25, causes oligozoospermia and the cooperative action
of miR-106bâˆ¼25 and miR-17âˆ¼92 is required to maintain male fertility. Molecular Human Reproduction, 2020,
26, 389-401.

1.3 10

1002 Identification and characterization of trait-specific SNPs using ddRAD sequencing in water buffalo.
Genomics, 2020, 112, 3571-3578. 1.3 14

1003 Fifteen Years of Gene Set Analysis for High-Throughput Genomic Data: A Review of Statistical
Approaches and Future Challenges. Entropy, 2020, 22, 427. 1.1 34

1004 Role of the ADCY9 gene in cardiac abnormalities of the Rubinstein-Taybi syndrome. Orphanet Journal
of Rare Diseases, 2020, 15, 101. 1.2 2

1005 Identification of novel biomarkers in ischemic stroke: a genome-wide integrated analysis. BMC Medical
Genetics, 2020, 21, 66. 2.1 22

1006 Wholeâ€•transcriptome sequencing uncovers core regulatory modules and gene signatures of human
fetal growth restriction. Clinical and Translational Medicine, 2020, 9, 9. 1.7 15

1007 RFC2, a direct target of miRâ€•744, modulates the cell cycle and promotes the proliferation of CRC cells.
Journal of Cellular Physiology, 2020, 235, 8319-8333. 2.0 23

1008 Multi-Omics Analysis in a Network Context. , 2021, , 224-233. 1

1009 The Pre-Implantation Embryo Induces Uterine Inflammatory Reaction in Mice. Reproductive Sciences,
2021, 28, 60-68. 1.1 2

1010 Dynamics of HOX gene expression and regulation in adipocyte development. Gene, 2021, 768, 145308. 1.0 12

1011 Essential interpretations of bioinformatics in COVID-19 pandemic. Meta Gene, 2021, 27, 100844. 0.3 15



58

Citation Report

# Article IF Citations

1012 mRNA spindle localization and mitotic translational regulation by CPEB1 and CPEB4. Rna, 2021, 27,
291-302. 1.6 19

1013 BCL2 Interacting Protein 3-like/NIX-mediated Mitophagy Plays an Important Role in the Process of
Age-related Hearing Loss. Neuroscience, 2021, 455, 39-51. 1.1 15

1014 Diagnostic and prognostic role of NR3C4 in breast cancer through a genomic network understanding.
Pathology Research and Practice, 2021, 217, 153310. 1.0 4

1015 IL-4â€“BATF signaling directly modulates IL-9 producing mucosal mast cell (MMC9) function in
experimental food allergy. Journal of Allergy and Clinical Immunology, 2021, 147, 280-295. 1.5 23

1016 Environmental gradients of selection for an alpine-obligate bird, the white-tailed ptarmigan (Lagopus) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 582 Td (leucura). Heredity, 2021, 126, 117-131.1.2 1

1017 Identification of mast cells as a candidate significant target of immunotherapy for acute myeloid
leukemia. Hematology, 2021, 26, 284-294. 0.7 7

1018 Exploring the Relationship between Gut Microbiota and Major Depressive Disorders. E3S Web of
Conferences, 2021, 271, 03055. 0.2 0

1019 Gene Ontology and Pathway Enrichment Analysis. , 2021, , 257-279. 1

1020 Genomic pan-cancer classification using image-based deep learning. Computational and Structural
Biotechnology Journal, 2021, 19, 835-846. 1.9 5

1021 A DNA methylation profile of long non-coding RNAs can predict OS in prostate cancer. Bioengineered,
2021, 12, 3252-3262. 1.4 1

1022 Comprehensively Analyzed Macrophage-Regulated Genes Indicate That PSMA2 Promotes Colorectal
Cancer Progression. Frontiers in Oncology, 2020, 10, 618902. 1.3 8

1023 The Ubiquitin E3 Ligase TRIM21 Promotes Hepatocarcinogenesis by Suppressing the p62-Keap1-Nrf2
Antioxidant Pathway. Cellular and Molecular Gastroenterology and Hepatology, 2021, 11, 1369-1385. 2.3 34

1024 A New Monocyte Epigenetic Clock Reveals Effects of Alcohol Consumption on Biological Aging in
Three Independent Cohorts. SSRN Electronic Journal, 0, , . 0.4 0

1025
A novel strategy for exploring food originated anti-adipogenesis substances and mechanism by
structural similarity evaluation, ADME prediction, network pharmacology and experimental
validation. Food and Function, 2021, 12, 7081-7091.

2.1 8

1026 A computational pipeline to infer alternative poly-adenylation from 3â€² sequencing data. Methods in
Enzymology, 2021, 655, 185-204. 0.4 4

1027 Aneuploidy renders cancer cells vulnerable to mitotic checkpoint inhibition. Nature, 2021, 590,
486-491. 13.7 135

1028 Clustering-Based Techniques for Big Data Analysis of Gene Expression. Lecture Notes in Networks and
Systems, 2021, , 169-177. 0.5 0

1029 Catalpol Protects Against Pulmonary Fibrosis Through Inhibiting TGF-Î²1/Smad3 and Wnt/Î²-Catenin
Signaling Pathways. Frontiers in Pharmacology, 2020, 11, 594139. 1.6 8



59

Citation Report

# Article IF Citations

1030 A pan-cancer analysis of the prognostic and immunological role of Î²-actin (ACTB) in human cancers.
Bioengineered, 2021, 12, 6166-6185. 1.4 35

1031
A systemic approach to explore the mechanisms of drug resistance and altered signaling cascades in
extensively drug-resistant tuberculosis. Advances in Protein Chemistry and Structural Biology, 2021,
127, 343-364.

1.0 30

1032 Single-Cell RNA Sequencing Technologies. , 2021, , 555-584. 0

1033
Determination of the two-component systems regulatory network reveals core and accessory
regulations across <i>Pseudomonas aeruginosa</i> lineages. Nucleic Acids Research, 2021, 49,
11476-11490.

6.5 28

1034
Housekeeping genes involved in non-malignant breast phenotypes are widely expressed in multiple
cancers and provide novel biomarkers of tumor classification. Brazilian Journal of Medical and
Biological Research, 2021, 54, e10388.

0.7 0

1035 Computer-Aided Drug Design. , 2021, , 137-210. 11

1036
Enrichment of Vomiting Gene Function and Drug Therapy of Glioblastoma Multiforme after
Radiotherapy and Chemotherapy Based on Computer Text Mining. Advances in Clinical Medicine, 2021,
11, 78-86.

0.0 0

1039 Systems Pharmacology-Based Identification of Mechanisms of Action of Bolbostemma paniculatum for
the Treatment of Hepatocellular Carcinoma. Medical Science Monitor, 2021, 27, e927624. 0.5 1

1041
An Integrative Pharmacology-Based Pattern to Uncover the Pharmacological Mechanism of
Ginsenoside H Dripping Pills in the Treatment of Depression. Frontiers in Pharmacology, 2020, 11,
590457.

1.6 8

1042 Aspergillus fumigatus Strain-Specific Conidia Lung Persistence Causes an Allergic Broncho-Pulmonary
Aspergillosis-Like Disease Phenotype. MSphere, 2021, 6, . 1.3 9

1043 Global Transcriptional Response of Methylorubrum extorquens to Formaldehyde Stress Expands the
Role of EfgA and Is Distinct from Antibiotic Translational Inhibition. Microorganisms, 2021, 9, 347. 1.6 4

1044
New Gene Markers Expressed in Porcine Oviductal Epithelial Cells Cultured Primary In Vitro Are
Involved in Ontological Groups Representing Physiological Processes of Porcine Oocytes.
International Journal of Molecular Sciences, 2021, 22, 2082.

1.8 1

1045 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

1046 FAM83A and FAM83Aâ€‘AS1 both play oncogenic roles in lung adenocarcinoma. Oncology Letters, 2021, 21,
297. 0.8 12

1047 Direct conversion of osteosarcoma to adipocytes by targeting TNIK. JCI Insight, 2021, 6, . 2.3 12

1050 Prenatal maternal distress and immune cell epigenetic profiles at 3â€•months of age. Developmental
Psychobiology, 2021, 63, 973-984. 0.9 8

1051 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

1052 A MyD88/IL1R Axis Regulates PD-1 Expression on Tumor-Associated Macrophages and Sustains Their
Immunosuppressive Function in Melanoma. Cancer Research, 2021, 81, 2358-2372. 0.4 16



60

Citation Report

# Article IF Citations

1053 Genome-scale meta-analysis of breast cancer datasets identifies promising targets for drug
development. Journal of Biological Research, 2021, 28, 5. 2.2 5

1054 miRCOVID-19: Potential Targets of Human miRNAs in SARS-CoV-2 for RNA-Based Drug Discovery.
Non-coding RNA, 2021, 7, 18. 1.3 37

1055
Peripheral Blood Biomarkers CXCL12 and TNFRSF13C Associate with Cerebrospinal Fluid Biomarkers
and Infiltrating Immune Cells in Alzheimer Disease. Journal of Molecular Neuroscience, 2021, 71,
1485-1494.

1.1 9

1056 Comprehensive analysis of molecular pathways and key genes involved in lumbar disc herniation.
Medicine (United States), 2021, 100, e25093. 0.4 1

1057 Cuprizone and EAE mouse frontal cortex proteomics revealed proteins altered in multiple sclerosis.
Scientific Reports, 2021, 11, 7174. 1.6 17

1058

The Exploration of Novel Pharmacophore Characteristics and Multidirectional Elucidation of
Structure-Activity Relationship and Mechanism of Sesquiterpene Pyridine Alkaloids from Tripterygium
Based on Computational Approaches. Evidence-based Complementary and Alternative Medicine, 2021,
2021, 1-14.

0.5 2

1059 Determining the influence of high glucose on exosomal lncRNAs, mRNAs, circRNAs and miRNAs derived
from human renal tubular epithelial cells. Aging, 2021, 13, 8467-8480. 1.4 13

1060 Population genomics of invasive rodents on islands: Genetic consequences of colonization and
prospects for localized synthetic gene drive. Evolutionary Applications, 2021, 14, 1421-1435. 1.5 18

1061 Long noncoding RNA MEG3 expressed in human dental pulp regulates LPS-Induced inflammation and
odontogenic differentiation in pulpitis. Experimental Cell Research, 2021, 400, 112495. 1.2 17

1062 Urinary Exosomes Identify Inflammatory Pathways in Vancomycin Associated Acute Kidney Injury.
International Journal of Molecular Sciences, 2021, 22, 2784. 1.8 17

1063 In Search of Newer Targets for Inflammatory Bowel Disease: A Systems and a Network Medicine
Approach. Network and Systems Medicine, 2021, 4, 74-87. 2.7 0

1065 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

1066 Chronic exercise training activates histone turnover in mouse skeletal muscle fibers. FASEB Journal,
2021, 35, e21453. 0.2 10

1067
Responses of <i>Chlamydomonas reinhardtii</i> during the transition from Pâ€•deficient to Pâ€•sufficient
growth (the Pâ€•overplus response): The roles of the vacuolar transport chaperones and polyphosphate
synthesis. Journal of Phycology, 2021, 57, 988-1003.

1.0 15

1068 Systematically defining selective autophagy receptor-specific cargo using autophagosome content
profiling. Molecular Cell, 2021, 81, 1337-1354.e8. 4.5 73

1069
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

1070 Human adipose-derived stem cells promote seawater-immersed wound healing via proangiogenic
effects. Aging, 2021, 13, 17118-17136. 1.4 3

1071
Glycolysis reprogramming in cancer-associated fibroblasts promotes the growth of oral cancer
through the lncRNA H19/miR-675-5p/PFKFB3 signaling pathway. International Journal of Oral Science,
2021, 13, 12.

3.6 43



61

Citation Report

# Article IF Citations

1072 Human Amniotic Epithelial Cells as a Tool to Investigate the Effects of Cyanidin 3-O-Glucoside on Cell
Differentiation. International Journal of Molecular Sciences, 2021, 22, 3768. 1.8 8

1073 Association between follicular fluid phthalate concentrations and extracellular vesicle microRNAs
expression. Human Reproduction, 2021, 36, 1590-1599. 0.4 15

1074 Soluble ACE2-mediated cell entry of SARS-CoV-2 via interaction with proteins related to the
renin-angiotensin system. Cell, 2021, 184, 2212-2228.e12. 13.5 216

1075 Prognostic value and potential molecular mechanism of the like-Sm gene family in early-stage
pancreatic ductal adenocarcinoma. Translational Cancer Research, 2021, 10, 1744-1760. 0.4 6

1076 Serum Cytokine Profiling Identifies Axl as a New Biomarker Candidate for Active Eosinophilic
Granulomatosis With Polyangiitis. Frontiers in Molecular Biosciences, 2021, 8, 653461. 1.6 6

1077
Identification of Specific Modules and Hub microRNAs Related to Osteosarcoma by Weighted
microRNA Co-Expression Network Analysis. Journal of Biomaterials and Tissue Engineering, 2021, 11,
619-670.

0.0 0

1078 Prognostic biomarkers and therapeutic targets in oral squamous cell carcinoma: a study based on
cross-database analysis. Hereditas, 2021, 158, 15. 0.5 14

1079 Bioinformatics analysis of mRNA and miRNA microarray to identify the key miRNA-mRNA pairs in
cisplatin-resistant ovarian cancer. BMC Cancer, 2021, 21, 452. 1.1 3

1080 Disruption of Cxcr3 chemotactic signaling alters lysosomal function and renders macrophages more
microbicidal. Cell Reports, 2021, 35, 109000. 2.9 3

1081 Analysis of differences in the transcriptomic profiles of eutopic and ectopic endometriums in women
with ovarian endometriosis. PeerJ, 2021, 9, e11045. 0.9 6

1082 Computational Identification of Sex-Biased Biomarker MicroRNAs and Genes Associated with Immune
Infiltration in Breast Cancer. Genes, 2021, 12, 570. 1.0 5

1083 Single-Cell RNA Sequencing in Parkinsonâ€™s Disease. Biomedicines, 2021, 9, 368. 1.4 20

1084 Extra virgin olive oil improved body weight and insulin sensitivity in high fat diet-induced obese
LDLrâˆ’/âˆ’.Leiden mice without attenuation of steatohepatitis. Scientific Reports, 2021, 11, 8250. 1.6 14

1085
Astrocyte-specific expression of interleukin 23 leads to an aggravated phenotype and enhanced
inflammatory response with B cell accumulation in the EAE model. Journal of Neuroinflammation,
2021, 18, 101.

3.1 19

1087 The Type and Source of Reactive Oxygen Species Influences the Outcome of Oxidative Stress in
Cultured Cells. Cells, 2021, 10, 1075. 1.8 11

1088 An EMT-Related Gene Signature for Predicting Response to Adjuvant Chemotherapy in Pancreatic
Ductal Adenocarcinoma. Frontiers in Cell and Developmental Biology, 2021, 9, 665161. 1.8 7

1089 CircRNA profiling identifies circRNF180 as a tumor suppressor in hepatocellular carcinoma.
Epigenomics, 2021, 13, 513-530. 1.0 5

1090 Popularity and performance of bioinformatics software: the case of gene set analysis. BMC
Bioinformatics, 2021, 22, 191. 1.2 26



62

Citation Report

# Article IF Citations

1091 A Comprehensive Urine Proteome Database Generated From Patients With Various Renal Conditions
and Prostate Cancer. Frontiers in Medicine, 2021, 8, 548212. 1.2 18

1092 FINER: enhancing the prediction of tissue-specific functions of isoforms by refining isoform
interaction networks. NAR Genomics and Bioinformatics, 2021, 3, lqab057. 1.5 3

1093 Predicting tissue-specific gene expression from whole blood transcriptome. Science Advances, 2021, 7,
. 4.7 50

1094 The role of circular RNA circ_0008285 in gestational diabetes mellitus by regulating the biological
functions of trophoblasts. Biological Research, 2021, 54, 14. 1.5 22

1095
Biological insights in the pathogenesis of hypermobile Ehlers-Danlos syndrome from proteome
profiling of patients' dermal myofibroblasts. Biochimica Et Biophysica Acta - Molecular Basis of
Disease, 2021, 1867, 166051.

1.8 12

1096 Cannabinoids orchestrate cross-talk between cancer cells and endothelial cells in colorectal cancer.
Cancer Gene Therapy, 2022, 29, 597-611. 2.2 13

1097 Cellâ€“Cell Communication at the Embryo Implantation Site of Mouse Uterus Revealed by Single-Cell
Analysis. International Journal of Molecular Sciences, 2021, 22, 5177. 1.8 9

1098 Significances of viable synergistic autophagy-associated cathepsin B and cathepsin D (CTSB/CTSD) as
potential biomarkers for sudden cardiac death. BMC Cardiovascular Disorders, 2021, 21, 233. 0.7 15

1099 Transcriptomic analysis of the liver in aged laying hens with different intensity of brown eggshell
color. Animal Bioscience, 2021, 34, 811-823. 0.8 5

1100 Identification of seven tumorâ€•educated platelets RNAs for cancer diagnosis. Journal of Clinical
Laboratory Analysis, 2021, 35, e23791. 0.9 10

1101 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

1102 Anacardic Acid Suppresses Adipogenesis Through Inhibition of the Hsp90/Akt Signaling Pathway in
3T3-L1 Preadipocytes. Journal of Medicinal Food, 2021, 24, 487-496. 0.8 0

1104 Development and Validation of a 7-Gene Prognostic Signature to Improve Survival Prediction in
Pancreatic Ductal Adenocarcinoma. Frontiers in Molecular Biosciences, 2021, 8, 676291. 1.6 7

1105
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

1106 IL-17-producing Î³Î´T cells ameliorate intestinal acute graft-versus-host disease by recruitment of
Gr-1+CD11b+ myeloid-derived suppressor cells. Bone Marrow Transplantation, 2021, 56, 2389-2399. 1.3 1

1107 What are the applications of single-cell RNA sequencing in cancer research: a systematic review.
Journal of Experimental and Clinical Cancer Research, 2021, 40, 163. 3.5 33

1108 Weight loss after Roux-En-Y gastric bypass surgery reveals skeletal muscle DNA methylation changes.
Clinical Epigenetics, 2021, 13, 100. 1.8 7

1109 Analysis of selection signatures on the Z chromosome of bidirectional selection broiler lines for the
assessment of abdominal fat content. BMC Genomic Data, 2021, 22, 18. 0.7 3



63

Citation Report

# Article IF Citations

1110 Analyzing Phenotype Microarray Data for Escherichia coli Using an Infinite Relational Model. , 2021, , . 0

1111 NSMF promotes the replication stress-induced DNA damage response for genome maintenance. Nucleic
Acids Research, 2021, 49, 5605-5622. 6.5 6

1113 Functional Genomic and Biochemical Analysis Reveals Pleiotropic Effect of Congo Red on Aspergillus
fumigatus. MBio, 2021, 12, . 1.8 24

1114 Identification of genes associated with sudden cardiac death: a network- and pathway-based approach.
Journal of Thoracic Disease, 2021, 13, 3610-3627. 0.6 0

1116 Bioinformatics analysis of differentially expressed genes and pathways in the development of cervical
cancer. BMC Cancer, 2021, 21, 733. 1.1 11

1117 Exploration of the Function of Ginsenoside RD Attenuates Lipopolysaccharide-Induced Lung Injury: A
Study of Network Pharmacology and Experimental Validation. Shock, 2022, 57, 212-220. 1.0 6

1118 An Immune-Related Signature Predicted Survival in Patients With Kidney Papillary Cell Carcinoma.
Frontiers in Oncology, 2021, 11, 670047. 1.3 5

1119 Tumor Purity Coexpressed Genes Related to Immune Microenvironment and Clinical Outcomes of Lung
Adenocarcinoma. Journal of Oncology, 2021, 2021, 1-13. 0.6 9

1120 Balloon cells promote immune system activation in focal cortical dysplasia type 2b. Neuropathology
and Applied Neurobiology, 2021, 47, 826-839. 1.8 14

1122 Resveratrol enhanced mitochondrial recovery from cryopreservationâ€•induced damages in oocytes and
embryos. Reproductive Medicine and Biology, 2021, 20, 419-426. 1.0 10

1123 Transcriptome wide analysis of long nonâ€•coding RNAâ€•associated ceRNA regulatory circuits in psoriasis.
Journal of Cellular and Molecular Medicine, 2021, 25, 6925-6935. 1.6 17

1124
Characterization of terminal-ileal and colonic Crohnâ€™s disease in treatment-naÃ¯ve paediatric patients
based on transcriptomic profile using logistic regression. Journal of Translational Medicine, 2021, 19,
250.

1.8 4

1125 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

1126 Identification and Comparative Analysis of Long Non-coding RNAs in High- and Low-Fecundity Goat
Ovaries During Estrus. Frontiers in Genetics, 2021, 12, 648158. 1.1 4

1127 Ras subfamily <scp>GTPases</scp> regulate development, aflatoxin biosynthesis and pathogenicity in
the fungus <i>Aspergillus flavus</i>. Environmental Microbiology, 2021, 23, 5334-5348. 1.8 8

1128 Identification of genes associated with Kikuchi-Fujimoto disease using RNA and exome sequencing.
Molecular and Cellular Probes, 2021, 57, 101728. 0.9 4

1129 KRT7 Overexpression is Associated with Poor Prognosis and Immune Cell Infiltration in Patients with
Pancreatic Adenocarcinoma. International Journal of General Medicine, 2021, Volume 14, 2677-2694. 0.8 11

1130 Prp19â€•associated splicing factor Cwf15 regulates fungal virulence and development in the rice blast
fungus. Environmental Microbiology, 2021, 23, 5901-5916. 1.8 11



64

Citation Report

# Article IF Citations

1131 Identification of MicroRNAs as Viable Aggressiveness Biomarkers for Prostate Cancer. Biomedicines,
2021, 9, 646. 1.4 11

1132 Bioinformatics Analysis of Expression Profiles and Prognostic Values of the Signal Transducer and
Activator of Transcription Family Genes in Glioma. Frontiers in Genetics, 2021, 12, 625234. 1.1 12

1133 Exploring Differentially Methylated Genes in Vulvar Squamous Cell Carcinoma. Cancers, 2021, 13, 3580. 1.7 4

1134 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

1135 Proteomics analysis reveals the importance of transcriptional regulator slyA in regulation of several
physiological functions in Aeromonas hydrophila. Journal of Proteomics, 2021, 244, 104275. 1.2 4

1136 Analyzing Roles of NUSAP1 From Clinical, Molecular Mechanism and Immune Perspectives in
Hepatocellular Carcinoma. Frontiers in Genetics, 2021, 12, 689159. 1.1 5

1137 Impact of human rhinoviruses on gene expression in pediatric patients with severe acute respiratory
infection. Virus Research, 2021, 300, 198408. 1.1 5

1140 The HIF target MAFF promotes tumor invasion and metastasis through IL11 and STAT3 signaling. Nature
Communications, 2021, 12, 4308. 5.8 45

1141 A Network Pharmacology Approach to Investigate the Mechanism of Erjing Prescription in Type 2
Diabetes. Evidence-based Complementary and Alternative Medicine, 2021, 2021, 1-13. 0.5 5

1142 Analysis of merged whole blood transcriptomic datasets to identify circulating molecular
biomarkers of feed efficiency in growing pigs. BMC Genomics, 2021, 22, 501. 1.2 7

1143 Characterisation of the Mouse Cerebellar Proteome in the GFAP-IL6 Model of Chronic
Neuroinflammation. Cerebellum, 2022, 21, 404-424. 1.4 6

1144 Differential gene expression in liver of colored broiler chicken divergently selected for residual feed
intake. Tropical Animal Health and Production, 2021, 53, 403. 0.5 5

1146 microRNAs and Geneâ€“Environment Interactions in Autism: Effects of Prenatal Maternal Stress and the
SERT Gene on Maternal microRNA Expression. Frontiers in Psychiatry, 2021, 12, 668577. 1.3 7

1147 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

1148 Profile of protein lysine propionylation in Aeromonas hydrophila and its role in enzymatic regulation.
Biochemical and Biophysical Research Communications, 2021, 562, 1-8. 1.0 2

1149 Expression and Clinical Significance of Lactate Dehydrogenase A in Colon Adenocarcinoma. Frontiers
in Oncology, 2021, 11, 700795. 1.3 7

1150 Discovery of Novel Host Molecular Factors Underlying HBV/HCV Infection. Frontiers in Cell and
Developmental Biology, 2021, 9, 690882. 1.8 0

1151 Identification of significant alteration genes, pathways and TFs induced by LPS in ARDS via
bioinformatical analysis. BMC Infectious Diseases, 2021, 21, 852. 1.3 3



65

Citation Report

# Article IF Citations

1152
The Identification of the Metabolism Subtypes of Skin Cutaneous Melanoma Associated With the
Tumor Microenvironment and the Immunotherapy. Frontiers in Cell and Developmental Biology, 2021,
9, 707677.

1.8 9

1153
Identification of Potential Bioactive Ingredients and Mechanisms of the Guanxin Suhe Pill on Angina
Pectoris by Integrating Network Pharmacology and Molecular Docking. Evidence-based
Complementary and Alternative Medicine, 2021, 2021, 1-13.

0.5 2

1154 Bioinformatics analysis of the transcriptional expression of minichromosome maintenance proteins
as potential indicators of survival in patients with cervical cancer. BMC Cancer, 2021, 21, 928. 1.1 14

1155
Multiplexed Biosensing Diagnostic Platforms Detecting Autoantibodies to Tumor-Associated Antigens
from Exosomes Released by CRC Cells and Tissue Samples Showed High Diagnostic Ability for
Colorectal Cancer. Engineering, 2021, 7, 1393-1412.

3.2 20

1156 A Novel miRNAâ€“mRNA Axis Involves in Regulating Transcriptional Disorders in Pancreatic
Adenocarcinoma. Cancer Management and Research, 2021, Volume 13, 5989-6004. 0.9 3

1157 Integrated analysis of transcriptomics to identify hub genes in primary <scp>SjÃ¶gren's</scp>
syndrome. Oral Diseases, 2022, 28, 1831-1845. 1.5 5

1158 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

1160 Identification of <i>GNA12</i>â€‘driven gene signatures and key signaling networks in ovarian cancer.
Oncology Letters, 2021, 22, 719. 0.8 3

1161 Ligustilide inhibited Angiotensin II induced A7r5 cell autophagy via Akt/mTOR signaling pathway.
European Journal of Pharmacology, 2021, 905, 174184. 1.7 3

1162 Protective effects of andrographolide against cerebral ischemiaâ€‘reperfusion injury in mice.
International Journal of Molecular Medicine, 2021, 48, . 1.8 10

1163
Systematically identifying the antiâ€•inflammatory constituents of <i>Cimicifuga dahurica</i> by
UPLCâ€“Q/TOFâ€“MS combined with network pharmacology analysis. Biomedical Chromatography, 2021,
35, e5177.

0.8 4

1165 Examination of CA1 Hippocampal DNA Methylation as a Mechanism for Closing of Estrogenâ€™s Critical
Window. Frontiers in Aging Neuroscience, 2021, 13, 717032. 1.7 4

1166 Loss of N1-methylation of G37 in tRNA induces ribosome stalling and reprograms gene expression.
ELife, 2021, 10, . 2.8 17

1167 GNAi2/gip2-Regulated Transcriptome and Its Therapeutic Significance in Ovarian Cancer. Biomolecules,
2021, 11, 1211. 1.8 8

1168 Transcriptomic Analyses Reveal B-Cell Translocation Gene 2 as a Potential Therapeutic Target in
Ovarian Cancer. Frontiers in Oncology, 2021, 11, 681250. 1.3 3

1169 Genome sequencing data analysis for rare disease gene discovery. Briefings in Bioinformatics, 2022, 23,
. 3.2 6

1170 Integrative Predictive Modeling of Metastasis in Melanoma Cancer Based on MicroRNA, mRNA, and DNA
Methylation Data. Frontiers in Molecular Biosciences, 2021, 8, 637355. 1.6 5

1171 DNA Methylation Level Changes in Transgenic Chinese Cabbage (Brassica rapa ssp. pekinensis) Plants
and Their Effects on Corresponding Gene Expression Patterns. Genes, 2021, 12, 1563. 1.0 4



66

Citation Report

# Article IF Citations

1172 Proprotein convertase subtilisin/kexin Type 9 is required for Ahnak-mediated metastasis of melanoma
into lung epithelial cells. Neoplasia, 2021, 23, 993-1001. 2.3 12

1173 CG7379 and ING1 suppress cancer cell invasion by maintaining cellâ€“cell junction integrity. Open
Biology, 2021, 11, 210077. 1.5 1

1174 Inâ€•silico identification of frequently mutated genes and their coâ€•enriched metabolic pathways
associated with Prostate cancer progression. Andrologia, 2021, 53, e14236. 1.0 1

1175 Suppression of Cell Tumorigenicity by Non-neural Pro-differentiation Factors via Inhibition of Neural
Property in Tumorigenic Cells. Frontiers in Cell and Developmental Biology, 2021, 9, 714383. 1.8 6

1176 Identification of key miRNAs and targeted genes involved in the progression of oral squamous cell
carcinoma. Journal of Dental Sciences, 2022, 17, 666-676. 1.2 2

1177 Global Insights Into Lysine Acylomes Reveal Crosstalk Between Lysine Acetylation and Succinylation in
Streptomyces coelicolor Metabolic Pathways. Molecular and Cellular Proteomics, 2021, 20, 100148. 2.5 12

1178 Chronic liquid fructose supplementation does not cause liver tumorigenesis but elicits clear sex
differences in the metabolic response in Spragueâ€“Dawley rats. Food and Nutrition Research, 2021, 65, . 1.2 1

1179 lncRNA GAS6-AS1 inhibits progression and glucose metabolism reprogramming in LUAD via repressing
E2F1-mediated transcription of GLUT1. Molecular Therapy - Nucleic Acids, 2021, 25, 11-24. 2.3 22

1180 Transcriptome-wide analysis reveals core sets of transcriptional regulators of sensome and
inflammation genes in retinal microglia. Genomics, 2021, 113, 3058-3071. 1.3 7

1181 Interactome screening of<i>C9orf72</i>dipeptide repeats reveals VCP sequestration and functional
impairment by polyGA. Brain, 2022, 145, 684-699. 3.7 15

1182 Associations of Serum Tumor Biomarkers with Integrated Genomic and Clinical Characteristics of
Hepatocellular Carcinoma. Liver Cancer, 2021, 10, 593-605. 4.2 14

1183
Effects of Naodesheng tablets on amyloid beta-induced dysfunction: A traditional Chinese herbal
formula with novel therapeutic potential in Alzheimer's disease revealed by systems pharmacology.
Biomedicine and Pharmacotherapy, 2021, 141, 111916.

2.5 5

1186 Use of a short-term nutritional supplementation for transcriptional profiling of liver tissues in
sheep. Small Ruminant Research, 2021, 203, 106464. 0.6 1

1187 Cancer cell immune mimicry delineates onco-immunologic modulation. IScience, 2021, 24, 103133. 1.9 9

1188 Database for annotation, visualisation and integrated discovery. , 2022, , 177-185. 0

1189 Preventive effect of a Kampo medicine, kososan, on recurrent depression in a mouse model of repeated
social defeat stress. Gene, 2022, 806, 145920. 1.0 3

1190 Deciphering the animal genomics using bioinformatics approaches. , 2021, , 281-297. 1

1191 Bioinformatics analysis identified MMP14 and COL12A1 as immune-related biomarkers associated with
pancreatic adenocarcinoma prognosis. Mathematical Biosciences and Engineering, 2021, 18, 5921-5942. 1.0 12



67

Citation Report

# Article IF Citations

1192 The histone methyltransferase inhibitor A-366 enhances hemoglobin expression in erythroleukemia
cells upon coâ€•exposure with chemical inducers in culture. Journal of Biological Research, 2021, 28, 2. 2.2 2

1193 Differential gene expression in duodenum of colored broiler chicken divergently selected for
residual feed intake. Tropical Animal Health and Production, 2021, 53, 59. 0.5 1

1194 Myeloid-derived suppressor cell (MDSC) key genes analysis in rat anti-CD28-induced immune tolerance
kidney transplantation. Translational Andrology and Urology, 2021, 10, 204-214. 0.6 2

1195 Comprehensive Analysis of Cardiac Xeno-Graft Unveils Rejection Mechanisms. International Journal of
Molecular Sciences, 2021, 22, 751. 1.8 7

1196 Human Adipose-Derived Stem Cells (hADSCs) Proceed Through the Neural Stem Cell Stage Before
Committing Their Neuron or Motor Neuron Cell Fate. SSRN Electronic Journal, 0, , . 0.4 0

1197 Pathway Analysis for Targeted and Untargeted Metabolomics. Methods in Molecular Biology, 2020,
2104, 387-400. 0.4 35

1198 Web Resources for Gene List Analysis in Biomedicine. Annals of Information Systems, 2010, , 117-141. 0.5 5

1199 Functional Molecular Units for Guiding Biomarker Panel Design. Methods in Molecular Biology, 2014,
1159, 109-133. 0.4 15

1200 A Review of Toxicogenomic Approaches in Developmental Toxicology. Methods in Molecular Biology,
2012, 889, 347-371. 0.4 18

1201 Identifying Myc Interactors. Methods in Molecular Biology, 2013, 1012, 51-64. 0.4 2

1202 BioTest - Remote Platform for Hypothesis Testing and Analysis of Biomedical Data. Advances in
Intelligent Systems and Computing, 2020, , 152-165. 0.5 1

1203 Community-Based Semantic Subgroup Discovery. Lecture Notes in Computer Science, 2018, , 182-196. 1.0 7

1204 Genomic Annotation Prediction Based on Integrated Information. Lecture Notes in Computer Science,
2012, , 238-252. 1.0 7

1205 Concentration-dependent toxicogenomic changes of silver nanoparticles in hepatocyte-like cells
derived from human induced pluripotent stem cells. Cell Biology and Toxicology, 2021, 37, 245-259. 2.4 7

1206
Traditional Chinese medicine network pharmacology study on exploring the mechanism of Xuebijing
Injection in the treatment of coronavirus disease 2019. Chinese Journal of Natural Medicines, 2020, 18,
941-951.

0.7 25

1208 BioPAX-Parser: parsing and enrichment analysis of BioPAX pathways. Bioinformatics, 2020, 36, 4377-4378. 1.8 19

1220 HDAC9 complex inhibition improves smooth muscleâ€“dependent stenotic vascular disease. JCI Insight,
2019, 4, . 2.3 23

1221 LILRB3 (ILT5) is a myeloid cell checkpoint that elicits profound immunomodulation. JCI Insight, 2020, 5, . 2.3 26



68

Citation Report

# Article IF Citations

1222 OX40+ plasmacytoid dendritic cells in the tumor microenvironment promote antitumor immunity.
Journal of Clinical Investigation, 2020, 130, 3528-3542. 3.9 54

1223 Long noncoding RNA EWSAT1-mediated gene repression facilitates Ewing sarcoma oncogenesis.
Journal of Clinical Investigation, 2014, 124, 5275-5290. 3.9 81

1224
Screening of Critical Genes and MicroRNAs in Blood Samples of Patients with Ruptured Intracranial
Aneurysms by Bioinformatic Analysis of Gene Expression Data. Medical Science Monitor, 2017, 23,
4518-4525.

0.5 15

1225 Finding New Order in Biological Functions from the Network Structure of Gene Annotations. PLoS
Computational Biology, 2015, 11, e1004565. 1.5 11

1226 Comprehensive Identification of Long Non-coding RNAs in Purified Cell Types from the Brain Reveals
Functional LncRNA in OPC Fate Determination. PLoS Genetics, 2015, 11, e1005669. 1.5 82

1227 Genetic Architecture of Atherosclerosis in Mice: A Systems Genetics Analysis of Common Inbred
Strains. PLoS Genetics, 2015, 11, e1005711. 1.5 124

1228 Identification of a Common Gene Expression Response in Different Lung Inflammatory Diseases in
Rodents and Macaques. PLoS ONE, 2008, 3, e2596. 1.1 42

1229 Transcriptional Analysis of Fracture Healing and the Induction of Embryonic Stem Cellâ€“Related Genes.
PLoS ONE, 2009, 4, e5393. 1.1 96

1230 Gene Expression in Peripheral Blood Leukocytes in Monozygotic Twins Discordant for Chronic
Fatigue: No Evidence of a Biomarker. PLoS ONE, 2009, 4, e5805. 1.1 23

1232 Gene Expression Profiles in Stage I Uterine Serous Carcinoma in Comparison to Grade 3 and Grade 1
Stage I Endometrioid Adenocarcinoma. PLoS ONE, 2011, 6, e18066. 1.1 28

1233 Activated TLR Signaling in Atherosclerosis among Women with Lower Framingham Risk Score: The
Multi-Ethnic Study of Atherosclerosis. PLoS ONE, 2011, 6, e21067. 1.1 20

1234 Systemic Signature of the Lung Response to Respiratory Syncytial Virus Infection. PLoS ONE, 2011, 6,
e21461. 1.1 19

1235 Temporal Network Based Analysis of Cell Specific Vein Graft Transcriptome Defines Key Pathways and
Hub Genes in Implantation Injury. PLoS ONE, 2012, 7, e39123. 1.1 23

1236 Stratification of Archaea in the Deep Sediments of a Freshwater Meromictic Lake: Vertical Shift from
Methanogenic to Uncultured Archaeal Lineages. PLoS ONE, 2012, 7, e43346. 1.1 73

1237 Differential Gene Expression Profiling and Biological Process Analysis in Proximal Nerve Segments
after Sciatic Nerve Transection. PLoS ONE, 2013, 8, e57000. 1.1 67

1238 Genome-Wide DNA Methylation Analysis Reveals a Potential Mechanism for the Pathogenesis and
Development of Uterine Leiomyomas. PLoS ONE, 2013, 8, e66632. 1.1 86

1239 Functional and Genomic Analyses of Alpha-Solenoid Proteins. PLoS ONE, 2013, 8, e79894. 1.1 26

1240 Analysis of Molecular Cytogenetic Alteration in Rhabdomyosarcoma by Array Comparative Genomic
Hybridization. PLoS ONE, 2014, 9, e94924. 1.1 20



69

Citation Report

# Article IF Citations

1241
De Novo Characterization of the Spleen Transcriptome of the Large Yellow Croaker (Pseudosciaena) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 747 Td (crocea) and Analysis of the Immune Relevant Genes and Pathways Involved in the Antiviral Response.

PLoS ONE, 2014, 9, e97471.
1.1 89

1242 Systems-Based Analyses of Brain Regions Functionally Impacted in Parkinson's Disease Reveals
Underlying Causal Mechanisms. PLoS ONE, 2014, 9, e102909. 1.1 74

1243 Ruminal Transcriptomic Analysis of Grass-Fed and Grain-Fed Angus Beef Cattle. PLoS ONE, 2015, 10,
e0116437. 1.1 20

1244 Seasonal Effects on Gene Expression. PLoS ONE, 2015, 10, e0126995. 1.1 48

1245 Systematic Analysis of the Molecular Mechanism Underlying Decidualization Using a Text Mining
Approach. PLoS ONE, 2015, 10, e0134585. 1.1 15

1246 Largescale Transcriptomics Analysis Suggests Over-Expression of BGH3, MMP9 and PDIA3 in Oral
Squamous Cell Carcinoma. PLoS ONE, 2016, 11, e0146530. 1.1 32

1247 Proteomic Signatures of Thymomas. PLoS ONE, 2016, 11, e0166494. 1.1 9

1248 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

1249 Depot Dependent Effects of Dexamethasone on Gene Expression in Human Omental and Abdominal
Subcutaneous Adipose Tissues from Obese Women. PLoS ONE, 2016, 11, e0167337. 1.1 17

1250 Ancient genes establish stress-induced mutation as a hallmark of cancer. PLoS ONE, 2017, 12, e0176258. 1.1 33

1251 Properties of genes essential for mouse development. PLoS ONE, 2017, 12, e0178273. 1.1 17

1252 iTRAQ protein profile analysis of developmental dynamics in soybean [Glycine max (L.) Merr.] leaves.
PLoS ONE, 2017, 12, e0181910. 1.1 8

1253 Bioinformatics analysis of microarray data to explore the key genes involved in HSF4
mutation-induced cataract. International Journal of Ophthalmology, 2018, 11, 910-917. 0.5 7

1254 Altered lipid metabolism in the aging kidney identified by three layered omic analysis. Aging, 2016, 8,
441-454. 1.4 46

1255 The correlation of copy number variations with longevity in a genome-wide association study of Han
Chinese. Aging, 2018, 10, 1206-1222. 1.4 25

1256 Co-expression network analysis identified hub genes critical to triglyceride and free fatty acid
metabolism as key regulators of age-related vascular dysfunction in mice. Aging, 2019, 11, 7620-7638. 1.4 56

1257
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

1258 Identification and validation of hub microRNAs dysregulated in esophageal squamous cell carcinoma.
Aging, 2020, 12, 9807-9824. 1.4 17



70

Citation Report

# Article IF Citations

1259 Cross-talk between the ER pathway and the lncRNA MAFG-AS1/miR-339-5p/ CDK2 axis promotes
progression of ER+ breast cancer and confers tamoxifen resistance. Aging, 2020, 12, 20658-20683. 1.4 26

1260 The DAXX co-repressor is directly recruited to active regulatory elements genome-wide to regulate
autophagy programs in a model of human prostate cancer. Oncoscience, 2015, 2, 362-372. 0.9 16

1261 Transcriptome sequencing of neurologic diseases associated genes in HHV-6A infected human
astrocyte. Oncotarget, 2016, 7, 48070-48080. 0.8 7

1262 Secretome proteomics reveals candidate non-invasive biomarkers of <i>BRCA1</i> deficiency in breast
cancer. Oncotarget, 2016, 7, 63537-63548. 0.8 14

1263 Integrated analyses for genetic markers of polycystic ovary syndrome with 9 case-control studies of
gene expression profiles. Oncotarget, 2017, 8, 3170-3180. 0.8 9

1264 Altered erythropoiesis and decreased number of erythrocytes in children with neuroblastoma.
Oncotarget, 2017, 8, 53194-53209. 0.8 13

1265
Transcriptomic profile induced in bone marrow mesenchymal stromal cells after interaction with
multiple myeloma cells: implications in myeloma progression and myeloma bone disease. Oncotarget,
2014, 5, 8284-8305.

0.8 43

1266
A primary tumor gene expression signature identifies a crucial role played by tumor stroma
myofibroblasts in lymph node involvement in oral squamous cell carcinoma. Oncotarget, 2017, 8,
104913-104927.

0.8 12

1267 miRNA expression profile of bone marrow resident cells from children with neuroblastoma is not
significantly different from that of healthy children. Oncotarget, 2018, 9, 19014-19025. 0.8 2

1268 RNA sequencing analyses reveal differentially expressed genes and pathways as Notch2 targets in
B-cell lymphoma. Oncotarget, 2020, 11, 4527-4540. 0.8 3

1269 Genes with stable DNA methylation levels show higher evolutionary conservation than genes with
fluctuant DNA methylation levels. Oncotarget, 2015, 6, 40235-40246. 0.8 2

1270 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

1271 dbCPG: A web resource for cancer predisposition genes. Oncotarget, 2016, 7, 37803-37811. 0.8 15

1272
The application of weighted gene co-expression network analysis in identifying key modules and hub
genes associated with disease status in Alzheimerâ€™s disease. Annals of Translational Medicine, 2019, 7,
800-800.

0.7 30

1273
Recognition of Lung Adenocarcinoma-specific Gene Pairs Based on Genetic Algorithm and
Establishment of a Deep Learning Prediction Model. Combinatorial Chemistry and High Throughput
Screening, 2019, 22, 256-265.

0.6 2

1274 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

1275 The Regulation of Target Genes by Co-occupancy of Transcription Factors, c-Myc and Mxi1 with Max in
the Mouse Cell Line. Current Bioinformatics, 2020, 15, 581-588. 0.7 9

1276 Expression Profiling of a Human Thyroid Cell Line Stably Expressing the BRAFV600E Mutation. Cancer
Genomics and Proteomics, 2017, 14, 53-68. 1.0 13



71

Citation Report

# Article IF Citations

1277
Genes involved in angiogenesis and circulatory system development are differentially expressed in
porcine epithelial oviductal cells during long-term primary in vitro culture â€“ a transcriptomic study.
Medical Journal of Cell Biology (discontinued), 2018, 6, 163-173.

0.2 13

1278
Ontology groups representing angiogenesis and blood vessels development are highly up-regulated
during porcine oviductal epithelial cells long-term real-time proliferation â€“ a primary cell culture
approach. Medical Journal of Cell Biology (discontinued), 2018, 6, 186-194.

0.2 15

1279
Epithelium morphogenesis and oviduct development are regulated by significant increase of
expression of genes after long-term in vitro primary culture â€“ a microarray assays. Medical Journal of
Cell Biology (discontinued), 2018, 6, 195-204.

0.2 13

1280
â€œCell cycle processâ€•, â€œcell divisionâ€• and â€œcell proliferationâ€• belong to ontology groups highly
regulated during longâ€“term culture of porcine oviductal epithelial cells. Medical Journal of Cell
Biology (discontinued), 2019, 7, 15-24.

0.2 6

1281 Genes regulating biochemical pathways of oxygen metabolism in porcine oviductal epithelial cells
during long-term IVC. Medical Journal of Cell Biology (discontinued), 2019, 7, 39-47. 0.2 1

1282
â€˜Cell cycleâ€™ and â€˜cell deathâ€™- related genes are differentially expressed during long â€“ term in vitro
real-time cultivation of porcine oviductal epithelial cells. Medical Journal of Cell Biology
(discontinued), 2019, 7, 90-99.

0.2 4

1283 Biochemical properties of cofactor and coenzyme metabolism in porcine oviductal epithelial cells â€“ a
microarray study. Medical Journal of Cell Biology (discontinued), 2019, 7, 125-133. 0.2 2

1284
Nucleotide, ribonucleotide and ribonucleoside binding belongs to differentially expressed genes in
porcine epithelial oviductal cells during longterm primary cultivation. Medical Journal of Cell
Biology (discontinued), 2019, 7, 161-169.

0.2 1

1285 Investigating Cell Signaling with Gene Expression Datasets. CourseSource, 2019, 6, . 0.0 3

1286 Genome-wide studies of time of day in the brain: Design and analysis. Brain Science Advances, 2020, 6,
92-105. 0.3 10

1287 Analysis of the Placental Tissue Transcriptome of Normal and Preeclampsia Complicated Pregnancies.
Acta Naturae, 2014, 6, 71-83. 1.7 39

1288 Protective effect of bicyclol against bile duct ligation-induced hepatic fibrosis in rats. World Journal
of Gastroenterology, 2015, 21, 7155-7164. 1.4 24

1289 A fiveâ€‘long nonâ€‘coding RNA signature with the ability to predict overall survival of patients with lung
adenocarcinoma. Experimental and Therapeutic Medicine, 2019, 18, 4852-4864. 0.8 11

1290 A novel CpGâ€‘based signature for survival prediction of lung adenocarcinoma patients. Experimental
and Therapeutic Medicine, 2020, 19, 280-286. 0.8 3

1291 Transcriptome sequencing reveals dynamic changes in matrix metalloproteinases in facet joint
osteoarthritis. Experimental and Therapeutic Medicine, 2020, 19, 2475-2482. 0.8 3

1292 Novel markers of human ovarian granulosa cell differentiation toward osteoblast lineage: A
microarray approach. Molecular Medicine Reports, 2019, 20, 4403-4414. 1.1 8

1293 Overexpression of GSDMC is a prognostic factor for predicting a poor outcome in lung
adenocarcinoma. Molecular Medicine Reports, 2020, 21, 360-370. 1.1 61

1294 Screening and identification of key biomarkers in lung squamous cell carcinoma by bioinformatics
analysis. Oncology Letters, 2019, 18, 5185-5196. 0.8 10



72

Citation Report

# Article IF Citations

1295 Identification of hub genes and key pathways associated with the progression of gynecological
cancer. Oncology Letters, 2019, 18, 6516-6524. 0.8 25

1296 Identification of crucial genes and pathways associated with colorectal cancer by bioinformatics
analysis. Oncology Letters, 2020, 19, 1881-1889. 0.8 13

1297 Bioinformatics analysis of prognosis-related long non-coding RNAs in invasive breast carcinoma.
Oncology Letters, 2020, 20, 113-122. 0.8 3

1298 Prognostic prediction of a 12â€‘methylation geneâ€‘based risk score system on pancreatic adenocarcinoma.
Oncology Letters, 2020, 20, 85-98. 0.8 4

1299 Transcriptome of Teak (Tectona grandis, L.f) in Vegetative to Generative Stages Development. Journal
of Plant Sciences, 2014, 10, 1-14. 0.2 11

1300 Pleiotropic Roles of VEGF in the Microenvironment of the Developing Thymus. Journal of Immunology,
2020, 205, 2423-2436. 0.4 2

1301 Differential gene expression in proximal and distal nerve segments of rats with sciatic nerve injury
during Wallerian degeneration. Neural Regeneration Research, 2014, 9, 1186. 1.6 30

1302 Integrated Bioinformatics for Radiation-Induced Pathway Analysis from Proteomics and Microarray
Data. Journal of Proteomics and Bioinformatics, 2008, 01, 047-060. 0.4 20

1303 Genome-Wide Association Studies Associated with Backfat Thickness in Landrace and Yorkshire Pigs.
Genomics and Informatics, 2018, 16, 59-64. 0.4 21

1304 DAVID gene ID conversion tool. Bioinformation, 2008, 2, 428-430. 0.2 156

1305 NKX2-5 mutations causative for congenital heart disease retain functionality and are directed to
hundreds of targets. ELife, 2015, 4, . 2.8 54

1306 The interactome of the copper transporter ATP7A belongs to a network of neurodevelopmental and
neurodegeneration factors. ELife, 2017, 6, . 2.8 61

1307 Specification of diverse cell types during early neurogenesis of the mouse cerebellum. ELife, 2019, 8, . 2.8 65

1308 Piezo1/2 mediate mechanotransduction essential for bone formation through concerted activation of
NFAT-YAP1-ÃŸ-catenin. ELife, 2020, 9, . 2.8 161

1309 Loss of CITED1, an MITF regulator, drives a phenotype switch<i>in vitro</i>and can predict clinical
outcome in primary melanoma tumours. PeerJ, 2015, 3, e788. 0.9 20

1310 Bioinspired NO release coating enhances endothelial cells and inhibits smooth muscle cells. Journal
of Materials Chemistry B, 2022, 10, 2454-2462. 2.9 9

1311 Analysis of Methylationâ€•driven Genes in Pancreatic Ductal Adenocarcinoma for Predicting Prognosis.
Journal of Cancer, 2021, 12, 6507-6518. 1.2 5

1313 Yeast metabolic innovations emerged via expanded metabolic network and gene positive selection.
Molecular Systems Biology, 2021, 17, e10427. 3.2 17



73

Citation Report

# Article IF Citations

1314 Integrated Small RNA Sequencing, Transcriptome and GWAS Data Reveal microRNA Regulation in
Response to Milk Protein Traits in Chinese Holstein Cattle. Frontiers in Genetics, 2021, 12, 726706. 1.1 6

1315 Screening and predicted value of potential biomarkers for breast cancer using bioinformatics
analysis. Scientific Reports, 2021, 11, 20799. 1.6 29

1316 Coordinated regulation of the ribosome and proteasome by PRMT1 in the maintenance of neural
stemness in cancer cells and neural stem cells. Journal of Biological Chemistry, 2021, 297, 101275. 1.6 7

1317 Bioinformatic analysis reveals in common genes between colorectal cancer and recurrent colorectal
malignancy. Gene Reports, 2021, 25, 101375. 0.4 0

1318 Identifying Conserved and Divergent Transcriptional. Journal of Proteomics and Bioinformatics, 2009,
02, 117-125. 0.4 3

1319
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

1320 Analysis of Labeled Quantitative Mass Spectrometry Proteomics Data. , 2012, , 79-91. 0

1322 Effective chemical constituentâ€™s confirmation of extracting solution from herbs and their gene
targets. Genetika, 2014, 46, 75-94. 0.1 0

1323 Visualization and Clustering of High-Dimensional Transcriptome Data Using GATE. Methods in
Molecular Biology, 2014, 1150, 131-139. 0.4 0

1325 Gene Variability between Perineural-Positive and Perineural-Negative Squamous Cell Skin Cancers.
International Journal of Genomic Medicine, 2015, 03, . 0.0 3

1326 Pre Harvest Foliar Application of Methyl Jasmonate on Fruit Quality and Quality Enzymes and Phenolic
Compounds Changes During Storage of Grapefruit. Pakistan Journal of Chemistry, 2015, 5, 123-134. 0.1 0

1329 Systems Biology: Salivary Gland Development, Disease, and Regenerative Medicine. , 2017, , 23-44. 0

1330 The Application of Genetic Tests in an Assisted Reproduction Unit: mRNA Microarrays. , 2017, , 71-94. 0

1334 Optimizing prognosis-related key miRNA-target interactions responsible for cancer metastasis.
Oncotarget, 2017, 8, 109522-109535. 0.8 1

1336 SILAC Analysis Reveals a Role for the Senescence-Associated Secretory Phenotype in Hemostasis. SSRN
Electronic Journal, 0, , . 0.4 0

1337 Protein-Protein-Interaction Network and Pathway Analysis Related to Alzheimerâ€™s Disease. Hans
Journal of Biomedicine, 2018, 08, 16-26. 0.0 0

1339 De Novo Transcriptome Profiling of Buasbuas (Premna pubescens. Blume). Biotechnology, 2018, 17,
75-85. 0.5 0

1344 Identification of Candidate Biomarkers and Pathways Associated with Liver Cancer by Bioinformatics
Analysis. Lecture Notes in Computer Science, 2019, , 547-557. 1.0 0



74

Citation Report

# Article IF Citations

1345 Transcriptional regulators and regulatory pathways involved in prostate gland adaptation to a
hypoandrogen environment. Genetics and Molecular Biology, 2019, 42, e20180362. 0.6 0

1346 Applications of Supercomputers in Sequence Analysis and Genome Annotation. , 2019, , 625-652. 0

1348 Identification of specific modules and significant genes associated with colon cancer by weighted
gene coâ€‘expression network analysis. Molecular Medicine Reports, 2019, 20, 693-700. 1.1 20

1349 Overexpression and mutation of ZNF384 is associated with favorable prognosis in breast cancer
patients. Translational Cancer Research, 2019, 8, 779-787. 0.4 3

1352 Identification of Gene Changes Induced by Dexamethasone in the Anterior Segment of the Human Eye
Using Bioinformatics Analysis. Medical Science Monitor, 2019, 25, 5501-5509. 0.5 7

1356
Coenzyme and cofactor metabolism belongs to biochemical processes significantly regulated in
human granulosa cells collected after IVF during long-term primary in vitro culture. Medical Journal
of Cell Biology (discontinued), 2019, 7, 152-160.

0.2 1

1359 Aortocoronary conduits may show a different inflammatory response - comparative study at
transcript level. Medical Journal of Cell Biology (discontinued), 2020, 8, 24-34. 0.2 1

1360 Underlying Mechanism of Insulin Resistance: A Bioinformatics Analysis Based on Validated
Related-Genes from Public Disease Databases. Medical Science Monitor, 2020, 26, e924334. 0.5 3

1364 Potential dual functional roles of the Yâ€•linked RBMY in hepatocarcinogenesis. Cancer Science, 2020,
111, 2987-2999. 1.7 9

1366 Identification of Key Genes and Pathways Associated with Chronic Obstructive Pulmonary Disease
Based on Bioinformatics Analysis. , 2020, , . 0

1369 Proteomic analysis of zearalenone toxicity on mouse thymic epithelial cells. Journal of Applied
Toxicology, 2022, 42, 660-670. 1.4 8

1370 Integrating Multiple Omics Data to Search for Driver Genes for Gastric Cancer. Computer Science and
Application, 2020, 10, 1820-1833. 0.0 0

1371 Network-based gene prediction for TCM symptoms. , 2020, , . 2

1373 Automated Isoform Diversity Detector (AIDD): a pipeline for investigating transcriptome diversity of
RNA-seq data. BMC Bioinformatics, 2020, 21, 578. 1.2 3

1374 Transcriptomic and Morphological Analysis of Cells Derived from Porcine Buccal Mucosaâ€”Studies
on an In Vitro Model. Animals, 2021, 11, 15. 1.0 0

1376 Ä°nsan Protein EtkileÅŸim AÄŸÄ± Kullanarak Tiroid Karsinomu Ä°le Ä°lgili MolekÃ¼ler Hedef ve BiyoiÅŸaretÃ§i AdaylarÄ±n
Belirlenmesi. International Journal of Advances in Engineering and Pure Sciences, 0, , . 0.2 0

1378
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

1379 Reconstitution of Prospermatogonial Specification <i>In vitro</i> from Human Induced Pluripotent
Stem Cells. SSRN Electronic Journal, 0, , . 0.4 0



75

Citation Report

# Article IF Citations

1380 RNA-Seq Reveals Differentially Expressed Genes and Pathways Affecting Intramuscular Fat Metabolism
in Huangshan Black Chicken Population. Journal of Agricultural Science, 2020, 12, 117. 0.1 1

1381
In search of markers useful for evaluation of graft patency - molecular analysis of â€˜muscle system
processâ€™ for internal thoracic artery and saphenous vein conduits. Medical Journal of Cell Biology
(discontinued), 2020, 8, 12-23.

0.2 1

1383 Bioinformatic analysis of key pathways and genes shared between endometriosis and ovarian cancer.
Archives of Gynecology and Obstetrics, 2022, 305, 1329-1342. 0.8 5

1385 Screening and Interaction Analysis of Key Genes in miR-542-3p Over- Expressed Osteosarcoma Cells by
Bioinformatics. Combinatorial Chemistry and High Throughput Screening, 2020, 23, 411-418. 0.6 0

1386 Applications of Supercomputers in Sequence Analysis and Genome Annotation. Advances in Systems
Analysis, Software Engineering, and High Performance Computing Book Series, 0, , 149-175. 0.5 2

1391 Analysis of the placental tissue transcriptome of normal and preeclampsia complicated pregnancies.
Acta Naturae, 2014, 6, 71-83. 1.7 13

1392 Profiling of the dynamically alteredgene expression in peripheral nerve injury using NGS RNA
sequencing technique. American Journal of Translational Research (discontinued), 2016, 8, 871-84. 0.0 3

1393 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

1394 Upregulation of FAM83D promotes malignant phenotypes of lung adenocarcinoma by regulating cell
cycle. American Journal of Cancer Research, 2016, 6, 2587-2598. 1.4 11

1395 Integrated mRNA and lncRNA expression profiling for exploring metastatic biomarkers of human
intrahepatic cholangiocarcinoma. American Journal of Cancer Research, 2017, 7, 688-699. 1.4 18

1396 HOXC13 promotes proliferation of lung adenocarcinoma via modulation of CCND1 and CCNE1.
American Journal of Cancer Research, 2017, 7, 1820-1834. 1.4 21

1397 Bioinformatic Analysis Identifies Three Potentially Key Differentially Expressed Genes in Peripheral
Blood Mononuclear Cells of Patients with Takayasu's Arteritis. Cell Journal, 2018, 19, 647-653. 0.2 5

1398 Network analysis of pseudogene-gene relationships: from pseudogene evolution to their functional
potentials. Pacific Symposium on Biocomputing Pacific Symposium on Biocomputing, 2018, 23, 536-547. 0.7 7

1399 Gene Variability Between Perineural-positive and Perineural-negative Squamous Cell Skin Cancers.
Anticancer Research, 2016, 36, 4007-11. 0.5 3

1400 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

1401 A pilot study comparing the genetic molecular biology of gestational and non-gestational
choriocarcinoma. American Journal of Translational Research (discontinued), 2019, 11, 7049-7062. 0.0 5

1402 Role of RP11-83J16.1, a novel long non-coding RNA, in rheumatoid arthritis. American Journal of
Translational Research (discontinued), 2020, 12, 1397-1414. 0.0 7

1403
Long non-coding RNA MVIH promotes cell proliferation, migration, invasion through regulating
multiple cancer-related pathways, and correlates with worse prognosis in pancreatic ductal
adenocarcinomas. American Journal of Translational Research (discontinued), 2020, 12, 2118-2135.

0.0 4



76

Citation Report

# Article IF Citations

1404 Screening of autophagy genes as prognostic indicators for glioma patients. American Journal of
Translational Research (discontinued), 2020, 12, 5320-5331. 0.0 4

1405 Investigation of circRNA-miRNA-mRNA network in colorectal cancer using an integrative
bioinformatics approach. Gastroenterology and Hepatology From Bed To Bench, 2021, 14, 141-153. 0.6 5

1407
Matrix Metalloproteinases Inhibition by Doxycycline Rescues Extracellular Matrix Organization and
Partly Reverts Myofibroblast Differentiation in Hypermobile Ehlers-Danlos Syndrome Dermal
Fibroblasts: A Potential Therapeutic Target?. Cells, 2021, 10, 3236.

1.8 5

1408 Identifying the Effect of Ursolic Acid Against Triple-Negative Breast Cancer: Coupling Network
Pharmacology With Experiments Verification. Frontiers in Pharmacology, 2021, 12, 685773. 1.6 4

1409 Potential Regulatory Role of lncRNA-miRNA-mRNA in Coronary Artery Disease (CAD). International
Heart Journal, 2021, 62, 1369-1378. 0.5 3

1410 Genome-wide DNA methylation analysis of pulmonary function in middle and old-aged Chinese
monozygotic twins. Respiratory Research, 2021, 22, 300. 1.4 7

1411 Dietary essential amino acids restore liver metabolism in ovariectomized mice via hepatic estrogen
receptor Î±. Nature Communications, 2021, 12, 6883. 5.8 18

1412 Loss of MBD2 attenuates MLL-AF9-driven leukemogenesis by suppressing the leukemic cell cycle via
CDKN1C. Oncogenesis, 2021, 10, 79. 2.1 4

1413 Diversity and molecular network patterns of symptom phenotypes. Npj Systems Biology and
Applications, 2021, 7, 41. 1.4 3

1414 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

1415
Identification of molecular signatures and pathways to identify novel therapeutic targets in mild
cognitive impairment: Insights from a systems biomedicine perspective. Biomedical and Biotechnology
Research Journal, 2021, 5, 451.

0.3 0

1416 In Mice and Humans, Brain Vascular Barrier Homeostasis and Contractility Are Acquired Postnatally.
SSRN Electronic Journal, 0, , . 0.4 0

1417 POPTric: Pathway-based Order Preserving Triclustering for gene sample time data analysis. Expert
Systems With Applications, 2022, 192, 116336. 4.4 4

1418 Comparing transcriptomic profiles from seven cell lines to elucidate liver metastatic potential.
Advances in Cancer Biology Metastasis, 2022, 4, 100018. 1.1 0

1419
Long non-coding RNA RP11-342L8.2, derived from RNA sequencing and validated via RT-qPCR, is
upregulated and correlates with disease severity in psoriasis patients. Irish Journal of Medical
Science, 2022, 191, 2643-2649.

0.8 4

1420
Study on the Active Constituents and Molecular Mechanism of Zhishi Xiebai Guizhi Decoction in the
Treatment of CHD Based on UPLC-UESI-Q Exactive Focus, Gene Expression Profiling, Network
Pharmacology, and Experimental Validation. ACS Omega, 2022, 7, 3925-3939.

1.6 3

1421 Glial immune-related pathways mediate effects of closed head traumatic brain injury on behavior and
lethality in Drosophila. PLoS Biology, 2022, 20, e3001456. 2.6 15

1422
Network Pharmacology and Molecular Docking-Based Mechanism Study to Reveal the Protective
Effect of Salvianolic Acid C in a Rat Model of Ischemic Stroke. Frontiers in Pharmacology, 2021, 12,
799448.

1.6 16



77

Citation Report

# Article IF Citations

1423 Altered secretome by diesel exhaust particles and lipopolysaccharide in primary human nasal
epithelium. Journal of Allergy and Clinical Immunology, 2022, 149, 2126-2138. 1.5 5

1424
Exploring the potential therapeutic effect of <i>Eucommia ulmoides</i>â€“<i>Dipsaci Radix</i> herbal
pair on osteoporosis based on network pharmacology and molecular docking technology. RSC
Advances, 2022, 12, 2181-2195.

1.7 11

1425 TAF4b transcription networks regulating early oocyte differentiation. Development (Cambridge), 2022,
149, . 1.2 11

1426 Reduced chromatin accessibility to CD4 T cell super-enhancers encompassing susceptibility loci of
rheumatoid arthritis. EBioMedicine, 2022, 76, 103825. 2.7 1

1427 Developmental nicotine exposure and masculinization of the rat preoptic area. NeuroToxicology,
2022, 89, 41-54. 1.4 2

1428
Surgical face masks as a source of emergent pollutants in aquatic systems: Analysis of their
degradation product effects in Danio rerio through RNA-Seq.. Journal of Hazardous Materials, 2022,
428, 128186.

6.5 25

1429 A chemical method for genome- and proteome-wide enrichment and O-GlcNAcylation profiling of
chromatin-associated proteins. Talanta, 2022, 241, 123167. 2.9 5

1430 A computational model revealing the immune-related hub genes and key pathways involved in
rheumatoid arthritis (RA). Advances in Protein Chemistry and Structural Biology, 2022, 129, 247-273. 1.0 12

1431
Uncovering the Potential Mechanisms of Coptis chinensis Franch. for Serious Mental Illness by
Network Pharmacology and Pharmacology-Based Analysis. Drug Design, Development and Therapy,
2022, Volume 16, 325-342.

2.0 4

1432 Mechanisms of Lian-Gui-Ning-Xin-Tang in the treatment of arrhythmia: Integrated pharmacology and in
vivo pharmacological assessment. Phytomedicine, 2022, 99, 153989. 2.3 3

1433 Proteome analysis of the circadian clock protein PERIOD2. Proteins: Structure, Function and
Bioinformatics, 2022, 90, 1315-1330. 1.5 6

1434
Prediction of the Active Components and Possible Targets of Xanthii Fructus Based on Network
Pharmacology for Use in Chronic Rhinosinusitis. Evidence-based Complementary and Alternative
Medicine, 2022, 2022, 1-15.

0.5 4

1435 Label-Free Quantitative Proteomics to Explore the Action Mechanism of the Pharmaceutical-Grade
Triticum vulgare Extract in Speeding Up Keratinocyte Healing. Molecules, 2022, 27, 1108. 1.7 5

1437 MiR-155 inhibits TP53INP1 expression leading to enhanced glycolysis of psoriatic mesenchymal stem
cells. Journal of Dermatological Science, 2022, 105, 142-151. 1.0 5

1438
Long-term adaptation following influenza A virus host shifts results in increased within-host viral
fitness due to higher replication rates, broader dissemination within the respiratory epithelium and
reduced tissue damage. PLoS Pathogens, 2021, 17, e1010174.

2.1 7

1439 Cancer Precision Drug Discovery Using Big Data and Artificial Intelligence Technologies. Advances in
Computational Intelligence and Robotics Book Series, 2022, , 109-136. 0.4 0

1440 Revealing the action mechanisms of scutellarin against glioblastoma based on network pharmacology
and experimental validation. Food Science and Technology, 0, 42, . 0.8 1

1441 Deficiency of Parkinsonâ€™s Related Protein DJ-1 Alters Cdk5 Signalling and Induces Neuronal Death by
Aberrant Cell Cycle Re-entry. Cellular and Molecular Neurobiology, 2023, 43, 757-769. 1.7 5



78

Citation Report

# Article IF Citations

1442 Identification of Novel Genes and Associated Drugs in Cervical Cancer by Bioinformatics Methods.
Medical Science Monitor, 2022, 28, e934799. 0.5 4

1443 Time-course RNA-seq analysis reveals stage-specific and melatonin-triggered gene expression patterns
during the hair follicle growth cycle in Capra hircus. BMC Genomics, 2022, 23, 140. 1.2 10

1444 Transcriptional landscapes of de novo root regeneration from detached Arabidopsis leaves revealed
by time-lapse and single-cell RNA sequencing analyses. Plant Communications, 2022, 3, 100306. 3.6 29

1445 Transcriptomic modulation in response to high-intensity interval training in monocytes of older
women with type 2 diabetes. European Journal of Applied Physiology, 2022, 122, 1085-1095. 1.2 2

1446 MonaGO: a novel gene ontology enrichment analysis visualisation system. BMC Bioinformatics, 2022,
23, 69. 1.2 12

1448 The core and accessory Hfq interactomes across Pseudomonas aeruginosa lineages. Nature
Communications, 2022, 13, 1258. 5.8 15

1450 The Valuable Role of ARMC1 in Invasive Breast Cancer as a Novel Biomarker. BioMed Research
International, 2022, 2022, 1-18. 0.9 1

1451 Transcriptome Analysis of Bovine Rumen Tissue in Three Developmental Stages. Frontiers in Genetics,
2022, 13, 821406. 1.1 4

1452 Positively selected genes in the hoary bat (<i>Lasiurus cinereus</i>) lineage: prominence of thymus
expression, immune and metabolic function, and regions of ancient synteny. PeerJ, 2022, 10, e13130. 0.9 0

1453
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

1454 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

1455 Application of Transcriptomics for Predicting Protein Interaction Networks, Drug Targets and Drug
Candidates. Frontiers in Medical Technology, 2022, 4, 693148. 1.3 1

1456 Identification of Potential Driver Genes and Pathways Based on Transcriptomics Data in Alzheimer's
Disease. Frontiers in Aging Neuroscience, 2022, 14, 752858. 1.7 4

1457
A new monocyte epigenetic clock reveals nonlinear effects of alcohol consumption on biological
aging in three independent cohorts (<i>N</i>Â =Â 2242). Alcoholism: Clinical and Experimental Research,
2022, 46, 736-748.

1.4 9

1458 EWS splicing regulation contributes to balancing <i>Foxp1</i> isoforms required for neuronal
differentiation. Nucleic Acids Research, 2022, 50, 3362-3378. 6.5 1

1459
Integrating whole genome sequencing, methylation, gene expression, topologically associated domain
information in regulatory mutation prediction: A study of follicular lymphoma. Computational and
Structural Biotechnology Journal, 2022, 20, 1726-1742.

1.9 1

1460

Repurposing Multiple-Molecule Drugs for COVID-19-Associated Acute Respiratory Distress Syndrome
and Non-Viral Acute Respiratory Distress Syndrome via a Systems Biology Approach and a DNN-DTI
Model Based on Five Drug Design Specifications. International Journal of Molecular Sciences, 2022, 23,
3649.

1.8 5

1461 DAVID: a web server for functional enrichment analysis and functional annotation of gene lists
(2021Â update). Nucleic Acids Research, 2022, 50, W216-W221. 6.5 1,694



79

Citation Report

# Article IF Citations

1462 Comparative gene expression profile in circulating PBMCs of<i>Bos indicus</i>and crossbred cattle
to understand disease tolerance mechanism. Animal Biotechnology, 2023, 34, 1594-1602. 0.7 0

1463 Integrated analysis of transcriptomic datasets to identify placental biomarkers of spontaneous
preterm birth. Placenta, 2022, 122, 66-73. 0.7 0

1464 GANT61 elevates chemosensitivity to cisplatin through regulating the Hedgehog, AMPK and cAMP
pathways in ovarian cancer. Future Medicinal Chemistry, 2022, 14, 479-500. 1.1 5

1465 Transposon activity, local duplications and propagation of structural variants across haplotypes
drive the evolution of the Drosophila S2 cell line. BMC Genomics, 2022, 23, 276. 1.2 4

1467 Histone chaperone HIRA complex regulates retrotransposons in embryonic stem cells. Stem Cell
Research and Therapy, 2022, 13, 137. 2.4 6

1468 Icariin promotes mouse Leydig cell testosterone synthesis via the Esr1/Src/Akt/Creb/Sf-1 pathway.
Toxicology and Applied Pharmacology, 2022, 441, 115969. 1.3 10

1469 Genome-Wide Association Study and FST Analysis Reveal Four Quantitative Trait Loci and Six Candidate
Genes for Meat Color in Pigs. Frontiers in Genetics, 2022, 13, 768710. 1.1 4

1470
Identification of host transcriptome-guided repurposable drugs for SARS-CoV-1 infections and their
validation with SARS-CoV-2 infections by using the integrated bioinformatics approaches. PLoS ONE,
2022, 17, e0266124.

1.1 18

1471 Multi-Omics Reveals Different Strategies in the Immune and Metabolic Systems of High-Yielding Strains
of Laying Hens. Frontiers in Genetics, 2022, 13, 858232. 1.1 3

1472 High Expression of CSF-1R Predicts Poor Prognosis and CSF-1Rhigh Tumor-Associated Macrophages
Inhibit Anti-Tumor Immunity in Colon Adenocarcinoma. Frontiers in Oncology, 2022, 12, 850767. 1.3 6

1473 Non-negative matrix factorization and differential expression analyses identify hub genes linked to
progression and prognosis of glioblastoma multiforme. Gene, 2022, 824, 146395. 1.0 5

1474 Multi-modal deep learning of functional and structural neuroimaging and genomic data to predict
mental illness. , 2021, 2021, 3267-3272. 11

1475 Identification of Potential Genetic Biomarkers and Target Genes of Peri-Implantitis Using
Bioinformatics Tools. BioMed Research International, 2021, 2021, 1-16. 0.9 12

1476
<i>RYR2</i>mutation in nonâ€•small cell lung cancer prolongs survival via downâ€•regulation
of<i>DKK1</i>and upâ€•regulation of<i>GS1â€•115G20.1</i>: A weighted gene Coâ€•expression network analysis
and risk prognostic models. IET Systems Biology, 2022, 16, 43-58.

0.8 5

1477 Genome-wide expression of the residual lung reacting to experimental Pneumonectomy. BMC
Genomics, 2021, 22, 881. 1.2 3

1478 Cellular Processes in Human Ovarian Follicles Are Regulated by Expression Profile of New Gene
Markersâ€”Clinical Approach. Journal of Clinical Medicine, 2022, 11, 73. 1.0 1

1479 Potential biomarkers and signaling pathways associated with the pathogenesis of primary salivary
gland carcinoma: a bioinformatics study. Genomics and Informatics, 2021, 19, e42. 0.4 8

1481 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



80

Citation Report

# Article IF Citations

1482 Identification of potential druggable targets of cell cycle with small-molecule inhibitors in oral
squamous cell carcinoma. Pharmacogenetics and Genomics, 2021, Publish Ahead of Print, . 0.7 3

1483 Development of Potential Prognostic Biomarkers Based on DNA Methylation-Driven Genes for Patients
with Endometrial Cancer. International Journal of General Medicine, 2021, Volume 14, 10541-10555. 0.8 5

1484
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

1485 Phenotypical, functional and transcriptomic comparison of two modified methods of hepatocyte
differentiation from human induced pluripotent stem cells. Biomedical Reports, 2022, 16, 43. 0.9 1

1486 Mechanism of Jujube (Ziziphus jujuba Mill.) Fruit in the Appetite Regulation Based on Network
Pharmacology and Molecular Docking Method. Contrast Media and Molecular Imaging, 2022, 2022, 1-12. 0.4 5

1487 SNCA correlates with immune infiltration and serves as a prognostic biomarker in lung
adenocarcinoma. BMC Cancer, 2022, 22, 406. 1.1 6

1488 Bioinformatic Analysis of the Effect of Silver Nanoparticles on Colorectal Cancer Cell Line. BioMed
Research International, 2022, 2022, 1-10. 0.9 2

1489 Hesperidin Ameliorates Dexamethasone-Induced Osteoporosis by Inhibiting p53. Frontiers in Cell and
Developmental Biology, 2022, 10, 820922. 1.8 1

1490 Clique Selection and its Effect on Paraclique Enrichment: An Experimental Study. , 0, , . 0

1635 Comparative transcriptome analysis of experimental cryptorchidism: Of mice and cynomolgus
monkeys. Physiological Genomics, 2022, , . 1.0 0

1636 Nuclear respiratory factor 1 promotes the growth of liver hepatocellular carcinoma cells via E2F1
transcriptional activation. BMC Gastroenterology, 2022, 22, 198. 0.8 5

1638
AKIP1 promotes tumor progression by cancer-related pathways and predicts prognosis in tongue
squamous cell carcinoma.. American Journal of Translational Research (discontinued), 2021, 13,
12338-12351.

0.0 0

1639 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

1640

The molecular mechanism of kinesin family member 2A (KIF2A) underlying non-small cell lung cancer:
the effect of its knockdown on malignant behaviors, stemness, chemosensitivity, and potential
regulated signaling pathways.. American Journal of Translational Research (discontinued), 2022, 14,
68-85.

0.0 0

1641 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

1642
SOCS3 Acts as an Onco-immunological Biomarker With Value in Assessing the Tumor
Microenvironment, Pathological Staging, Histological Subtypes, Therapeutic Effect, and Prognoses of
Several Types of Cancer. Frontiers in Oncology, 2022, 12, .

1.3 6

1643
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

1644 Network Pharmacology Approach for Medicinal Plants: Review and Assessment. Pharmaceuticals, 2022,
15, 572. 1.7 99



81

Citation Report

# Article IF Citations

1645

Mechanism of Fructus Mume Pills Underlying Their Protective Effects in Rats with Acetic
Acid-Inducedulcerative Colitis via the Regulation of Inflammatory Cytokines and the
VEGF-PI3K/Akt-eNOS Signaling Pathway. Evidence-based Complementary and Alternative Medicine, 2022,
2022, 1-15.

0.5 1

1646 Adipose-Derived Stem Cells Exosomes Improve Fat Graft Survival by Promoting Prolipogenetic Abilities
through Wnt/Î²-Catenin Pathway. Stem Cells International, 2022, 2022, 1-14. 1.2 7

1647 Carbamazepine-modified HLA-A*24:02-bound peptidome: Implication of CORO1A in skin rash.
International Immunopharmacology, 2022, 109, 108804. 1.7 1

1649
Soyasapogenol C from Fermented Soybean (Glycine Max) Acting as a Novel AMPK/PPARÎ± Dual Activator
Ameliorates Hepatic Steatosis: A Novel SANDA Methodology. International Journal of Molecular
Sciences, 2022, 23, 5468.

1.8 3

1650 Identification of key gene contributing to vitiligo by immune infiltration.. International Journal of
Clinical and Experimental Pathology, 2022, 15, 157-167. 0.5 0

1652 The Lysine Acetylation Modification in the Porin Aha1 of Aeromonas hydrophila Regulates the Uptake
of Multidrug Antibiotics. Molecular and Cellular Proteomics, 2022, 21, 100248. 2.5 8

1653 RNA-seq analysis unveils temperature and nutrient adaptation mechanisms relevant for pathogenicity
in Vibrio parahaemolyticus. Aquaculture, 2022, , 738397. 1.7 6

1654 Hydrocarbon exposure effect on energetic metabolism and immune response in Crassostrea virginica.
Marine Pollution Bulletin, 2022, 180, 113738. 2.3 1

1655 Expression Profiles of Circulating MicroRNAs in XELOX-Chemotherapy-Induced Peripheral Neuropathy
in Patients with Advanced Gastric Cancer. International Journal of Molecular Sciences, 2022, 23, 6041. 1.8 3

1656 Different DNA methylome, transcriptome and histological features in uterine fibroids with and
without MED12 mutations. Scientific Reports, 2022, 12, . 1.6 9

1657 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

1659 Network Pharmacology and Bioinformatics Approach Reveals the Multi-Target Pharmacological
Mechanism of Fumaria indica in the Treatment of Liver Cancer. Pharmaceuticals, 2022, 15, 654. 1.7 17

1660 Neural stemness unifies cell tumorigenicity and pluripotent differentiation potential. Journal of
Biological Chemistry, 2022, 298, 102106. 1.6 5

1661 Effect of modified Jianpi Yangzheng on regulating content of PKM2 in gastric cancer cells-derived
exosomes. Phytomedicine, 2022, 103, 154229. 2.3 10

1663 Unique mutations in mitochondrial DNA and associated pathways involved in high altitude pulmonary
edema susceptibility in Indian lowlanders. Journal of Biomolecular Structure and Dynamics, 0, , 1-16. 2.0 0

1664 SIN-3 functions through multi-protein interaction to regulate apoptosis, autophagy, and longevity in
Caenorhabditis elegans. Scientific Reports, 2022, 12, . 1.6 1

1665 Weighted Gene Co-expression Network Analysis Identifies Specific Modules and Hub Genes Related to
Subacute Ruminal Acidosis. Frontiers in Veterinary Science, 0, 9, . 0.9 1

1666 Analysis of the Effect of Sichs on Gastric Ulcer Rats Based on RNA Sequencing Technique.
Computational and Mathematical Methods in Medicine, 2022, 2022, 1-10. 0.7 1



82

Citation Report

# Article IF Citations

1667
A Network Pharmacology Approach for Uncovering the Mechanism of 'Kouchuangling' in
Radiation-induced Oral Mucositis Treatment. Combinatorial Chemistry and High Throughput
Screening, 2023, 26, 1042-1057.

0.6 2

1668 Prognostic value of p16, p53, and pcna in sarcoma and an evaluation of immune infiltration. Journal of
Orthopaedic Surgery and Research, 2022, 17, . 0.9 6

1669
The Analysis of Potential Diagnostic and Therapeutic Targets for the Occurrence and Development of
Gastric Cancer Based on Bioinformatics. Computational and Mathematical Methods in Medicine, 2022,
2022, 1-20.

0.7 2

1670 Cochlear Development; New Tools and Approaches. Frontiers in Cell and Developmental Biology, 0, 10,
. 1.8 7

1671 Single-cell analysis of human basal cell carcinoma reveals novel regulators of tumor growth and the
tumor microenvironment. Science Advances, 2022, 8, . 4.7 16

1672 Exploring therapeutic mechanisms of San-Huang-Tang in nonalcoholic fatty liver disease through
network pharmacology and experimental validation. Journal of Ethnopharmacology, 2022, 296, 115477. 2.0 2

1673 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

1674
Taohong Siwu Decoction exerts anticancer effects on breast cancer via regulating MYC, BIRC5, EGF
and PIK3R1 revealed by HTS2 technology. Computational and Structural Biotechnology Journal, 2022,
20, 3461-3472.

1.9 4

1675 Network Analysis of Differentially Expressed Genes (DEGs) Identified in Zebrafish after Infection with
Spring Viremia of Carp Virus (SVCV) â€“ an in Silico Approach. SSRN Electronic Journal, 0, , . 0.4 0

1676 dbBIP: a comprehensive bipolar disorder database for genetic research. Database: the Journal of
Biological Databases and Curation, 2022, 2022, . 1.4 3

1677 A TP53 Related Immune Prognostic Model for the Prediction of Clinical Outcomes and Therapeutic
Responses in Lung Adenocarcinoma. Frontiers in Immunology, 0, 13, . 2.2 1

1678 A Novel Signature of Necroptosis-Associated Genes as a Potential Prognostic Tool for Head and Neck
Squamous Cell Carcinoma. Frontiers in Genetics, 0, 13, . 1.1 2

1679 Identification of Potential miRNA-mRNA Regulatory Network in Denervated Muscular Atrophy by
Bioinformatic Analysis. BioMed Research International, 2022, 2022, 1-12. 0.9 0

1680 DSEATM: drug set enrichment analysis uncovering disease mechanisms by biomedical text mining.
Briefings in Bioinformatics, 2022, 23, . 3.2 2

1681 <scp>TRIM33</scp> drives prostate tumor growth by stabilizing androgen receptor from Skp2â€•mediated
degradation. EMBO Reports, 2022, 23, . 2.0 9

1682 Ubiquitin profiling of lysophagy identifies actin stabilizer CNN2 as a target of VCP/p97 and uncovers a
link to HSPB1. Molecular Cell, 2022, 82, 2633-2649.e7. 4.5 17

1683 Silencing lncRNA 93358 Inhibits the Apoptosis of Myocardial Cells in Myocardial Infarction Rats by
Inducing the Expression of SLC8A1. BioMed Research International, 2022, 2022, 1-11. 0.9 3

1685 The hnRNPK/A1/R/U Complex Regulates Gene Transcription and Translation and is a Favorable
Prognostic Biomarker for Human Colorectal Adenocarcinoma. Frontiers in Oncology, 0, 12, . 1.3 6



83

Citation Report

# Article IF Citations

1686 Acute Myeloid Leukemia: New Multiomics Molecular Signatures and Implications for Systems Medicine
Diagnostics and Therapeutics Innovation. OMICS A Journal of Integrative Biology, 2022, 26, 392-403. 1.0 5

1687 Exploration and validation of Taraxacum mongolicum anti-cancer effect. Computers in Biology and
Medicine, 2022, 148, 105819. 3.9 2

1688
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

1689 Microarray and bioinformatic analysis reveal the parental genes of m6A modified circRNAs as novel
prognostic signatures in colorectal cancer. Frontiers in Oncology, 0, 12, . 1.3 2

1690
Investigating the Molecular Mechanism of Qianghuo Shengshi Decoction in the Treatment of
Ankylosing Spondylitis Based on Network Pharmacology and Molecular Docking Analysis. Processes,
2022, 10, 1487.

1.3 1

1691 An Interpretable Machine-Learning Algorithm to Predict Disordered Protein Phase Separation Based on
Biophysical Interactions. Biomolecules, 2022, 12, 1131. 1.8 20

1692
Molecular-Genetic Bases of Mammary Gland Development Using the Example of Cattle and Other
Animal Species: I. Embryonic and Pubertal Developmental Stage. Russian Journal of Genetics, 2022, 58,
899-914.

0.2 1

1693 Whole Transcriptome Analysis Identifies Platycodin D-Mediated RNA Regulatory Network in
Nonâ€“Small-Cell Lung Cancer. Cells, 2022, 11, 2360. 1.8 2

1694 Pyroptosis in sepsis: Comprehensive analysis of research hotspots and core genes in 2022. Frontiers in
Molecular Biosciences, 0, 9, . 1.6 6

1695 Tumorâ€•derived endomucin promotes colorectal cancer proliferation and metastasis. Cancer Medicine,
2023, 12, 3222-3236. 1.3 2

1696
Classifying Integrated Signature Molecules in Macrophages of Rheumatoid Arthritis, Osteoarthritis,
and Periodontal Disease: An Omics-Based Study. Current Issues in Molecular Biology, 2022, 44,
3496-3517.

1.0 2

1697 GSA Centralâ€”A web platform to perform, learn, and discuss gene set analysis. Frontiers in Medicine, 0,
9, . 1.2 0

1698 Genomic and phenotypic characterization of Streptococcus mutans isolates suggests key gene
clusters in regulating its interaction with Streptococcus gordonii. Frontiers in Microbiology, 0, 13, . 1.5 2

1699
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

1700 A binary biclustering algorithm based on the adjacency difference matrix for gene expression data
analysis. BMC Bioinformatics, 2022, 23, . 1.2 2

1701 Deep multimodal predictome for studying mental disorders. Human Brain Mapping, 2023, 44, 509-522. 1.9 7

1703 The germ cell-specific RNA binding protein RBM46 is essential for spermatogonial differentiation in
mice. PLoS Genetics, 2022, 18, e1010416. 1.5 6

1704 WD repeat domain 43 promotes malignant progression of non-small cell lung cancer by regulating
CDK2. International Journal of Biochemistry and Cell Biology, 2022, 151, 106293. 1.2 4



84

Citation Report

# Article IF Citations

1705 GOCompare: An R Package to Compare Functional Enrichment Analysis between Two Species. SSRN
Electronic Journal, 0, , . 0.4 0

1706 DenovoProfiling: A webserver for de novo generated molecule library profiling. Computational and
Structural Biotechnology Journal, 2022, 20, 4082-4097. 1.9 1

1708 Retinoic acid and RARÎ³ maintain satellite cell quiescence through regulation of translation initiation.
Cell Death and Disease, 2022, 13, . 2.7 4

1709 Hnrnpk maintains chondrocytes survival and function during growth plate development via
regulating Hif1Î±-glycolysis axis. Cell Death and Disease, 2022, 13, . 2.7 6

1710 Comprehensive analysis reveals potential hub genes and therapeutic drugs in an acquired lymphedema
model. Gland Surgery, 2022, 11, 1507-1517. 0.5 1

1712 Integrated Bioinformatics and Validation of lncRNA-Mediated ceRNA Network in Myocardial
Ischemia/Reperfusion Injury. Journal of Immunology Research, 2022, 2022, 1-13. 0.9 7

1713 Molecular signatures in diabetic foot ulcer by integrated gene expression profiling via bioinformatics
analysis. Biomedicine (India), 2022, 42, 713-719. 0.1 0

1714 Direct modulation of microglial function by electrical field. Frontiers in Cell and Developmental
Biology, 0, 10, . 1.8 8

1715 Comparative transcriptome analysis of longissimus dorsi tissues with different intramuscular fat
contents from Guangling donkeys. BMC Genomics, 2022, 23, . 1.2 2

1716 Analysis of gene expression profiles to study malaria vaccine dose efficacy and immune response
modulation. Genomics and Informatics, 2022, 20, e32. 0.4 2

1717 IKZF3 amplification frequently occurs in HER2-positive breast cancer and is a potential therapeutic
target. , 2022, 39, . 2

1718 Identification of potential biomarkers and pathogenesis in neutrophil-predominant severe asthma: A
comprehensive bioinformatics analysis. Medicine (United States), 2022, 101, e30661. 0.4 4

1719 Expression of ICOS in the salivary glands of patients with primary Sjogren's syndrome and its
molecular mechanism. Molecular Medicine Reports, 2022, 26, . 1.1 0

1720 Ileal bile acid transporter inhibition in Cyp2c70 KO mice ameliorates cholestatic liver injury. Journal
of Lipid Research, 2022, 63, 100261. 2.0 11

1721 Altered extracellular mRNA communication in postpartum depression is associated with decreased
autophagy. Molecular Psychiatry, 2022, 27, 4526-4535. 4.1 10

1722 VEGFA promotes the occurrence of PLA2R-associated idiopathic membranous nephropathy by
angiogenesis via the PI3K/AKT signalling pathway. BMC Nephrology, 2022, 23, . 0.8 1

1723 Axenic Culture of Caenorhabditis elegans Alters Lysosomal/Proteasomal Balance and Increases
Neuropeptide Expression. International Journal of Molecular Sciences, 2022, 23, 11517. 1.8 1

1724 Simultaneous clustering and variable selection: A novel algorithm and model selection procedure.
Behavior Research Methods, 0, , . 2.3 0



85

Citation Report

# Article IF Citations

1725
Mining of Potential Biomarkers and Pathway in Valvular Atrial Fibrillation (VAF) via Systematic
Screening of Gene Coexpression Network. Computational and Mathematical Methods in Medicine,
2022, 2022, 1-21.

0.7 3

1726 Metabolomics: Going Deeper, Going Broader, Going Further. Methods in Molecular Biology, 2023, ,
155-178. 0.4 8

1727 Integrated network pharmacology and experimental analysis unveil multi-targeted effect of 18Î±-
glycyrrhetinic acid against non-small cell lung cancer. Frontiers in Pharmacology, 0, 13, . 1.6 2

1729 Network Pharmacology Was Used to Predict the Active Components and Prospective Targets of
Paeoniae Radix Alba for Treatment in Endometriosis. Reproductive Sciences, 2023, 30, 1103-1117. 1.1 1

1730 Proteomic Profiling of Intra-Islet Features Reveals Substructure-Specific Protein Signatures.
Molecular and Cellular Proteomics, 2022, 21, 100426. 2.5 6

1731 Ancient Herbal Formula Mahuang Lianqiao Chixiaodou Decoction Protects Acute and
Acute-on-Chronic Liver Failure via Inhibiting von Willebrand Factor Signaling. Cells, 2022, 11, 3368. 1.8 4

1732 ESRP1-regulated isoform switching of LRRFIP2 determines metastasis of gastric cancer. Nature
Communications, 2022, 13, . 5.8 13

1733 CASA: a comprehensive database resource for the COVID-19 Alternative Splicing Atlas. Journal of
Translational Medicine, 2022, 20, . 1.8 2

1734 <scp>ADAMTS12</scp>, a novel prognostic predictor, promotes cell proliferation, migration, and
invasion in head and neck squamous cell carcinoma. Oral Diseases, 0, , . 1.5 1

1735 Plumbagin downregulates UHRF1, p-Akt, MMP-2 and suppresses survival, growth and migration of
cervical cancer CaSki cells. Toxicology in Vitro, 2023, 86, 105512. 1.1 8

1736 LncCMRR Plays an Important Role in Cardiac Differentiation by Regulating the Purb/Flk1 Axis. Stem
Cells, 2023, 41, 11-25. 1.4 1

1738 Circadian rhythm-related factors of PER and CRY family genes function as novel therapeutic targets
and prognostic biomarkers in lung adenocarcinoma. Aging, 2022, 14, 9056-9089. 1.4 1

1739 Light response of Vibrio parahaemolyticus. Frontiers in Marine Science, 0, 9, . 1.2 1

1740 RNA-Sequencing of Heterorhabditis nematodes to identify factors involved in symbiosis with
Photorhabdus bacteria. BMC Genomics, 2022, 23, . 1.2 1

1741 In mice and humans, brain microvascular contractility matures postnatally. Brain Structure and
Function, 2023, 228, 475-492. 1.2 4

1743 Elucidating breed-specific variants of native pigs in Korea: insights into pig breedsâ€™ genomic
characteristics. Animal Cells and Systems, 0, , 1-10. 0.8 1

1744 Cephalopod retinal development shows vertebrate-like mechanisms of neurogenesis. Current Biology,
2022, 32, 5045-5056.e3. 1.8 6

1745 GOCompare: An R package to compare functional enrichment analysis between two species. Genomics,
2023, 115, 110528. 1.3 0



86

Citation Report

# Article IF Citations

1746 A statistical perspective of gene set analysis with trait-specific QTL in molecular crop breeding. , 2023, ,
17-43. 0

1747 The path to immortalization of cells starts by managing stress through gene duplications.
Experimental Cell Research, 2023, 422, 113431. 1.2 1

1748
Unraveling the mutualistic interaction between endophytic Curvularia lunata CSL1 and tomato to
mitigate cadmium (Cd) toxicity via transcriptomic insights. Science of the Total Environment, 2023, 861,
160542.

3.9 9

1749 Identification of novel exonic variants contributing to hereditary breast and ovarian cancer in west
Indian population. Gene, 2023, 852, 147070. 1.0 0

1750 In Silico Analysis of CatSper Family Genes and APOB Gene Regulation in Male Infertility. Advances in
Experimental Medicine and Biology, 2022, , 323-332. 0.8 0

1751
A Study on the Expression of Messenger RNAs and Long Noncoding RNA in Keloid Fibroblasts Based on
Gene Expression Omnibus Microarray Data Mining. Journal of Craniofacial Surgery, 0, Publish Ahead
of Print, .

0.3 0

1752 Sex-Specific Differences in the Transcriptome of the Human Dorsolateral Prefrontal Cortex in
Schizophrenia. Molecular Neurobiology, 2023, 60, 1083-1098. 1.9 7

1753 Characterization of signature trends across the spectrum of non-alcoholic fatty liver disease using
deep learning method. Life Sciences, 2023, 314, 121195. 2.0 7

1754 Large-scale comparative genomics to refine the organization of the global Salmonella enterica
population structure. Microbial Genomics, 2022, 8, . 1.0 1

1755 Diurnal small RNA expression and post-transcriptional regulation in young and old Drosophila
melanogaster heads. F1000Research, 0, 11, 1543. 0.8 0

1756 Common Assays in Mammalian Golgi Studies. Methods in Molecular Biology, 2023, , 303-332. 0.4 1

1757 Bioinformatic Analysis of Genetic Factors from Human Blood Samples and Postmortem Brains in
Parkinsonâ€™s Disease. Oxidative Medicine and Cellular Longevity, 2022, 2022, 1-18. 1.9 5

1758 Exploring the Regulatory Role of ncRNA in NAFLD: A Particular Focus on PPARs. Cells, 2022, 11, 3959. 1.8 3

1759
Drug Repurposing Using Gene Co-Expression and Module Preservation Analysis in Acute Respiratory
Distress Syndrome (ARDS), Systemic Inflammatory Response Syndrome (SIRS), Sepsis, and COVID-19.
Biology, 2022, 11, 1827.

1.3 5

1760 Revealing genetic links of Type 2 diabetes that lead to the development of Alzheimerâ€™s disease. Heliyon,
2023, 9, e12202. 1.4 4

1761 Discovery and Visualization of Age-Dependent Patterns in the Diurnal Transcriptome of Drosophila.
Journal of Circadian Rhythms, 2022, 20, 1. 2.9 1

1762
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

1763
Hepatic proteomic assessment of oral ingestion of titanium dioxide nano fiber (TDNF) in Sprague
Dawley rats. Journal of Environmental Science and Health - Part A Toxic/Hazardous Substances and
Environmental Engineering, 2022, 57, 1116-1123.

0.9 1



87

Citation Report

# Article IF Citations

1765 Understanding of molecular basis of histological graded horn cancer by transcriptome profiling.
Gene, 2023, 857, 147196. 1.0 0

1766 Cox-ResNet: A Survival Analysis Model Based on Residual Neural Networks for Gene Expression Data. ,
2022, , . 1

1767 Identification of cancer driver modules by combining network functional and topology information. ,
2022, , . 0

1768 Relationship between drug targets and drug-signature networks: a network-based genome-wide
landscape. BMC Medical Genomics, 2023, 16, . 0.7 2

1769 Identification of TRPC6 as a Novel Diagnostic Biomarker of PM-Induced Chronic Obstructive
Pulmonary Disease Using Machine Learning Models. Genes, 2023, 14, 284. 1.0 5

1770 Transferrin Receptorâ€•Mediated Iron Uptake Promotes Colon Tumorigenesis. Advanced Science, 2023, 10,
. 5.6 4

1771 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

1772 Double-Layer Nanofibrous Sponge Tube via Electrospun Fiber and Yarn for Promoting Urethral
Regeneration. Advanced Fiber Materials, 2023, 5, 662-680. 7.9 10

1773
Overexpression of Insulin Receptor Substrate 1 (IRS1) Relates to Poor Prognosis and Promotes
Proliferation, Stemness, Migration, and Oxidative Stress Resistance in Cholangiocarcinoma.
International Journal of Molecular Sciences, 2023, 24, 2428.

1.8 2

1774
Effect of Cow-Calf Supplementation on Gene Expression, Processes, and Pathways Related to
Adipogenesis and Lipogenesis in Longissimus thoracis Muscle of F1 Angus Ã— Nellore Cattle at Weaning.
Metabolites, 2023, 13, 160.

1.3 0

1775
METTL3 is essential for normal progesterone signaling during embryo implantation via m <sup>6</sup>
A-mediated translation control of progesterone receptor. Proceedings of the National Academy of
Sciences of the United States of America, 2023, 120, .

3.3 14

1776 The Effective Components, Core Targets, and Key Pathways of Ginseng against Alzheimerâ€™s Disease.
Evidence-based Complementary and Alternative Medicine, 2023, 2023, 1-12. 0.5 8

1777 Machine Learning Methods for Cancer Classification Using Gene Expression Data: A Review.
Bioengineering, 2023, 10, 173. 1.6 25

1778 Genome-wide screening reveals the genetic basis of mammalian embryonic eye development. BMC
Biology, 2023, 21, . 1.7 1

1780 Hodgkin Lymphoma Cell Lines and Tissues Express mGluR5: A Potential Link to Ophelia Syndrome and
Paraneoplastic Neurological Disease. Cells, 2023, 12, 606. 1.8 0

1781
In-depth quantitative proteomics analysis revealed C1GALT1 depletion in ECC-1 cells mimics an
aggressive endometrial cancer phenotype observed in cancer patients with low C1GALT1 expression.
Cellular Oncology (Dordrecht), 2023, 46, 697-715.

2.1 7

1782
Molecular Mechanism of the Therapeutic Effect of Peach Blossom against Constipation: An
Exploratory Study Based on Network Pharmacology Analysis and Molecular Docking Verification.
Evidence-based Complementary and Alternative Medicine, 2023, 2023, 1-14.

0.5 0

1783 Transcriptomic analysis of human cytomegalovirus to survey the indirect effects on renal transplant
recipients. Transplant Immunology, 2023, 78, 101746. 0.6 0



88

Citation Report

# Article IF Citations

1784 Identification of key genes and small molecule drugs in osteoarthritis by integrated bioinformatics
analysis. Biochemistry and Biophysics Reports, 2023, 34, 101450. 0.7 0

1785
Weighted gene co-expression network analysis reveals similarities and differences of molecular
features between dilated and ischemic cardiomyopathies. Journal of Electronic Science and
Technology, 2023, 21, 100193.

2.0 0

1786 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

1787 Whole-genome sequencing identifies potential candidate genes for egg production traits in laying
ducks (Anas platyrhynchos). Scientific Reports, 2023, 13, . 1.6 0

1788 Identification and Verification of Potential Biomarkers in Renal Ischemia-Reperfusion Injury by
Integrated Bioinformatic Analysis. BioMed Research International, 2023, 2023, 1-14. 0.9 2

1789 Potential Inhibitors of Monkeypox Virus Revealed by Molecular Modeling Approach to Viral DNA
Topoisomerase I. Molecules, 2023, 28, 1444. 1.7 4

1790 RNA-seq analysis reveals the critical role of the novel lncRNA BIANCR in intramuscular adipogenesis
through the ERK1/2 signaling pathway. Journal of Animal Science and Biotechnology, 2023, 14, . 2.1 7

1791
Investigation of the Underlying Mechanism of Huangqi-Dangshen for Myasthenia Gravis Treatment via
Molecular Docking and Network Pharmacology. Evidence-based Complementary and Alternative
Medicine, 2023, 2023, 1-18.

0.5 1

1792
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

1793 A compilation of bioinformatic approaches to identify novel downstream targets for the detection
and prophylaxis of cancer. Advances in Protein Chemistry and Structural Biology, 2023, , 75-113. 1.0 0

1794 Butyrate limits human natural killer cell effector function. Scientific Reports, 2023, 13, . 1.6 10

1795 Quantitative Proteomics Reveal the Inherent Antibiotic Resistance Mechanism against Norfloxacin
Resistance in <i>Aeromonas hydrophila</i>. Journal of Proteome Research, 2023, 22, 1193-1200. 1.8 3

1796 Identification of the miRNAome in human fracture callus and nonunion tissues. Journal of
Orthopaedic Translation, 2023, 39, 113-123. 1.9 1

1797 Low-Intensity Physical Exercise Decreases Inflammation and Joint Damage in the Preclinical Phase of a
Rheumatoid Arthritis Murine Model. Biomolecules, 2023, 13, 488. 1.8 6

1798 Quantitative Proteomics of Nervous System Regeneration: From Sample Preparation to Functional
Data Analyses. Methods in Molecular Biology, 2023, , 343-366. 0.4 0

1799
Complete Freundâ€™s Adjuvant Induces a Fibroblast-like Synoviocytes (FLS) Metabolic and Migratory
Phenotype in Resident Fibroblasts of the Inoculated Footpad at the Earliest Stage of Adjuvant-Induced
Arthritis. Cells, 2023, 12, 842.

1.8 0

1800 A multiscale mechanistic model of human dendritic cells for in-silico investigation of immune
responses and novel therapeutics discovery. Frontiers in Immunology, 0, 14, . 2.2 2

1801 Comprehensive characterization of B7 family members in NSCLC and identification of its regulatory
network. Scientific Reports, 2023, 13, . 1.6 0



89

Citation Report

# Article IF Citations

1802 A Small Molecule RIG-I Agonist Serves as an Adjuvant to Induce Broad Multifaceted Influenza Virus
Vaccine Immunity. Journal of Immunology, 2023, 210, 1247-1256. 0.4 2

1803 Integrated Multi-Omics Techniques and Network Pharmacology Analysis to Explore the Material Basis
and Mechanism of Simiao Pill in the Treatment of Rheumatoid Arthritis. ACS Omega, 2023, 8, 11138-11150. 1.6 2

1804
Pharmacodynamic evaluation of Cordyceps sinensis (Berk.) Sacc. for ischemic stroke in rats and
potential mechanism through network pharmacology and molecular docking. Journal of Traditional
Chinese Medical Sciences, 2023, , .

0.1 0

1805 Mapk7 deletion in chondrocytes causes vertebral defects by reducing MEF2C/PTEN/AKT signaling. Genes
and Diseases, 2023, , . 1.5 0

1806 Weighted gene co-expression network analysis revealed T cell differentiation associated with the
age-related phenotypes in COVID-19 patients. BMC Medical Genomics, 2023, 16, . 0.7 2

1807
Identification of the MMP family as therapeutic targets and prognostic biomarkers in the
microenvironment of head and neck squamous cell carcinoma. Journal of Translational Medicine,
2023, 21, .

1.8 7

1808 Enrichment and nLC-MS/MS Analysis of Head and Neck Cancer Mucinome Glycoproteins. Journal of
Proteome Research, 2023, 22, 1231-1244. 1.8 0

1809
Genome-wide DNA methylation profiling after Ayurveda intervention to bronchial asthmatics
identifies differential methylation in several transcription factors with immune process related
function. Journal of Ayurveda and Integrative Medicine, 2023, 14, 100692.

0.9 0

1810 A relay velocity model infers cell-dependent RNA velocity. Nature Biotechnology, 2024, 42, 99-108. 9.4 18

1811 mIR-99a-5p and mIR-148a-3p as Candidate Molecular Biomarkers for the Survival of Lung Cancer
Patients. , 2023, 52, 87-100. 0

1812 Persistent Lipid Accumulation Leads to Persistent Exacerbation of Endoplasmic Reticulum Stress and
Inflammation in Progressive NASH via the IRE1Î±/TRAF2 Complex. Molecules, 2023, 28, 3185. 1.7 1

1813 Clinicopathological Significance of Cell Adhesion Molecule 4 Expression in Gallbladder Cancer and
Its Prognostic Role. International Journal of Molecular Sciences, 2023, 24, 6898. 1.8 0

1814 Transcriptome Analysis Identifies Tumor Immune Microenvironment Signaling Networks Supporting
Metastatic Castration-Resistant Prostate Cancer. Onco, 2023, 3, 81-95. 0.2 0

1815 Peroxisomal defects in microglial cells induce a disease-associated microglial signature. Frontiers in
Molecular Neuroscience, 0, 16, . 1.4 4

1816 microRNA-96 targets the INS/AKT/GLUT4 signaling axis: Association with and effect on diabetic
retinopathy. Heliyon, 2023, 9, e15539. 1.4 3

1817 Bag3 Regulates Mitochondrial Function and the Inflammasome Through Canonical and Noncanonical
Pathways in the Heart. JACC Basic To Translational Science, 2023, , . 1.9 1

1819 Investigation of the Underlying Mechanism of Depression on Male Infertility: A Bioinformatics and
Experimental Research Study. Andrologia, 2023, 2023, 1-12. 1.0 0

1820 Comparative RNA-Seq Analysis Reveals the Organ-Specific Transcriptomic Response to Zinc Stress in
Mulberry. Forests, 2023, 14, 842. 0.9 1



90

Citation Report

# Article IF Citations

1824 Systems and network biology. , 2023, , 225-246. 0

1928 Network pharmacology in phytochemical research. , 2024, , 465-493. 0

1931 Cancer Precision Drug Discovery Using Big Data and Artificial Intelligence Technologies. , 2023, ,
400-427. 0


